Additional file 1

Positive samples:

>2JULA 256 NMR NA NA NA no Calsenilin <UNP CSEN MOUSE> [MUS MUSCULUS]
MQRTKEAVKASDGNLLGDPGRTPLSKRES TKWQRPRFTRQALMRCCLIKWILSSAAPQGS
DSSDSELELSTVRHQPEGLDQLQAQTKFTKKELQSLYRGFKNECPTGLVDEDTFKLIYSQ
FFPQGDATTYAHFLENAFDADGNGAIHFEDFVVGLS ILLRGTVHEKLKWAFNLYDINKDG
CITKEEMLAIMKSITYDMMGRHTYPILREDAPLEHVERFFQKMDRNQDGVVTIDEFLETCQ

KDENIMNSMQLFENVI

>3P9AA 162 XRAY 1. 75 0. 178 0. 216 no DNA—packaging protein gp3 <UNP TERM BPP22> [ENTEROBACTERIA
PHAGE P22]

MAAPKGNREWEARSSHGRNPKFESPEALWAACCEYFEWVEANPLWEMKAFSYQGEV IQEP
TAKMRAMTITGLTLFIDVTLETWRTYRLREDLSEVVTRAEQVIYDQKFSGAAADLLNANT
TARDLGLKEQSQVEDVTPDKGDRDKRRSRIKELFNRGTGRDS

>4FJOA 97 XRAY 2.72 0.202 0.236 no DNA repair protein REV1 <UNP REV1 MOUSE> [MUS MUSCULUS]
AAPNLAGAVEFSDVKTLLKEWITTISDPMEEDILQVVRYCTDLIEEKDLEKLDLVIKYMK
RLMQQSVESVWNMAFDFILDNVQVVLQQTYGSTLKVT

>4FJOC 210 XRAY 2.72 0.202 0.236 no Mitotic spindle assembly checkpoint protein MAD2B <UNP
MD2L.2_MOUSE> [MUS MUSCULUS]
MTTLTRQDLNFGQVVADVLSEFLEVAVHLILYVREVYPVGIFQKRKKYNVPVQMSCHPEL
NQYIQDTLHCVKPLLEKNDVEKVVVVILDKEHRPVEKFVFEITQPPLLSINSDSLLSHVE
QLLAAFILKISVCDAVLDHNPPGCTFTVLVHTREAATRNMEKIQVIKDFPWILADEQDVH
MHDPRLIPLKTMTSDILKMQLYVEERAHKN

>3U4VA 117 XRAY 1.80 0.182 0.200 no Telomerase—associated protein 82 <UNP D2CVN6 TETTH>
[TETRAHYMENA THERMOPHILA]

NENIGSLSDQLSKQTLLISQLQVGKNRESFKFEGRVVYKSSTFQNQQDSKYFFITAQDAN
NQEINMSFWQKVDQSYQTLKVGQYYYFIGGEVKQFKNNLELKFKFGDYQI IPKETLS

>3U47ZA 109 XRAY 2.30 0.225 0.266 no Telomerase—associated protein 82 <UNP D2CVN6_ TETTH>
[TETRAHYMENA THERMOPHILA]

TLLISEVLKTSKQYLSVLAQVVDIQSSDKNIRLKICDNSCNQELKVVIFPDLCYEWRDKEF
SINKWYYFNEFVRQIYNDEVQLKNNIHSSIKESDDQRKVITYNQEQGVE

>208BB 1022 XRAY 2. 75 0.245 0. 281 no DNA mismatch repair protein MSH6 <UNP MSH6 HUMAN> [HOMO
SAPIENS]

MGSAPQNSESQAHVSGGGDDSSRPTVWYHETLEWLKEEKRRDEHRRRPDHPDFDASTLYV
PEDFLNSCTPGMRKWWQIKSQNFDLVICYKVGKFYELYHMDALIGVSELGLVFMKGNWAH
SGFPETAFGRYSDSLVQKGYKVARVEQTETPEMMEARCRKMAHISKYDRVVRREICRIIT
KGTQTYSVLEGDPSENYSKYLLSLKEKEEDSSGHTRAYGVCFVDTSLGKFFIGQFSDDRH
CSRFRTLVAHYPPVQVLFEKGNLSKETKTILKSSLSCSLQEGLIPGSQFWDASKTLRTLL
EEEYFREKLSDGIGVMLPQVLKGMTSESDS IGLTPGEKSELALSALGGCVEYLKKCLIDQ
ELLSMANFEEYTPLDSDTVSTTRSGATFTKAYQRMVLDAVTLNNLETFLNGTNGSTEGTL
LERVDTCHTPFGKRLLKQWLCAPLCNHYAINDRLDAIEDLMVVPDKISEVVELLKKLPDL
ERLLSKIHNVGSPLKSQNHPDSRAIMYEETTYSKKKIIDFLSALEGFKVMCKIIGIMEEV
ADGFKSKILKQVISLQTKNPEGREPDLTVELNRWDTAFDHEKARKTGLITPKAGEDSDYD
QALADIRENEQSLLEYLEKQRNRIGCRTIVYWGIGRNRYQLEIPENFTTRNLPEEYELKS

TKKGCKRYWTKTIEKKLANL INAEERRDVSLKDCMRRLEYNFDKNYKDWQSAVECIAVLD
VLLCLANYSRGGDGPMCRPVILLPEDTPPFLELKGSRHPCITKTFFGDDFIPNDILIGCE



EEEQENGKAYCVLVTGPNMGGKSTLMRQAGLLAVMAQMGCYVPAEVCRLTPIDRVFTRLG
ASDRIMSGESTFFVELSETASTLMHATAHSLVLVDELGRGTATFDGTATANAVVKELAET
IKCRTLFSTHYHSLVEDYSQNVAVRLGHMACMVENECEDPSQET I TFLYKFIKGACPKSY
GFNAARLANLPEEVIQKGHRKAREFEKMNQSLRLFREVCLASERSTVDAEAVHKLLTLIK

EL

>3VW4A 128 XRAY 2.70 0.260 0.262 no Rep <UNP Q06B24 ECOLX> [ESCHERICHTA COLT]
MGHHHHHHRNYHLFEKVRKWAYRATRQGWPVFSQWLDAVIQRVEMYNASLPVPLSPAECR
ATGKSTAKYTHRKFSPEGFSAVQAARGRKGGTKSKRAAVPTSARSLKPWEALGISRATYY

RKLKCDPD

>1Q1VA 70 NMR NA NA NA no DEK protein <UNP DEK HUMAN> [HOMO SAPIENS]
DEPLIKKLKKPPTDEELKET IKKLLASANLEEVTMKQICKKVYENYPTYDLTERKDFIKT

TVKELISLEH

>1R7JA 95 XRAY 1. 47 0. 232 0. 244 no Conserved hypothetical protein Ssol0a <UNP Q5W1E8 SULSO>
[SULFOLOBUS SOLFATARICUS]

AKKKSKLETTQATLEACKSGSPKTRIMYGANLSYALTGRY IKMLMDLEI IRQEGKQYMLT
KKGEELLEDIRKFNEMRKNMDQLKEKINSVLSIRQ

>4DFCA 93 XRAY 2.80 0.240 0. 282 no Transcription—repair—coupling factor <UNP MFD ECOLI>
[ESCHERICHIA COLI]

GPHMASALVMKKGQRLSRDALRTQLDSAGYRHVDQVMEHGEYATRGALLDLFPMGSELPY
RLDFFDDEIDSLRVFDVDSQRTLEEVEAINLLP

>1SFUA 75 XRAY 2.00 0.237 0.270 no 34L protein <UNP Q9DHS8 YLDV> [YABA-LIKE DISEASE VIRUS]

MDLLSCTVNDAETFSLVKKEVLSLNTNDYTTATSLSNRLKINKKKINQQLYKLQKEDTVK
MVPSNPPKWFKNYNC

>2FE3A 145 XRAY 1.75 0.172 0.229 no Peroxide operon regulator <UNP PERR BACSU> [BACILLUS
SUBTILIS]

MAAHELKEALETLKETGVRITPQRHATILEYLVNSMAHPTADDIYKALEGKFPNMSVATVY
NNLRVFRESGLVKELTYGDASSRFDFVTSDHYHAICENCGKIVDFHYPGLDEVEQLAAHV
TGFKVSHHRLEIYGVCQECSKKENH

>4FE7TA 412 XRAY 2.90 0.222 0. 279 no Xylose operon regulatory protein <UNP XYLR ECOLI>
[ESCHERICHIA COLI]

MGSSHHHHHHSSGLVPRGSHMETKRHRI TLLFNANKAYDRQVVEGVGEYLQASQSEWDIF
IEEDFRARIDKIKDWLGDGVIADFDDKQIEQALADVDVPIVGVGGSYHLAESYPPVHYTA
TDNYALVESAFLHLKEKGVNRFAFYGLPESSGKRWATEREYAFRQLVAEEKYRGVVYQGL
ETAPENWQHAQNRLADWLQTLPPQTGIIAVTDARARHILQVCEHLHIPVPEKLCVIGIDN
EELTRYLSRVALSSVAQGARQMGYQAAKLLHRLLDKEEMPLQRILVPPVRVIERRSTDYR
SLTDPAVIQAMHYIRNHACKGIKVDQVLDAVGISRSNLEKRFKEEVGET THAMIHAEKLE
KARSLLISTTLSINEISQMCGYPSLQYFYSVFKKAYDTTPKEYRDVNSEVML

>3G1CA 104 XRAY 2. 20 0. 206 0. 237 no The TrpR like protein from Eubacterium eligens ATCC
27750 <PDB 3G1C> [EUBACTERIUM ELIGENS]

MNNKLKTQAVEQLFQAILSLKDLDEAYDFFEDVCT INEILSLSQRFEVAKMLREHRTYLD
TAEKTGASTATISRVNRSLNYGNDGYDRVFERLGMLEKESEDNK

>1PH6B 217 XRAY 2. 10 0. 245 0. 276 no Telomere—-binding protein beta subunit <UNP TEBB OXYNO>
[STERKIELLA NOVA]
PQQQSAFKQLYTELFNNEGDFSKVSSNLKKPLKCYVKESYPHFLVTDGYFFVAPYFTKEA
VNEFHAKFPNVNIVDLTDKVIVINNWSLELRRVNSAEVFTSYANLEARLIVHSFKPNLQE
RLNPTRYPVNLFRDDEFKTTIQHFRHTALQAAINKTVKGDNLYVDISKVADAAGKKGKVDA
GIVKASASKGDEFSDFSFKEGNTATLKIADIFVQEKG
>2LLHA 74 NMR NA NA NA no Nucleophosmin <UNP NPM HUMAN> [HOMO SAPIENS]
GSHMQESFKKQEKTPKTPKGPSSVEDIKAKMQAS IEKGGSLPKVEAKFINYVKNCFRMTD
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QEATQDLWQWRKSL

>3PVVA 101 XRAY 2.00 0.252 0.271 no Chromosomal replication initiator protein dnaA <UNP
DNAA MYCTA> [MYCOBACTERIUM TUBERCULOSIS]
GPHMISAATIMAATAEYFDTTVEELRGPGKTRALAQSRQIAMYLCRELTDLSLPKIGQAF
GRDHTTVMYAQRKILSEMAERREVFDHVKELTTRIRQRSKR

>3IVPA 126 XRAY 2.02 0.202 0.235 no Putative transposon-related DNA-binding
protein <UNP Q180H4 CLOD6> [CLOSTRIDIUM DIFFICILE]
MRKKEDKYDFRALGLATKEARKKQGLTREQVGAMIETDPRYLTNTENKGQHPSLQVLYDL
VSLLNVSVDEFFLPASSQVKSTKRRQLENK IDNFTDADLV IMESVADGIVKSKEVGEMAG

ENLYFQ

>3AXJA 249 XRAY 2.10 0.210 0. 238 no GM27569p <UNP Q7JVK6 DROME> [DROSOPHILA MELANOGASTER]
MGSSHHHHHHSQDPMSNFVNLDIFSNYQKYIDNEQEVRENIRIVVREIEHLSKEAQIKLQ
ITHSDLSQISAACGLARKQVELCAQKYQKLAELVPAGQYYRYSDHWTFITQRLIFITALV
IYLEAGFLVTRETVAEMLGLKISQSEGFHLDVEDYLLGILQLASELSRFATNSVTMGDYE
RPLNISHFIGDLNTGFRLLNLKNDGLRKRFDALKYDVKKIEEVVYDVSIRGLSSKEKDQQ

EEPAVPATE

>3AX]JB 298 XRAY 2.10 0.210 0.238 no Translin associated factor X, isoform B <UNP
Q8INE1 DROME> [DROSOPHILA MELANOGASTER]
MPKNGGAGHRNTAPRKRQIPAAQLDEDSPTVQQFRIYSNELIMKHDRHERTVKLSRDITI
ESKRITFLLHSIDSRKQNKEKVLEEARQRLNKLIAVNFRAVALELRDQDVYQFRSSYSPG
LQEFIQAYTYMEYLCHEDAEGENETKSVSDWQATQAVMQYVEESSQPKEEPTEGEDVQAT
AQVESPKKFQFFVDPTEYILGLSDLTGELMRRCINSLGSGDTDTCLDTCKALQHEFYSGY T
SLNCQRARELWRKITTMKQSVLKAENVCYNVKVRGGEAAKWGATFDQKPADEVDEGEFY

>3K0SA 799 XRAY 2.20 0.188 0.246 no DNA mismatch repair protein mutS <UNP MUTS_ECOLI>
[ESCHERICHIA COLI]
SATENFDAHTPMMQQYLRLKAQHPEILLFYRMGDFYELFYDDAKRASQLLDISLTKRGAS
AGEPIPMAGIPYHAVENYLAKLVNQGESVAICEQIGDPATSKGPVERKVVRIVTPGTISD
EALLQERQDNLLAAIWQDSKGFGYATLDISSGRFRLSEPADRETMAAELQRTNPAELLYA
EDFAEMSLIEGRRGLRRRPLWEFETIDTARQQLNLQFGTRDLVGFGVENAPRGLCAAGCLL
QYAKDTQRTTLPHIRSITMEREQDSI IMDAATRRNLEI TQNLAGGAENTLASVLDCTVTP
MGSRMLKRWLHMPVRDTRVLLERQQT IGALQDFTAGLQPVLRQVGDLERILARLALRTAR
PRDLARMRHAFQQLPELRAQLETVDSAPVQALREKMGEFAELRDLLERATIDTPPVLVRD
GGVIASGYNEELDEWRALADGATDYLERLEVRERERTGLDTLKVGFNAVHGYYIQISRGQ
SHLAPINYMRRQTLKNAERY I TPELKEYEDKVLTSKGKALALEKQLYEELFDLLLPHLEA
LQQSASALAELDVLVNLAERAYTLNYTCPTFIDKPGIRITEGRHPVVEQVLNEPF IANPL

NLSPQRRMLI ITGPNMGGKSTYMRQTALTALMAYIGSYVPAQKVEIGPIDRIFTRVGAAD
DLASGRSTEMVEMTETANILHNATEYSLVLMNEIGRGTSTYDGLSLAWACAENLANKIKA
LTLFATHYFELTQLPEKMEGVANVHLDALEHGDT IAFMHSVQDGAASKSYGLAVAALAGV
PKEVIKRARQKLRELESIS

>1UKLA 876 XRAY 3.00 0.239 0.297 no Importin beta—1 subunit <UNP IMB1 MOUSE> [MUS MUSCULUS]
MELITILEKTVSPDRLELEAAQKFLERAAVENLPTFLVELSRVLANPGNSQVARVAAGLQ
TKNSLTSKDPDIKAQYQQRWLATDANARREVKNYVLQTLGTETYRPSSASQCVAGIACAE
IPVSQWPELTPQLVANVTNPNSTEHMKESTLEAIGYICQDIDPEQLQDKSNEILTAIIQG
MRKEEPSNNVKLAATNALLNSLEFTKANFDKESERHF IMQVVCEATQCPDTRVRVAALQN
LVKIMSLYYQYMETYMGPALFAITIEAMKSDIDEVALQGIEFWSNVCDEEMDLAIEASEA
AEQGRPPEHTSKFYAKGALQYLVPILTQTLTKQDENDDDDDWNPCKAAGVCLMLLSTCCE
DDIVPHVLPFIKEHIKNPDWRYRDAAVMAFGSILEGPEPNQLKPLVIQAMPTLIELMKDP
SVVVRDTTAWTVGRICELLPEAATNDVYLAPLLQCLIEGLSAEPRVASNVCWAFSSLAEA
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AYEAADVADDQEEPATYCLSSSFELIVQKLLETTDRPDGHQNNLRSSAYESLMEIVKNSA
KDCYPAVQKTTLVIMERLQQVLOMESHIQSTSDRIQFNDLQSLLCATLQNVLRKVQHQDA
LQISDVVMASLLRMFQSTAGSGGVQEDALMAVSTLVEVLGGEFLKYMEAFKPFLGIGLKN
YAEYQVCLAAVGLVGDLCRALQSNILPFCDEVMQLLLENLGNENVHRSVKPQILSVEGDI
ALAIGGEFKKYLEVVLNTLQQASQAQVDKSDFDMVDYLNELRESCLEAYTGIVQGLKGDQ
ENVHPDVMLVQPRVEFILSFIDHIAGDEDHTDGVVACAAGLIGDLCTAFGKDVLKLVEAR
PMIHELLTEGRRSKTNKAKTLATWATKELRKLKNQA

>1T23A 93 NMR NA NA NA no Chromosomal protein MC1 <UNP HMC1 METTE>

[METHANOSARCINA THERMOPHILA]

SNTRNFVLRDEDGNEHGVFTGKQPRQAALKAANRGSGTKANPDI IRLRERGTKKVHVFKA
WKEIVDAPKNRPAWMPEKISKPFVKKERIEKLE

>2GMGA 105 NMR NA NA NA no hypothetical protein Pf0610 <UNP Q8U362 PYRFU> [PYROCOCCUS
FURIOSUS]

AHHHHHHGSATRREKI IELLLEGDYSPSELARILDMRGKGSKKVILEDLKVISKIAKREG
MVLLIKPAQCRKCGFVFKAEINIPSRCPKCKSEWIEEPRFKLERK

>1111A 81 NMR NA NA NA no TRANSCRIPTION FACTOR SOX-5 <UNP SOX5 MOUSE> [MUS MUSCULUS]
GSPHIKRPMNAFMVWAKDERRKILQAFPDMHNSNISKILGSRWKAMTNLEKQPYYEEQAR

LSKQHLEKYPDYKYKPRPKRT

>4T1KA 146 XRAY 1.60 0.120 0. 166 no B3 domain—containing transcription factor VRN1 <UNP
VRN1 ARATH> [ARABIDOPSIS THALIANA]
MRGSHHHHHHGSRSKFYESASARKRTVTAEERERAINAAKTFEPTNPFFRVVLRPSYLYR
GCIMYLPSGFAEKYLSGISGFIKVQLAEKQWPVRCLYKAGRAKFSQGWYEFTLENNLGEG
DVCVFELLRTRDFVLKVTAFRVNEYV

>2JMPA 107 NMR NA NA NA no Chromosomal replication initiator protein dnaA <UNP DNAA MYCGE>
[MYCOPLASMA GENITALIUM]

MGGGGGGMEQFNAFKSLLKKHYEKT IGFHDKY IKDINRFVFKNNVLLILLENEFARNSLN
DNSETTHLAESLYEGIKSVNFVNEQDFFENLAKLEENSRDTLYQNSG

>3U50C 172 XRAY 2.50 0.218 0.253 no Telomerase—associated protein 82 <UNP D2CVN6_TETTH>
[TETRAHYMENA THERMOPHILA]
QRIYSSIEEITIQQAQASEIGQKKEFYVYGNLVSIQMKNKLYYYRCTCQGKSVLKYHGDSF
FCESCQQFINPQVHLMLRAFVQDSTGTIPVMIFDQQSSQLINQIDPSTHVQEAGQYVKNC

TENGQEET TRQLFSKLDFARFTFETQFENKEFNNEQETAYKVLKTEKENTKE

>2WYQA 85 XRAY 1.65 0. 126 0. 160 no UV EXCISION REPAIR PROTEIN RAD23 HOMOLOG A <UNP
RD23A_HUMAN> [HOMO SAPTENS]
GIPMAVTITLKTLQQQTFKIRMEPDETVKVLKEKIEAEKGRDAFPVAGQKLIYAGKILSD
DVPIRDYRIDEKNFVVVMVTKTKAG

>2XJ3A 66 XRAY 1.23 0.148 0.184 no CYLR2 SYNONYM CYTOLYSIN REPRESSOR 2 <UNP Q8VL32 ENTFA>
[ENTEROCOCCUS FAECALIS]

MIINNLKLITREKKKTSQSELAALLEVSRQTING ITEKNKYNPSLQLALKTAYYLNCPLEDI

FQWQPE

>2YVAA 196 XRAY 1.85 0. 183 0.214 no DnaA initiator—associating protein diaA <UNP

DIAA BECOLI> [ESCHERICHIA COLI]
MQERIKACFTESIQTQIAAAEALPDATSRAAMTLVQSLLNGNKILCCGNGTSAANAQHFA
ASMINRFETERPSLPATALNTDNVVLTATIANDRLHDEVYAKQVRALGHAGDVLLAISTRG
NSRDIVKAVEAAVTRDMTIVALTGYDGGELAGLLGPQDVEIRTPSHRSARTQEMHMLTVN

CLCDLIDNTLFPHQDD

>2REBA 352 XRAY 2.30 0.210 NA no REC A <UNP RECA ECOLI> [ESCHERICHIA COLI]
AIDENKQKALAAALGQIEKQFGKGS IMRLGEDRSMDVET ISTGSLSLDIALGAGGLPMGR
IVEIYGPESSGKTTLTLQVIAAAQREGKTCAFIDAEHALDPIYARKLGVDIDNLLCSQPD
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TGEQALEICDALARSGAVDVIVVDSVAALTPKAEIEGEIGDSHMGLAARMMSQAMRKLAG
NLKQSNTLLIFINQIRMKIGVMFGNPETTTGGNALKFYASVRLDIRRIGAVKEGENVVGS
ETRVKVVKNKIAAPFKQAEFQILYGEGINFYGELVDLGVKEKLIEKAGAWYSYKGEKIGQ
GKANATAWLKDNPETAKEIEKKVRELLLSNPNSTPDEFSVDDSEGVAETNEDF
>4NDHA 182 XRAY 1.85 0.164 0.196 no Aprataxin <UNP APTX HUMAN> [HOMO SAPIENS]
GSHMGHWSQGLKISMQDPKMQVYKDEQVVV IKDKYPKARYHWLVLPWTSISSLKAVAREH
LELLKHMHTVGEKVIVDFAGSSKLRFRLGYHATPSMSHVHLHVISQDFDSPCLKNKKHWN
SFNTEYFLESQAVIEMVQEAGRVTVRDGMPELLKLPLRCHECQQLLPS IPQLKEHLRKHW
TQ
>2LFHA 68 NMR NA NA NA no DNA-binding protein inhibitor ID-3 <UNP ID3 HUMAN> [HOMO SAPIENS]
MGHHHHHHSHMGGGKGPAAEEPLSLLDDMNHCYSRLRELVPGVPRGTQLSQVEILQRVID
YILDLQVV
>2A1TA 146 XRAY 1.90 0. 218 0. 248 no DNA excision repair protein ERCC-1 <UNP ERCC1 HUMAN> [HOMO
SAPIENS]
MGSSHHHHHHSQDPAKSNS T TVSPRQRGNPVLKFVRNVPWEFGDVIPDYVLGQSTCALFL
SLRYHNLHPDY THGRLQSLGKNFALRVLLVQVDVKDPQQALKELAKMCILADCTLILAWS
PEEAGRYLETYKAYEQKPADLLMEKL
>2A1JA 63 XRAY 2. 70 0. 250 0. 275 no DNA repair endonuclease XPF <UNP ERCC4 HUMAN> [HOMO SAPIENS]
MPQDFLLKMPGVNAKNCRSLMHHVKNTAELAALSQDELTSILGNAANAKQLYDFTHTSFA
EVV
>2A1JB 91 XRAY 2. 70 0. 250 0. 275 no DNA excision repair protein ERCC-1 <UNP ERCC1 HUMAN> [HOMO
SAPTENS]
MGSSHHHHHHSQDPADLLMEKLEQDEVSRVTECLTTVKSVNKTDSQTLLTTFGSLEQLIA
ASREDLALCPGLGPQKARRLFDVLHEPFLKV
>2A1KA 233 XRAY 2.00 0.243 0.259 no gp32 single stranded DNA binding protein <UNP
Q7Y265 BPR69> [ENTEROBACTERIA PHAGE RB69]
KGFSSEDKGEWKLKLDASGNGQAV IRFLPAKTDDALPFAILVNHGFKKNGKWY IETCSST
HGDYDSCPVCQYISKNDLYNTNKTEYSQLKRKTSYWANILVVKDPQAPDNEGKVFKYRFG
KKIWDKINAMIAVDTEMGETPVDVTCPWEGANFVLKVKQVSGESNYDESKFLNQSAIPNI
DDESFQKELFEQMVDLSEMTSKDKFKSFEELNTKFNQVLGTAALGGAAAAAAS
>4A11B 408 XRAY 3.31 0. 178 0. 233 no DNA EXCISION REPAIR PROTEIN ERCC—8 <UNP ERCCS8 HUMAN>
[HOMO SAPIENS]
MLGFLSARQTGLEDPLRLRRAESTRRVLGLELNKDRDVERIHGGGINTLDIEPVEGRYML
SGGSDGVIVLYDLENSSRQSYYTCKAVCSIGRDHPDVHRYSVETVQWYPHDTGMFTSSSF
DKTLKVWDTNTLQTADVENFEETVYSHHMSPVSTKHCLVAVGTRGPKVQLCDLKSGSCSH
ILQGHRQEILAVSWSPRYDYILATASADSRVKLWDVRRASGCLITLDQHNGKKSQAVESA
NTAHNGKVNGLCFTSDGLHLLTVGTDNRMRLWNSSNGENTLVNYGKVCNNSKKGLKETVS
CGCSSEFVFVPYGSTIAVYTVYSGEQITMLKGHYKTVDCCVFQSNFQELYSGSRDCNILA
WVPSLYEPVPDDDETTTKSQLNPAFEDAWSSSDEEGGTSAWSHPQFEK
>3VH5T 111 XRAY 2.40 0.194 0.244 no CENP-T <UNP FINPG5 CHICK> [GALLUS GALLUS]
GSTREPEIASSLIKQIFSHYVKTPVTRDAYKIVEKASERYFKQISSDLEAYSQHAGRKTV
EMADVELLMRRQGLVTDKMPLHVLVERHLPLEYRKLLIPIAVSGNKVIPAK
>3BRGC 427 XRAY 2.20 0.221 0. 255 no Recombining binding protein suppressor of hairless <UNP
SUH MOUSE> [MUS MUSCULUS]
GPLGSPPKRLTREAMRNYLKERGDQTVLILHAKVAQKSYGNEKRFFCPPPCVYLMGSGWK
KKKEQMERDGCSEQESQPCAFIGIGNSDQEMQQLNLEGKNYCTAKTLY ISDSDKRKHFML
SVKMFYGNSDDIGVFLSKRIKVISKPSKKKQSLKNADLCTASGTKVALFNRLRSQTVSTR
YLHVEGGNFHASSQQWGAFY ITHLLDDDESEGEEFTVRDGY IHYGQTVKLVCSVTGMALPR
LIIRKVDKQTALLDADDPVSQLHKCAFYLKDTERMYLCLSQERI IQFQATPCPKEQNKEM
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INDGASWTIISTDKAEYTFYEGMGPVLAPVTPVPVVESLQLNGGGDVAMLELTGQNFTPN
LRVWFGDVEAETMYRCGESMLCVVPDISAFREGWRWVRQPVQVPVTLVRNDGVIYSTSLT

FTYTPEP

>IRIFA 282 XRAY 2. 00 0.221 0.246 no DNA helicase uvsW <UNP UVSW BPT4> [ENTEROBACTERIA PHAGE
T4]

MDIKVHFHDFSHVRIDCEESTFHELRDFFSFEADGYRFNPRERYGNWDGRIRLLDYNRLL
PFGLVGQIKKFCDNFGYKAWIDPQINEKEELSRKDFDEWLSKLEIYSGNKRIEPHWYQKD
AVFEGLVNRRRILNLPTSAGRSLIQALLARYYLENYEGKILIIVPTTALTTQMADDEVDY
RLFSHAMIKKIGGGASKDDKYKNDAPVVVGTWQTVVKQPKEWFSQFGMMMNDECHLATGK
SISSTISGLNNCMFKFGLSGSLRDGKANIMQYVGMFGEIFKP

>2QHBA 86 XRAY 2.40 0.251 0.264 no Telomere binding protein TBP1 <UNP

Q847U4 NICGU> [NICOTIANA GLUTINOSA]
RRIRRPEFSVAEVEALVEAVEHLGTGRWRDVKMRAFDNADHRTYVDLKDKWKTLVHTASTA

PQQRRGEPVPQDLLDRVLAAHAYWSQ

>2DGZA 113 NMR NA NA NA no Werner syndrome protein variant <UNP WRN HUMAN> [HOMO SAPIENS]
GSSGSSGSSQPVISAQEQETQIVLYGKLVEARQKHANKMDVPPATLATNKILVDMAKMRP

TTVENVKRIDGVSEGKAAMLAPLWEV IKHFCQTNSVQTDLFSSTKPQSGPSSG

>1IN4A 334 XRAY 1.60 0.236 0.253 no HOLLIDAY JUNCTION DNA HELICASE RUVB <UNP RUVB THEMA>
[THERMOTOGA MARITIMA]

MSEFLTPERTVYDSGVQFLRPKSLDEFIGQENVKKKLSLALEAAKMRGEVLDHVLLAGPP
GLGKTTLAHITIASELQTNIHVTSGPVLVKQGDMAAILTSLERGDVLFIDEIHRLNKAVEE
LLYSATEDFQIDIMIGKGPSAKSIRIDIQPFTLVGATTRSGLLSSPLRSRFGI ILELDFY
TVKELKETIKRAASLMDVEIEDAAAEMIAKRSRGTPRIATRLTKRVRDMLTVVKADRINT
DIVLKTMEVLNIDDEGLDEFDRKILKTIITEIYRGGPVGLNALAASLGVEADTLSEVYEPY
LLQAGFLARTPRGRIVTEKAYKHLKYEVPENRLF

>2INGX 213 XRAY 3.60 0.251 0.302 no Breast cancer type 1 susceptibility protein <UNP
BRCA1 HUMAN>

[HOMO SAPIENS]

GPRMSMVVSGLTPEEFMLVYKFARKHHI TLTNLITEETTHVVMKTDAEFVCERTLKYFLG

TAGGKWVVSYFWVTQS IKERKMLNEHDFEVRGDVVNGRNHQGPKRARESQDRKIFRGLET
CCYGPFTNKPTDQLEWMVQLCGASVVKELSSFTLGTGVHPIVVVQPDAWTEDNGFHAIGQ
MCEAPVVTREWVLDSVALYQCQELDTYLIPQIP

>20BPA 96 XRAY 1. 70 0. 188 0. 219 no Putative DNA-binding protein <UNP Q46TT3 RALEJ> [RALSTONIA
EUTROPHA]

GMSDPGNEQNGDGIDPATVEVLLVLREAGIENGATPWSLPKIAKRAQLPMSVLRRVLTQL
QAAGLADVSVEADGRGHASLTQEGAALAAQLFPDPF

>3TUOA 105 XRAY 1. 70 0. 161 0. 218 no DNA-binding protein SATB1 <UNP SATB1 HUMAN> [HOMO SAPIENS]
GPGSGTMLPVFCVVEHYENATEYDCKEEHAEFVLVRKDMLENQL TEMALLSLGYSHSSAA
QAKGLIQVGKWNPVPLSYVTDAPDATVADMLQDVYHVVTLKIQLH

>3V20A 293 XRAY 2.35 0.246 0.293 no Endonuclease Bse634IR <UNP Q8RT53 GEOSE> [GEOBACILLUS
STEAROTHERMOPHILUS]

MTTNLTNSNCVEEYKENGKTKIRIKPFNALTELYHHQTPTGS IKENLDKLENYVKDVVKA
KGLAIPTSGAFSNTRGTWFEVMIAIQSWNYRVKRELNDYLIIKMPNVKTFDFRKIFDNET
REKLHQLEKSLLTHKQQVRLITSNPDLLTTRQKDLIKSEYNLPINKLTHENTDVALTLFK
DIEGKCKWDSLVAGVGLKTSLRPDRRLQLVHEGNILKSLFAHLKMAYWNPKAEFKYYGAS
SEPVSKADDDALQTAATHTIVNVNSTPERAVDDIFSLTSFEDIDKMLDQI IKK

>4E1PA 61 XRAY 1. 73 0. 161 0. 185 no Protein 1sr2 <UNP LSR2 MYCTU> [MYCOBACTERIUM TUBERCULOSIS]
MAKKVTVTLVDDFDGSGAADETVEFGLDGVTYEIDLSTKNATKLRGDLKQWVAAGRRVGG
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>1WH5A 80 NMR NA NA NA no ZF-HD homeobox family protein <UNP Y5541 ARATH> [ARABIDOPSIS
THALTANA]

GSSGSSGSSAEAGGGIRKRHRTKFTAEQKERMLALAER IGWRIQRQDDEVIQRFCQETGV

PRQVLKVWLHNNKHSGPSSG

>3I12A 157 XRAY 2.00 0.173 0.237 no Putative uncharacterized protein <UNP Q70LE6 AFV1>
[ACIDIANUSFILAMENTOUS VIRUS 1]
GSEMSVVEYEVVSKNLTSKMSHELLFSVKKRWEVKPFRHDRQLGKLHYKLLPGNY IKFGL
YVLKNQDYARFETAWVHVDKDGKIEERTVYSIETYWHIFIDIENDLNCPYVLAKFIEMRP
EFHKTAWVEESNYSTAEDDTQMVESTKRYLERKTASD

>3116A 203 XRAY 2. 40 0. 240 0. 280 no DNA repair protein XRCC4 <UNP XRCC4 HUMAN> [HOMO SAPIENS]
MERKISRIHLVSEPSITHFLQVSWEKTLESGFVITLTDGHSAWTGTVSESEISQEADDME
MEKGKYVGELRKALLSGAGPADVYTENFSKESCYFFFEKNLKDVSFRLGSFNLEKVENPA
EVIRELICYCLDTTAENQAKNEHLQKENERLLRDWNDVQGRFEKCVSAKEALETDLYKRF

ILVLNEKKTKIRSLHNKLLNAAQ

>4KOPA 177 XRAY 1.75 0.185 0. 220 no Single-stranded DNA-binding protein WHY2, mitochondrial
<UNP

WHY2 ARATH> [ARABIDOPSIS THALIANA]
MKDAAKPSGRLFAPYSTFKGKAALSVEPVLPSFTEIDSGNLRIDRRGSLMMTEMPAIGER
KYDWEKKQKFALSPTEVGSLISMGSKDSSEFFHDPSMKSSNAGQVRKSLSVKPHADGSGY
FISLSVNNSILKTNDYFVVPVTKAEFAVMKTAFSFALPHIMGWNRLTGHLEHHHHHH

>3KOJA 108 XRAY 1.90 0.202 0.218 no uncharacterized protein ycf41l <UNP Q5N255 SYNP6>
[SYNECHOCOCCUS ELONGATUS PCC 6301]
MGHHHHHHSHMNSCILQATVVEAPQLRYAQDNQTPVAEMVVQFPGLSSKDAPARLKVVGW
GAVAQELQDRCRLNDEVVLEGRLRINSLLKPDGNREKQTELTVTRVHH

>2PKHA 148 XRAY 1.95 0.222 0.277 no Histidine utilization repressor <UNP Q87UX0 PSESM>
[PSEUDOMONAS SYRINGAE PV. TOMATO]
SNAARGHRHTCKVMVLKEEAAGSERALALDMREGQRVFHSLIVHFENDIPVQIEDRFVNA
QVAPDYLKQDFTLQTPYAYLSQVAPLTEGEHVVEAILAEADECKLLQIDAGEPCLLIRRR
TWSGRQPVTAARLIHPGSRHRLEGRFTK

>2RH3A 121 XRAY 1.70 0.184 0.209 no Protein virC2 <UNP VIRC2 AGRT5> [AGROBACTERIUM
TUMEFACIENS]

TQVFLSARPPAPEVSKTYDNLILQYSPSKSLAMILRRALGDFENMLADGSFRAAPKSYPT
PHTAFEKSTIVQTSRMFPVSLIEAARNHFDPLGLETARAFGHKLATAALACFFAREKATN

S

>1RH6A 55 XRAY 1. 70 0. 193 0. 226 no Excisionase <UNP VXIS LAMBD> [ENTEROBACTERIA PHAGE LAMBDA]
MYLTLQEWNARQRRPRSLETVRRWVRESRIFPPPVKDGREYLFHESAVKVDLNRP

>1F6VA 91 NMR NA NA NA no DNA TRANSPOSITION PROTEIN <UNP VPB BPMU> [ENTEROBACTERIA PHAGE
MU]

GSRIAKRTAINKTKKADVKATADAWQINGEKELELLQQIAQKPGALRILNHSLRLAAMTA
HGKGERVNEDYLRQAFRELDLDVDISTLLRN

>3F6CA 134 XRAY 1.45 0.212 0.256 no Positive transcription regulator evgA <UNP

EVGA ECOLI> [ESCHERICHIA COLI K-12]
SLNATTIDDHPLATAAIRNLLIKNDIEILAELTEGGSAVQRVETLKPDIVIIDVDIPGVN
GIQVLETLRKRQYSGIIIIVSAKNDHFYGKHCADAGANGFVSKKEGMNNI TAATEAAKNG

YCYFPFSLNRFVGS

>4F6MA 133 XRAY 2.40 0.223 0. 240 no Transcriptional regulator Kaiso <UNP KAISO HUMAN> [HOMO
SAPIENS]

ANKRMKVKHDDHYELIVDGRVYYICIVCKRSYVCLTSLRRHENIHSWEKKYPCRYCEKVF
PLAEYRTKHETHHTGERRYQCLACGKSF INYQFMSSHIKSVHSQDPSGDSKLYRLHPCRS
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LQIRQYAYLSDRS

>4NE3A 93 XRAY 1.80 0.232 0.252 no Centromere protein S <UNP CENPS HUMAN> [HOMO SAPIENS]
SYQQRLKAAVHYTVGCLCEEVALDKAMQFSKQT IAAISELTFRQCENFAKDLEMFARHAK
RTTINTEDVKLLARRSNSLLKYITDKSEEIAQA

>1GDTA 183 XRAY 3.00 0.235 NA no GAMMA DELTA RESOLVASE <UNP TNR1 ECOLI> [ESCHERICHIA COLI]
MRLFGYARVSTSQQSLDIQVRALKDAGVKANRIFTDKASGSSSDRKGLDLLRMKVEEGDV
ILVKKLDRLGRDTADMIQLIKEFDAQGVSIRFIDDGISTDGEMGKMVVTILSAVAQAERQ
RILERTNEGRQEAMAKGVVFGRKRKIDRDAVLNMWQQGLGASHISKTMNIARSTVYKVIN

ESN

>2ANTA 83 NMR NA NA NA no Protein parD <UNP PARD4 ECOLI> [ESCHERICHIA COLI]
MSRLTIDMTDQQHQSLKALAALQGKTIKQYALERLFPGDADADQAWQELKTMLGNRINDG

LAGKVSTKSVGEILDEELSGDRA

>17Z7ZKA 82 XRAY 0. 95 0. 124 0. 127 no Heterogeneous nuclear ribonucleoprotein K <UNP HNRPK HUMAN>
[HOMO SAPIENS]

GAMGPTITTQVTIPKDLAGSTIGKGGQRTKQIRHESGASTKIDEPLEGSEDRIITITGTQ

DQIQNAQYLLQNSVKQYSGKFF

>2RRDA 101 NMR NA NA NA no HRDC domain from Bloom syndrome protein <UNP BLM HUMAN> [HOMO
SAPIENS]

GIPEFKQKALVAKVSQREEMVKKCLGELTEVCKSLGKVEGVHYFNIFNTVTLKKLAESLS
SDPEVLLQIDGVTEDKLEKYGAEVISVLQKYSEWTSPAEDS

>2L49A 99 NMR NA NA NA no C protein <UNP Q83VS7 BPP2> [ENTEROBACTERIA PHAGE P2]
MSNTISEKTVLMRKSEYLSRQQLADLTGVPYGTLSYYESGRSTPPTDVMMNILQTPQFTK
YTLWEMTNQIAPESGQIAPALAHFGQNETTSPHSGQKTG

>4E45E 137 XRAY 2. 00 0. 202 0. 245 no Fanconi anemia group M protein <UNP FANCM_HUMAN> [HOMO
SAPTENS]

GAMDPMRQSSLKKDWFLSEEEFKLWNRLYRLRDSDEIKEI TLPQVQFSSLQNEENKPAQE
STTGIHQLSLSEWRLWQDHPLPTHQVDHSDRCRHF IGLMQMIEGMRHEEGECSYELEVES

YLQMEDVTSTFIAPRNE

>3GYDA 187 XRAY 1.79 0.170 0.212 no Cyclic nucleotide—binding domain <UNP Q1GZZ4 METFK>
[METHYLOBACILLUS FLAGELLATUS KT]
MGSDKIHHHHHHENLYFQGMYPDLVHLGGADKYFEEILEIVNKIKLFGDFSNEEVRYLCS
YMQCYAAPRDCQLLTEGDPGDYLLLILTGEVNVIKDIPNKGIQTIAKVGAGAL IGEMSMI

DGMPRSASCVASLPTDFAVLSRDALYQLLANMPKLGNKVLIRLLQLLTARFRESYDRILP
KTLGELI

>2CXYA 125 XRAY 1.60 0.186 0.203 no BAF250b subunit <UNP ART1B_HUMAN> [HOMO SAPTENS]
GSSGSSGEKITKVYELGNEPERKLWVDRYLTFMEERGSPVSSLPAVGKKPLDLFRLYVCV
KETGGLAQVNKNKKWRELATNLNVGTSSSAASSLKKQY IQYLFAFECKTERGEEPPPEVF

STGDT

>1KNOA 212 XRAY 2.85 0. 286 0.297 no Rad52 <UNP RAD52_HUMAN> [HOMO SAPIENS]
MSGTEEATLGGRDSHPAAGGGSVLCFGQCQYTAEEYQATQKALRQRLGPEY ISSRMAGGG

QKVCYIEGHRV INLANEMFGYNGWAHS ITQQNVDFVDLNNGKFYVGVCAFVRVQLKDGSY
HEDVGYGVSEGLKSKALSLEKARKEAVTDGLKRALRSFGNALGNCILDKDYLRSLNKLPR
QLPLEVDLTKAKRQDLEPSVEEARYNSCRPNM

>2KNGA 55 NMR NA NA NA no Protein 1sr2 <UNP LSR2 MYCTU> [MYCOBACTERIUM TUBERCULOSIS]
SGSGRGRGATDREQSAATREWARRNGHNVSTRGRIPADV IDAYHAATLEHHHHHH

>2QSFA 533 XRAY 2. 35 0.226 0.245 no DNA repair protein RAD4 <UNP RAD4 YEAST> [SACCHAROMYCES
CEREVISIAE]

MGNEVAGVEDTSVEIKPSSKRNSDARRTSRNVCSNEERKRRKYFHMLYLVCLMVHGFTRN

EWINSKRLSRKLSNLVPEKVFELLHPQKDEELPLRSTRKLLDGLKKCMELWQKHWK I TKK
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YDNEGLYMRTWKEIEMSANNKRKFKTLKRSDFLRAVSKGHGDPDISVQGFVAMLRACNVN
ARLIMSCQPPDFTNMKIDTSLNGNNAYKDMVKYPIFWCEVWDKFSKKWITVDPVNLKTIE
QVRLHSKLAPKGVACCERNMLRYVIAYDRKYGCRDVTRRYAQWMNSKVRKRRITKDDFGE
KWFRKVITALHHRKRTKIDDYEDQYFFQRDESEGIPDSVQDLKNHPYYVLEQDIKQTQIV
KPGCKECGYLKVHGKVGKVLKVYAKRDIADLKSARQWYMNGRILKTGSRCKKVIKRTVGR
PKGEAEEEDERLYSFEDTELYIPPLASASGEITKNTEGNIEVFAPTMIPGNCCLVENPVA
TKAARFLGVEFAPAVTSFKFERGSTVKPVLSGIVVAKWLREATIETAIDGIEFI

>2QSFX 171 XRAY 2.35 0.226 0.245 no UV excision repair protein RAD23 <UNP RAD23 YEAST>
[SACCHAROMYCES CEREVISIAE]
GSGNASSGALGTTGGATDAAQGGPPGSIGLTVEDLLSLRQVVSGNPEALAPLLENISARY
PQLREHIMANPEVEVSMLLEAVGDNMQDVMEGADDMVEGEDIEVTGEAAAAGLGQGEGEG
SFQVDYTPEDDQAISRLCELGFERDLVIQVYFACDKNEEAAANILEFSDHAD

>1IWJVA 79 NMR NA NA NA no Cell growth regulating nucleolar protein LYAR <UNP LYAR MOUSE> [MUS
MUSCULUS]

GSSGSSGMVFFTCNACGESVKKIQVEKHVSNCRNCECLSCIDCGKDFWGDDYKSHVKCIS

EGQKYGGKGYEAKSGPSSG

>1IWJ2A 78 NMR NA NA NA no Probable WRKY transcription factor 4 <UNP WRKY4 ARATH> [ARABIDOPSIS
THALIANA]
GSSGSSGVQTTSEVDLLDDGYRWRKYGQKVVKGNPYPRSYYKCTTPGCGVRKHVERAATD
PKAVVTTYEGKHNHDLPA
>30LCX 298 XRAY 2.40 0. 223 0. 258 no DNA topoisomerase 2-binding protein 1 <UNP TOPB1 HUMAN>
[HOMO SAPIENS]
MSRNDKEPFFVKFLKSSDNSKCFFKALES IKEFQSEEYLQIITEEEALKIKENDRSLYIC
DPFSGVVFDHLKKLGCRIVGPQVVIFCMHHQRCVPRAEHPVYNMVMSDVTISCTSLEKEK
REEVHKYVQMMGGRVYRDLNVSVTHLTAGEVGSKKYLVAANLKKPILLPSWIKTLWEKSQ
EKKITRYTDINMEDFKCPIFLGCI ICVTGLCGLDRKEVQQLTVKHGGQYMGQLKMNECTH
LIVQEPKGQKYECAKRWNVHCVTTQWFEDSTEKGFCQDESTYKTEPRPEALEHHHHHH
>2KI2A 90 NMR NA NA NA no Ss-DNA binding protein 12RNP2 <UNP 025501 HELPY> [HELICOBACTER
PYLORI]
MRNIYVGNLVYSATSEQVKELFSQFGKVENVKLIYDRETKKPKGFGFVEMQEESVSEATA
KLDNTDFMGRT IRVTEANPKKSLEHHHHHH
>2KIWA 111 NMR NA NA NA no Int protein <UNP Q4L7R3 STAHJ> [STAPHYLOCOCCUS HAEMOLYTICUS
JCSC1435]
TFKQVADDWLKQYANDVKVSSVRAREKATQHATERENTKPTQT IKKHDYQRFVDDISAQY
SKNYVDSIVASTNMIFKYAYDTRLIKAMPSEGIKRPKKKVSVELEHHHHHH
>3W3WB 69 XRAY 2. 20 0. 217 0. 256 no Protein STE12 <UNP STE12 YEAST> [SACCHAROMYCES CEREVISIAE]
PRRRTVGMKSSQGNVPTGNKQSVGKSAKISKPLHIKTSAYQKQYKINLETKARPSAGDED
SAHPDKNKE
>3GVAA 116 XRAY 2.00 0.221 0.265 no Alkyltransferase—like protein 1 <UNP ATL1 SCHPO>
[SCHIZOSACCHAROMYCES POMBE]
MRMDEFYTKVYDAVCEIPYGKVSTYGETARYVGMPSYARQVGQAMKHLHPETHVPWHRV I
NSRGTISKRDISAGEQRQKDRLEEEGVETYQTSLGEYKLNLPEYMWKPGSHHHHHH
>3GV6A 58 XRAY 1. 76 0. 214 0. 266 no Chromobox protein homolog 6 <UNP CBX6 HUMAN> [HOMO SAPIENS]
ERVFAAESTIKRRIRKGRIEYLVKWKGWAIKYSTWEPEENILDSRLIAAFEQKERERE
>30MYA 52 XRAY 1.30 0.151 0. 173 no Protein traM <UNP TRAM8 ECOLX> [ESCHERICHIA COLI]
MPKIQTYVNNNVYEQITDLVTIRKQEGIEEASLSNVSSMLLELGLRVYMIQQ
>4HINC 212 XRAY 1.95 0. 209 0. 209 no Death domain—associated protein 6 <UNP DAXX HUMAN> [HOMO
SAPIENS]
SPRTRGSRRQIQRLEQLLALYVAEIRRLQEKELDLSELDDPDSAYLQEARLKRKLIRLFG
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RLCELKDCSSLTGRVIEQRIPYRGTRYPEVNRRIERLINKPGPDTFPDYGDVLRAVEKAA
ARHSLGLPRQQLQLMAQDAFRDVGIRLQERRHLDLIYNFGCHLTDDYRPGVDPALSDPVL
ARRLRENRSLAMSRLDEVISKYAMLQDKSEEG

>3FHWA 115 XRAY 1.90 0.276 0.289 no Primosomal replication protein n <UNP PRIB BORPA>
[BORDETELLA PARAPERTUSSIS]

MNTLELSARVLECGAMRHTPAGLPALELLLVHESEVVEAGHPRRVELTISAVALGDLALL
LADTPLGTEMQVQGFLAPARKDSVKVKLHLQQARRIAGSMGRDPLVGLEHHHHHH

>3RCOA 89 XRAY 1.80 0. 178 0. 230 no Tudor domain—containing protein 7 <UNP TDRD7 HUMAN> [HOMO
SAPTENS]

ENLYFQGMLEGDLVSKMLRAVLQSHKNGVALPRLQGEYRSLTGDWIPFKQLGFPTLEAYL
RSVPAVVRIETSRSGEITCYAMACTETAR

>17ZP7A 206 XRAY 2. 25 0. 219 0. 269 no Recombination protein U <UNP RECU BACSU> [BACILLUS SUBTILIS]
MIRYPNGKTFQPKHSVSSQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTP
VQIVNVHYPKRSAAVIKEAYFKQSSTTDYNGIYKGRY IDFEAKETKNKTSFPLQNFHDHQ
TEHMKQVKAQDGICFVITSAFDQVYFLEADKLFYFWDRKEKNGRKSIRKDELEETAYPIS

LGYAPRIDYISTTEQLYFSPSSGAKG

>2F2EA 146 XRAY 1.85 0.181 0.251 no PA1607 <UNP Q913B4 PSEAE> [PSEUDOMONAS AERUGINOSA]
MVKRTSHKQASCPVARPLDV IGDGWSMLIVRDAFEGLTRFGEFQKSLGLAKNILAARLRN
LVEHGVMVAVPAESGSHQEYRLTDKGRALFPLLVATRQWGEDYFFAPDESHVRLVERDSG  QPVPRLQVRAGDGSPLAAEDTRVSRD
>1F2RI 100 NMR NA NA NA no INHIBITOR OF CASPASE-ACTIVATED DNASE <UNP DFFA MOUSE> [MUS
MUSCULUS]
MELSRGASAPDPDDVRPLKPCLLRRNHSRDQHGVAASSLEELRSKACELLATDKSLTPIT
LVLAEDGT IVDDDDYFLCLPSNTKFVALACNEKWTYNDSD
>4JLXA 366 XRAY 2.00 0.189 0.215 no Uncharacterized protein <UNP I3LM39 PIG> [SUS SCROFA]
GAMGAWKLQTVLEKVRLSRHEISEAAEVVNWVVEHLLRRLQGGESEFKGVALLRTGSYYE
RVKISAPNEFDVMFKLEVPRIQLEEYCNSGAHYFVKFKRNPGGNPLEQFLEKETLSASKM
LSKFRKIIKEETKNIEDTGVTVERKRRGSPAVTLLISKPKEISVDI ILALESKSSWPAST
QKGLPISQWLGAKVKNNLKRQPFYLVPKHAKEGSGFQEETWRLSFSHIEKD T LKNHGQSK
TCCEIDGVKCCRKECLKLMKYLLEQLKKKFGNRRELAKFCSYHVKTAFFHVCTQDPHDNQ
WHLKNLECCFDNCVAYFLQCLKTEQLANYFTPGVNLFSRDLIDKPSKEFLSKQIEYERNN
GEPVEW
>2JD3A 130 XRAY 2. 80 0.239 0. 277 no STBB PROTEIN <UNP Q9S101 ECOLT> [ESCHERICHIA
COLI]
MDDERKRKKYTLYLHPEKAADFQTLEATESVPRSERGELFRNAFTSGMALHQLDPRLPVL
LTAILSEEFSADQVVTLLSQTTGWKPSQADIRAVLTELGASQSVEKMPPSATDSVQEAMN
DVRLKMKKLF
>3KZ5A 52 XRAY 1.58 0.198 0.234 no Protein sopB <UNP SOPB ECOLI> [ESCHERICHIA COLI]
GSHMSSRHQFAPGATVLYKGDKMVLNLDRSRVPTECIEKIEATLKELEKPAP
>4JW3A 120 XRAY 2.60 0.226 0.264 no Neocarzinostatin <UNP NCZS STRML> [STREPTOMYCES
MALAYENSIS]
AAPTATVTPSSGLSDGTVVKVAGAGLQAGTAYWVAQWARVDTGVWAYNPADNSSVTADAN
GSASTSLTVRRSFEGFLFDGTRWGTVDCTTAACQVGLSDAAGNGPEGVAISFAAHHHHHH
>IDMLA 319 XRAY 2.70 0.230 0.281 no DNA POLYMERASE PROCESSIVITY FACTOR <UNP VPAP HHVI11>
[HUMAN HERPESVIRUS 1]
MTDSPGGVAPASPVEDASDASLGQPEEGAPCQVVLQGAELNGILQAFAPLRTSLLDSLLV
MGDRGILIHNT IFGEQVFLPLEHSQFSRYRWRGPTAAFLSLVDQKRSLLSVFRANQYPDL
RRVELAITGQAPFRTLVQRIWTTTSDGEAVELASETLMKRELTSFVVLVPQGTPDVQLRL
TRPQLTKVLNATGADSATPTTFELGVNGKFSVETTSTCVTFAAREEGVSSSTSTQVQILS
NALTKAGQAAANAKTVYGENTHRTESVVVDDCSMRAVLRRLQVGGGTLKFFLTTPVPSLC
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VTATGPNAVSAVFLLKPQK

>3BTPA 556 XRAY 2.30 0.212 0.256 no Single—strand DNA-binding protein <UNP VIREZ AGRT5>
[AGROBACTERTUM TUMEFACIENS STR. ]
MDPKAEGNGENITETAAGNVETSDFVNLKRQKREGYNSTGMSEIDMTGSQETPEHNMHGS
PTHTDDLGPRLDADMLDSQSSHVSSSAQGNRSEVENELSNLFAKMALPGHDRRTDEYILV
RQTGQDKFAGTTKCNLDHLPTKAEFNASCRLYRDGVGNYYPPPLAFERIDLPEQLAAQLH
NLEPREQSKQCFQYKLEVWNRAHAEMGI TGTDIFYQTDKNIKLDRNYKLRPEDRY IQTEK
YGRREIQKRYEHQFQAGSLLPDILIKTPQNDIHFSYRFAGDAYANKRFEEFERATIKTKYG
SDTEIKLKSKSGIMHDSKYLESWERGSADIRFAEFAGENRAHNKQFPAATVNMGRQPDGQ
GGMTRDRHVSVDYLLQNLPNSPWTQALKEGKLWDRVQVLARDGNRYMSPSRLEYSDPEHF
TQLMDQVGLPVSMGRQSHANSVKFEQFDRQAAVIVADGPNLREVPDLSPEKLQQLSQKDY
LTADRNEKGQRTGTYTNVVEYERLMMKLPSDAAQLLAEPSDRYSRAFVRPEPALPPISDS
RRTYESRPRGPTVNSL

>3BTPB 63 XRAY 2. 30 0. 212 0. 256 no Protein virEl <UNP VIREI AGRT5> [AGROBACTERIUM TUMEFACIENS
STR. ]

MV T TKLNANKNMPVLAVEKPQE THKEELSDHHQSNGFTSLDLEMIELENFVLHCPLPEEN

LAG

>IYUAA 122 NMR NA NA NA no TOPOTSOMERASE T <UNP TOP1_ECOLI> [ESCHERICHIA COLT]
MNGEVAPPKEDPVPLPELPCEKSDAYFVLRDGAAGVFLAANTFPKSRETRAPLVEELYRF

RDRLPEKLRYLADAPQQDPEGNKTMVRFSRKTKQQYVSSEKDGKATGWSAFYVDGKWVEG
KK

>1YUIA 54 NMR NA NA NA no GAGA-FACTOR <UNP GAGA DROME> [DROSOPHILA MELANOGASTER]
PKAKRAKHPPGTEKPRSRSQSEQPATCPICYAVIRQSRNLRRHLELRHFAKPGV

>3V6TA 499 XRAY 1.85 0.206 0.222 no dHax3 <PDB 3V6T> [XANTHOMONAS]
LEHHHHHHQWSGARALEALLTVAGELRGPPLQLDTGQLLKTAKRGGVTAVEAVHAWRNAL
TGAPLNLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPQQVVATASHDGGKQALE
TVQRLLPVLCQAHGLTPEQVVATASHDGGKQALETVQALLPVLCQAHGLTPEQVVATASN
GGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPQ
QVVAIASNGGGKQALETVQRLLPVLCQAHGLTPQQVVATASNSGGKQALETVQRLLPVLC
QAHGLTPQQVVAIASNGGGKQALETVQRLLPVLCQAHGLTPQQVVAIASHDGGKQALETV
QRLLPVLCQAHGLTPEQVVATASNGGGKQALETVQRLLPVLCQAHGLTPEQVVATASHDG
GKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGRPALESTVAQLSRPDPALAALTNDH

LVALACLGGRPALDAVKKL

>1V63A 101 NMR NA NA NA no Nucleolar transcription factor 1 <UNP UBF1 MOUSE> [MUS MUSCULUS]
GSSGSSGPKKPPMNGYQKFSQELLSNGELNHLPLKERMVEIGSRWQRISQSQKEHYKKLA
EEQQRQYKVHLDLWVKSLSPQDRAAYKEY ISNKRKSGPSSG

>3V68A 252 XRAY 1. 56 0. 199 0. 225 no Putative uncharacterized protein <UNP Q8TZE5 PYRFU>
[PYROCOCCUS FURIOSUS]

MIERILEFTAKHEEWIVGENVEDETNENIAMFLSRVSNTVSSKIPGYLGEKIDVNGLLSI
KIEGSLEEKLKALISPKVSRQIGRLVMEDDKKLKKLLVEVAKAVLTREILKNELPIEFPG
GKIEGLKIQPRYEEDHINFTARYGSWIVVKRMIIDEKTPLLDIARLLASINETAVNKIKD
FADVDDKKIVEYFGGFKKVKKEEETKETVQLFREFKGNEFEVRYAAREMLSKLGLKVDVP

SKNLEKYLEKAG

>3V62C 69 XRAY 2.90 0. 187 0. 237 no ATP-dependent DNA helicase SRS2 <UNP SRS2 YEAST>
[SACCHAROMYCES CEREVISIAE]

SHNPDDTTVDNRPT ISNAKFLADAAMKKTQKFSKKVKNEPASSQMDIFSQLSRAKKKSKL

NNGEIIVID

>2FUFA 134 XRAY 1.45 0. 170 0. 189 no Large T antigen <UNP TALA SV40> [SIMIAN VIRUS
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40] GSKVEDPKDFPSELLSFLSHAVFSNRTLACFATYTTKEKAALLYKKIMEKYSVTFISRHN
SYNHNILFFLTPHRHRVSAINNYAQKLCTFSFLICKGVNKEYLMYSALTRDPFSVIEESL

PGGLKEHDFNPESS

>4GFKA 196 XRAY 1.95 0.212 0. 239 no Nucleoid occlusion factor SImA <UNP SLMA VIBCH> [VIBRIO
CHOLERAE 01 BIOVAR EL TOR]

MAGNKKINRREEILQALAEMLESNEGASRITTAKLAKQVGVSEAALYRHFPSKTRMFEGL
IEFTEESLMSRINRIFDEEKDTLNRIRLVMQLLLAFAERNPGLTRILSGHALMFENERLR
DRINQLFERIETSLRQILRERKLREGKSFPVDENILAAQLLGQVEGSLNRFVRSDFKYLP

TANFDEYWALLSAQIK

>2GFUA 134 NMR NA NA NA no DNA mismatch repair protein MSH6 <UNP MSH6 HUMAN> [HOMO
SAPIENS]

KAKNLNGGLRRSVAPAAPTSSDFSPGDLVWAKMEGYPWWPSLVYNHPEDGTF IREKGKSV
RVHVQFFDDSPTRGWVSKRLLKPYTGSKSKEAQKGGHFYSAKPETLRAMQRADEALNKDK

IKRLELAVSDEPSE

>2YRQA 173 NMR NA NA NA no High mobility group protein Bl <UNP HMGB1 HUMAN> [HOMO SAPIENS]
GSSGSSGMGKGDPKKPRGKMSSYAFFVQTCREEHKKKHPDASVNFSEFSKKCSERWKTMS

AKEKGKFEDMAKADKARYEREMKTY IPPKGETKKKFKDPNAPKRPPSAFFLFCSEYRPK I
KGEHPGLSTGDVAKKLGEMWNNTAADDKQPYEKKAAKLKEKYEKDTAAYRAKG

>4F0GA 480 XRAY 2.30 0.227 0. 250 no Putative uncharacterized protein <PDB 4E0G> [PYROCOCCUS
FURTOSUS]

MGMRVLVTTWGNPFQWEPITYEYRGIKVKSRNTLPILVKTLEPERILILVADTMANYYDS
GKNKPEIEEKSFSSYSEVVEDTKERILWHIKEEV IEELREEDPELAKKIENMLKDERITI
EVLPGVGVFGNITVEGEMLDFYYYATYKLAEWLPVQNNLEVYLDLTHGINFMPTEFTYRAL
RNLLGLLAYLYNVKFEIVNSEPYPLGVSQEIREDTILHIREIGEGVVRPRPQYSPVEGKL
YWNAFISSVANGFPLVFASFYPNIRDVEDYLNKKLEEFLVGIEVGEREDGKPYVKREKAL
DRSFKNASKLYYALRVENTKFQNYPKKEVPIEEIMEISKIFESLPRIGI ILERQVEWLRN

LVYGRLWYENGEQKIKKGLLEI IKDKKDKRKEAEALKKGKTISLAEAAKLTRIFSPSGER
IETIESPNVVRNFIAHSGFEYNIVYVKYDRLSDRLYFFYKDKEKAANLAYEALLYRGEKE

>3P7NA 258 XRAY 2. 10 0. 266 0. 329 no Sensor histidine kinase <UNP Q2NB98 ERYLH> [ERYTHROBACTER
LITORALIS]

MRGSHHHHHHGMASMTGGQQMGRDLYDDDDKDHPFTMGQDRP IDGSGAPGADDTRVEVQP
PAQWVLDLIEASPIASVVSDPRLADNPLIAINQAFTDLTGYSEEECVGRNCRFLAGSGTE
PWLTDKIRQGVREHKPVLVEILNYKKDGTPFRNAVLVAPIYDDDDELLYFLGSQVEVDDD
QPNMGMARRERAAEMLKTLSPRQLEVTTLVASGLRNKEVAARLGLSEKTVKMHRGLVMEK

LNLKTSADLVRIAVEAGI

>4K2JA 140 XRAY 2. 05 0. 184 0. 226 no KSHV (HHV-8) latency-associated nuclear antigen (LANA)
<UNP Q9DUNO_HHV8> [HUMAN HERPESVIRUS 8]
SHPRYQQPPVPYRQIDDCPAKARPQHIFYRRFLGKDGRRDPKCQWKFAV IFWGNDPYGLK
KLSQAFQFGGVKAGPVSCLPHPGPDQSPITYCVYVYCQNKDTSKKVQMARLAWEASHPLA

GNLQSSIVKFKKPLPLTQPG

>3K2AA 67 XRAY 1. 95 0. 216 0. 239 no Homeobox protein Meis2 <UNP MEIS2 HUMAN> [HOMO SAPIENS]
GSGTFPKVATNIMRAWLFQHLTHPYPSEEQKKQLAQDTGLTTLQVNNWEINARRRTVQPM

IDQSNRA

>4DAMA 128 XRAY 1.70 0. 155 0.192 no Single—stranded DNA-binding protein 1 <UNP SSB1 STRCO>
[STREPTOMYCES COELICOLOR] MRGSHHHHHHGSMNEIMICAVGNVATTPVFRDLANGPSVRFRLAVTARYWDREKNAWTDG
HTNFFTVWANRQLATNASGSLAVGDPVVVQGRLKVRTDVREGQSRTSADIDAVATGHDLA

RGTAAFRR

>4199A 354 XRAY 2.30 0.221 0.236 no Chromosome partition protein Smc <UNP SMC PYRFU>
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[PYROCOCCUS FURTOSUS]
MPYIEKLELKGFKSYGNKKVVIPFSKGFTATVGANGSGKSNIGDATLFVLGGLSAKAMRA
SRISDLIFAGSKNEPPAKYAEVATYFNNEDRGFPIDEDEVVIRRRVYPDGRSSYWLNGRR
ATRSEILDILTAAMISPDGYNIVLQGDITKFIKMSPLERRLLIDDISGIAEYDSKKEKAL
EEEKEKKNVEMRTFEATSRNFSEIFAKLSPGGSARLILENPEDPFSGGLEIEAKPAGKDV
KRTEAMSGGEKALTALAFVFATQKFKPAPFYLFDETDAHLDDANVKRVADLIKESSKESQ
FIVITLRDVMMANADKIIGVSMRDGVSKVVSLSLEKAMKILEEIRKKQGWEHGN

>4199C 87 XRAY 2.30 0.221 0.236 no Putative uncharacterized protein <UNP Q8TZY3 PYRFU>
[PYROCOCCUS  FURIOSUS]

KKVEIDEEIFVIDDFRVDIEKYVEELYKVVKKIYEKTGTPIKFWDLVPDVEPKIIARTFL

YLLFLENMGRVET IQEEPFGEILVVPM

>4GNXA 114 XRAY 2.80 0.222 0. 278 no Putative uncharacterized protein <UNP Q4P6U8 USTMA>
[USTILAGO MAYDIS]

MEKPTPLINSSMLGQYVGQTVRIVGKVHKVTGNTLLMQTSDLGNVEIAMTPDSDVSSSTF
VEVTGKVSDAGSSFQANQIREFTTVDCGHDVDLTLVENVVQISAAFPNLESDST

>4GNXB 136 XRAY 2.80 0.222 0. 278 no Putative uncharacterized protein <UNP
Q4PBD4_USTMA>  [USTILAGO MAYDIS]
GKKAGNNTLRPVTIRQILNAEQPHPDAEFILDGAELGQLTFVAVVRNISRNATNVAYSVE
DGTGQIEVRQWLDSSSDDSSKASEIRNNVYVRVLGTLKSFQNRRSISSGHMRPVIDYNEV

MFHRLEAVHAHLQVTR

>4GNXC 444 XRAY 2.80 0.222 0. 278 no Putative uncharacterized protein <UNP Q4P407 USTMA>
[USTILAGO MAYDIS]

MPIYPIEGLSPYQNRWTIKARVTSKSDIRHWSNQRGEGKLFSVNLLDDSGEIKATGEFNDA
VDRFYPLLQENHVYLISKARVNTAKKQFSNLQNEYEITFENSTEIEECTDATDVPEVKYE
FVRINELESVEANQQCDVIGILDSYGELSETIVSKASQRPVQKRELTLVDQGNRSVKLTLW
GKTAETFPTNAGVDEKPVLAFKGVKVGDFGGRSLSMFSSSTMLINPDITESHVLRGWYDN
DGAHAQFQPYTNGGVGGGAMGGGGAGANMAERRT IVQVKDENLGMSEKPDYFNVRATVVY
TKQENLYYTACASEGCNKKVNLDHENNWRCEKCDRSYATPEYRY ILSTNVADATGQMWLS
GFNEDATQLIGMSAGELHKLREESESEFSAALHRAANRMYMFENCRAKMDTENDTARVRYT ISRAAPVDFAKAGMELVDAIRAYM
>3C1YA 377 XRAY 2.10 0.223 0.257 no DNA integrity scanning protein disA <UNP

DISA THEMA> [THERMOTOGA MARITIMA]
MGSSHHHHHHSSGLVPRGSHMGVKSLVPQELIEKIKLISPGTELRKALDDI INANFGALT
FLVDDPKKYEDVIQGGFWLDTDFSAEKLYELSKMDGAIVLSEDITKIYYANVHLVPDPTI
PTGETGTRHRTAERLAKQTGKVVIAVSRRRNIISLYYKNYKYVVNQVDFLISKVTQAIST
LEKYKDNFNKLLSELEVLELENRVTLADVVRTLAKGFELLRIVEEIRPY IVELGEEGRLA
RMQLRELTEDVDDLLVLLIMDYSSEEVEEETAQNTLQDFITRREPSPISTSRVLGYDVQQ
AAQLDDVLVSARGYRLLKTVARIPLSIGYNVVRMFKTLDQISKASVEDLKKVEGIGEKRA

RAISESISSLKHRKTSE

>1C1KA 217 XRAY 1.45 0.205 0. 253 no BPT4 GENE 59 HELICASE ASSEMBLY PROTEIN <UNP VG59 BPT4>
[ENTEROBACTERIA PHAGE T4]

MIKLRMPAGGERY IDGKSVYKLYLMIKQHMNGKYDVIKYNWCMRVSDAAYQKRRDKYFFQ
KLSEKYKLKELALIFISNLVANQDAWIGDISDADALVFYREY IGRLKQIKFKFEEDIRNI
YYFSKKVEVSAFKETFEYNPKVQSSY TFKLLQSNT ISFETFTLLDSFLNT IDKHDEQTDN
LVWNNYSTKLKAYRKTLNTIDSQKAKNVFTETVKSCKY

>3C1DA 159 XRAY 1. 80 0. 182 0. 223 no Regulatory protein recX <UNP RECX EC057> [ESCHERICHIA COLI]
GPAYARLLDRAVRILAVRDHSEQELRRKLAAP IMGKNGPEEIDATAEDYERVIAWCHEHG
YLDDSRFVARFTASRSRKGYGPARTRQELNQKGISREATEKAMREADTDWAALARDQATR
KYGEPLPTVFSEKVKIQRFLLYRGYLMEDIQDIWRNFAD

13



>2QLCA 126 XRAY 2.30 0.219 0.274 no DNA repair protein radC homolog <UNP RADC CHLTE>
[CHLOROBIUM TEPIDUM TLS]
MNLKVKGARDVFEYMKGRIPDETKEHLFVLFLSTKNQILRHETITIGTLTASLIHPREIF
KAATRESAHSIILVHNHPSGDVQPSNADKQVTS ILKKAGDLLQIELLDHVIVGNNDWFSF

RDHALL

>1TZYB 126 XRAY 1.90 0.190 0.222 no Histone H2B <UNP H2B CHICK> [GALLUS

GALLUS] MPEPAKSAPAPKKGSKKAVTKTQKKGDKKRKKSRKESYSTYVYKVLKQVHPDTGTSSKAM

GIMNSFVNDIFERTAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVT

KYTSSK

>IMOJA 182 XRAY 1.90 0. 151 0.182 no Dps—like ferritin <UNP DPSA HALN1> [HALOBACTERIUM
SALINARUM]

MSTQKNARATAGEVEGSDALRMDADRAEQCVDALNADLANVYVLYHQLKKHHWNVEGAEF
RDLHLFLGEAAETAEEVADELAERVQALGGVPHASPETLQAEASVDVEDEDVYDIRTSLA

NDMATYGDT TEATREHTELAENLGDHATAHMLREGL IELEDDAHHTEHYLEDDTLVTQGA

LE

>3BS3A 76 XRAY 1. 65 0. 185 0. 219 no Putative DNA-binding protein <UNP Q5LGD2 BACEN> [BACTEROIDES
FRAGILIS]

SNAMSNNQQMMLNRIKVVLAEKQRTNRWLAEQMGKSENT I SRWCSNKSQPSLDMLVKVAE

LLNVDPRQLINGKIKI
>3EYTA 72 XRAY 1.45 0. 157 0.194 no Z-DNA-binding protein 1 <UNP ZBP1 HUMAN> [HOMO

SAPTENS]

HMASPQFSQQREEDTYRFLKDNGPQRALV TAQALGMRTAKDVNRDLYRMKSRHLLDMDEQ

SKAWTIYRWTTY

>3VZHA 244 XRAY 1.70 0.185 0.226 no Putative uncharacterized protein <UNP Q99YS3 STRP1>
[STREPTOCOCCUS PYOGENES SEROTYPE M1]
GHMYRSRDFYVRVSGQRALFTNPATKGGSERSSYSVPTRQALNGIVDAIYYKPTETNIVT
EVKVINQIQTELQGVRALLHDYSADLSYVSYLSDVVYLIKFHFVWNEDRKDLNSDRLPAK
HEAIMERSTRKGGRRDVFLGTRECLGLVDDISQEEYETTVSYYNGVNIDLGIMFHSFAYP
KDKKTPLKSYFTKTVMKNGVITFKAQSECDIVNTLSSYAFKAPEEIKSVNDECMEYDAME

KGEN

>3MUGA 71 XRAY 2. 43 0. 231 0. 251 no Myocyte—specific enhancer factor 2A <UNP MEF2A HUMAN> [HOMO
SAPIENS]

GRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALT IFNSSNKLFQYASTD

MDKVLLKYTAY

>2D9HA 78 NMR NA NA NA no Zinc finger protein 692 <GB NP _060335> [HOMO SAPIENS]
GSSGSSGLQCEICGFTCRQKASLNWHQRKHAETVAALRFPCEFCGKRFEKPDSVAAHRSK

SHPALLLAPQESSGPSSG

>3VKOA 114 XRAY 1.88 0. 184 0.230 no Transcriptional regulator <UNP Q7DDD9 NEIMB> [NEISSERIA
MENINGITIDIS]

MMGNKLTLPAELPDEQDLRAVLAYNMRLFRVNKGWSQEELARQCGLDRTYVSAVERKRWN
TALSNIEKMAAALGVAAYQLLLPPQERLKLMTNSADTRQMPSESGILEHHHHHH

>3VEAA 151 XRAY 2.55 0.222 0.250 no Macrodomain Ter protein <UNP MATP YERPE> [YERSINIA
PESTIS]

MKYQQLENLESGWKWAYLVKKHREGEAITRHIENSAAQDAVEQLMKLENEPVKVQEWIDA

HMNVNLATRMKQT IRARRKRHFNAEHQHTRKKS IDLEFLVWQRLAVLARRRGNTLSDTVV
QLIEDAERKEKYASQMSSLKQDLKDILDKEV

>3VIRA 90 XRAY 2.40 0.242 0.290 no Uncharacterized protein YOLOS86W-A <UNP Y0086 YEAST>
[SACCHAROMYCES CEREVISIAE]

MNDDEDRAQLKARLWIRVEERLQQVLSSEDIKYTPRFINSLLELAYLQLGEMGSDLQAFA
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RHAGRGVVNKSDLMLYLRKQPDLQERVTQE
>1P4EA 429 XRAY 2. 70 0. 236 0. 275 no Recombinase FLP protein <UNP FLP_YEAST> [SACCHAROMYCES
CEREVISTAE]

SQFDILCKTPPKVLVRQFVERFERPSGEKIASCAAELTYLCWMITHNGTAIKRATFMSYN
TIISNSLSFDIVNKSLQFKYKTQKATILEASLKKLIPAWEFTIIPYNGQKHQSDITDIVS
SLQLQFESSEEADKGNSHSKKMLKALLSEGESIWEITEKILNSFEYTSRETKTKTLYQFL
FLATFINCGRFSDIKNVDPKSFKLVQNKYLGVIIQCLVTETKTSVSRHIYFFSARGRIDP
LVYLDEFLRNSEPVLKRVNRTGNSSSNKQEYQLLKDNLVRSYNKALKKNAPYPIFAIKNG
PKSHIGRHLMTSFLSMKGLTELTNVVGNFSDKRASAVARTTYTHQITAIPDHYFALVSRY
YAYDPISKEMIALKDETNPTEEWQHIEQLKGSAEGSIRYPAWNGI ISQEVLDYLSSY INR
RIGHHHHHH
>4ABXA 175 XRAY 2.04 0.203 0.250 no DNA REPAIR PROTEIN RECN <UNP RECN DEIRA> [DEINOCOCCUS
RADIODURANS]
GIDPFTQRERARQIDLLAFQVQEISEVSPDPGEEEGLNTELSRLSNLHT TAQAAAGGVEL
LSDGDLNAAGLITGEAVRALNAGAKYDETVMQLONELRAALESVQATAGELRDVAEGSAAD
PEALDRVEARLSALSKLKNKYGPTLEDVVEFGAQAAEELAGLEEDERDAGSLQAD
>3GIOA 186 XRAY 2.40 0.233 0.241 no Putative uncharacterized protein <UNP 025318 HELPY>
[HELICOBACTER PYLORI]
MGSSHHHHHHSSGLVPRGSHMPNTSQRNSFLQDVPYWMLQNRSEYITQGVDSSHIVDGKK
TEEIEKIATKRATIRVAQNIVHKLKEAYLSKTNRIKQKITNEMFIQMTQPIYDSLMNVDR
LGIYINPNNEEVFALVRARGFDKDALSEGLHKMSLDNQAVSILVAKVEEIFKDSVNYGDV
KVPIAM
>2KWQA 92 NMR NA NA NA no Protein MCM10 homolog <UNP MCM10 XENLA> [XENOPUS LAEVIS]
GPMGMQSIREQSCRVVTCKTCKYTHFKPKETCVSENHDFHWHNGVKRFFKCPCGNRTISL
DRLPKKHCSTCGLFKWERVGMLKEKTGPKLGG
>2KW3A 68 NMR NA NA NA no DNA-binding protein RFX5 <UNP RFX5 HUMAN> [HOMO SAPIENS]
GAGEPTTLLQRLRGTISKAVQNKVEGILQDVQKFSDNDKLYLYLQLPSGPTTGDKSSEPS
TLSNEEYM
>2KW3C 62 NMR NA NA NA no Regulatory factor X—associated protein <UNP RFXAP HUMAN> [HOMO
SAPIENS]
GHGTGSFGDRPARPTLLEQVLNQKRLSLLRSPEVVQFLQKQQQLLNQQVLEQRQQQFPGT
SM
>1KW4A 89 XRAY 1.75 0.220 0. 234 no Polyhomeotic <UNP PHP DROME> [DROSOPHILA MELANOGASTER]
METKRVNGTDRPPISSWSVDDVSNF TRELPGCQDYVDDF IQQEIDGQALLRLKEKHLVNA
MGMKLGPALKIVAKVESIKEVRDHHHHHH
>1KU9A 152 XRAY 2. 80 0.245 0.280 no hypothetical protein MJ223 <UNP Y1563 METJA>
[METHANOCALDOCOCCUS JANNASCHIT]
MIIMEEAKKLIIELFSELAKIHGLNKSVGAVYAILYLSDKPLTISDIMEELKISKGNVSM
SLKKLEELGFVRKVWIKGERKNYYEAVDGFSSIKDIAKRKHDLIAKTYEDLKKLEEKCNE
EEKEFTKQKIKGIERMKKISEKILEALNDLDN
>2AQLA 173 XRAY 2.30 0.273 0.273 no Mortality factor 4-like protein 1 <UNP MO4L1 HUMAN>
[HOMO SAPTENS]
MNRVEVKVKTPEELKPWLVDDWDLITRQKQLFYLPAKKNVDSTLEDYANYKKSRGNTDNK
EYAVNEVVAGIKEYFNVMLGTQLLYKFERPQYAETLADHPDAPMSQVYGAPHLLRLEVRT
GAMLAYTPLDEKSLALLLNYLHDFLKYLAKNSATLFSASDYEVAPPEYHRKAV
>2L1PA 83 NMR NA NA NA no DNA-binding protein SATB1 <UNP SATB1 HUMAN> [HOMO SAPIENS]
MGHHHHHHSHMLPPEQWSHTTVRNALKDLLKDMNQSSLAKECPLSQSMISSIVNSTYYAN
VSAAKCQEFGRWYKHFKKTKDMM
>2NOGA 173 XRAY 2.00 0.216 0.274 no ISWI protein <UNP Q6DFMO XENLA> [XENOPUS LAEVIS]
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MVSEPKVPKAPRPPKQPNVQDFQFFPPRLFELLEKEILYYRKTIGYKVPRNPDLPNSAQV
QKEEQLKIDEAEPLNDEELEEKEKLLTQGFTNWNKRDENQF IKANEKWGRDDIENIAREV
EGKTPEEVIEYSAVFWERCNELQDIEKTMAQIERGEARIQRRISILEHHHHHH

>3NO7A 80 XRAY 1.40 0.198 0.212 no Putative plasmid related protein <UNP Q6EEF9 LEIXC>
[LETFSONTA

XYLI SUBSP. CYNODONTIS]

GPEASARSEVKMTVTVGEERRARLRTAYTLTHLQEGHRTFSGFTAAALDAEVQRLEQRYN

EGRRFENAERGVTRGRPLGS

>3KDEC 77 XRAY 1. 74 0. 179 0. 216 no Transposable element P transposase <UNP PELET DROME>
[DROSOPHILA MELANOGASTER]

MKYCKFCCKAVTGVKLTHVPKCATKRKLWEQSLGCSLGENSQTCDTHENDSQWKAAPAKG

QTFKRRRLNADAVPSKV

>2DQBA 376 XRAY 2. 20 0. 223 0. 286 no Deoxyguanosinetriphosphate triphosphohydrolase, putative
<UNP

Q5SL81 THET8> [THERMUS THERMOPHILUS]
MRFSREALLELEASRLAPYAQKARDTRGRAHPEPESLYRTPYQKDRDRILHTTAFRRLEY
KTQVLPGWAGDYYRTRLTHTLEVAQVSRSTARALGLNEDLTEATALSHDLGHPPFGHTGE
HVLNALMQDHGGFEHNAQALRILTHLEVRYPGFRGLNLTYEVLEGIATHEAAYSPGFKPL
YEGQGTLEAQVVDLSDATAYAAHDLDDGFRAGLLHPEELKEVELLQALALEEGLDLLRLP
ELDRRVLVRQLLGYFITAATEATHRRVEEAGVQSAEAVRRHPSRLAALGEEAEKALKALK
AFLMERFYRHPEVLRERRKAEAVLEGLFAAYTRYPELLPREVQAKIPEEGLERAVCDYTA

GMTDRFALEAYRRLSP

>4BJIA 215 XRAY 1.45 0. 152 0. 170 no TRANSCRIPTION FACTOR TAU SUBUNIT SFC1 <UNP SFC1 SCHPO>
[SCHIZOSACCHAROMYCES POMBE]
GAMGKGQCRVWIITTNMGVESVPTCRHSKLGEPSKTIQEVIEALKPLFEKRPVWTRRALL
NHLDPSYTHYLKFALPYLSYLWTSGPFRDTYTRFGYDPRKDSNAAAYQALFFKLKLNGKH
KGTKTHVFDGKTLFPTNRVYQVCDIVDPTIAPLLKDTQLRSECHRDTGWYRSGRYYKVRD

LMREKLFALTEGEMPSEVAVNMILNAEEVEESDRY

>4BJ1A 319 XRAY 2. 94 0.199 0. 229 no PROTEIN RIF2 <UNP RIF2 YEAST> [SACCHAROMYCES CEREVISIAE]
GGGRVDHVFYQKFKSMALQELGTNYLSISYVPSLSKFLSKNLRSMKNCIVFFDKVEHTHQ
YAGIDRAVSETLSLVDINVVIIEMNDYLMKEGIQSSKSKECIESMGQASYSGQLDFEASE
KPSNHTSDLMMMVMRK INNDES IDHIVYFKFEQLDKLSTSTIIEPSKLTEFINVLSVLEK
SNNTAFKVLIYSNNVSISSLLSTSLKKKLNTKYTVFEMPILTCAQEQEYLKKMIKETEDS
GSKLLQSYNSLVTCQLNNKESNLAIFFEFLKVFPHPFTYLENAYTEI IVQSRTFDELLDK

TRNRLTIKNYPHSAYNFKK

>40U0A 73 XRAY 1.40 0.199 0.238 no Replication protein A 32 kDa subunit <UNP RFA2 HUMAN>
[HOMO SAPIENS]

GPGSANGLTVAQNQVLNLTKAXPRPEGLNFQDLKNQLKHMSVSSTKQAVDFLSNEGHTYS

TVDDDHFKSTDAE

>1IGNA 246 XRAY 2.25 0.219 0.294 no RAP1 <PDB 1IGN> [SACCHAROMYCES CEREVISIAE]
GALPSHNKASFTDEEDEFILDVVRKNPTRRTTHTLYDEISHYVPNHTGNSIRHRFRVYLS
KRLEYVYEVDKFGKLVRDDDGNLIKTKVLPPSTKRKFSADEDYTLATAVKKQFYRDLEQI
DPDTGRSLITDEDTPTATARRNMTIMDPNHVPGSEPNFAAYRTQSRRGPTAREFFKHFAEE

HAAHTENAWRDRFRKFLLAYGIDDY ISYYEAEKAQNREPEPMKNL TNRPKRPGVPTPGNY

NSAAKR

>2L93A 55 NMR NA NA NA no DNA-binding protein H-NS <UNP HNS SALTY> [SALMONELLA TYPHIMURIUM]
AARPAKYSYVDENGETKTWTGQGRTPAVIKKAMEEQGKQLEDFLIKELEHHHHHH

>3SJMA 64 XRAY 1.35 0. 174 0. 208 no Telomeric repeat-binding factor 2 <UNP TERF2 HUMAN> [HOMO
SAPIENS] GSHMTTNITKKQKWTVEESEWVKAGVQKYGEGNWAAISKNYPFVNRTAVMIKDRWRTMKR
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LGMN
>1UD9A 245 XRAY 1. 68 0. 202 0. 238 no DNA polymerase sliding clamp A <UNP PCNA1 SULTO>
[SULFOLOBUS TOKODAITI]
AHIVYDDVRDLKATIQALLKLVDEALFDIKPEGIQLVAIDKAHISLIKIELPKEMFKEYD
VPEEFKFGFNTQYMSKLLKAAKRKEET I TDADSPEVVKLTLSGALNRVENVNNIEVLPPE
VPEVNLEFDIKATINASGLKNAIGEIAEVADTLLISGNEEKVVVKGEGENKVEVEFSKDT
GSLADIEFNKESSSAYDVEYLNDI ISLTKLSDYVKVAFADQKPMQLEFNMEGGGKVTYLL
APKLS
>3EUSA 86 XRAY 1.80 0.204 0.254 no DNA-binding protein <UNP Q5LU41 SILPO> [SILICIBACTER
POMEROYT ]
QAMTKTLRTPEHVYLCQRLRQARLDAGLTQADLAERLDKPQSFVAKVETRERRLDVIEFA
KWMAACEGLDVVSEIVATIAEGRAQA
>3VU9A 245 XRAY 1.75 0.185 0.231 no Platinum sensitivity protein 3 <UNP PSY3 YEAST>
[SACCHAROMYCES
CEREVISIAE]
GSHMEVLKNIRIYPLSNFITSTKNY INLPNELRNLISEEQESKLGFLHI IESDFKPSVAL
QKLVNCTTGDEKILIIDIVSIWSQQKQRQHGATYMNSLSCINITGLIVFLELLYDSPMDA
LRRCQVDNFNFQLRGIVIDNLSFLNFESDKNYDV INLSKFEKLFKILRKLREFLGCWIIT
KSFPTDFYNGIENTLVDKWSIKRKSGVTLYPTKLPDSYMKGMDLIIYREVVDGRPQYRRI
AALEE
>3VU9B 213 XRAY 1.75 0. 185 0. 231 no Chromosome segregation in meiosis protein 2 <UNP
CSM2 YEAST> [SACCHAROMYCES CEREVISIAE]
MEYEDLELITIWPSPTKNKLCQF IKQNLSKEHVVTQLFFIDATSSFPLSQFQKLVPPTLP
ENVRIYENIRINTCLDLEELSATTVKLLQILSMNKINAQRGTEDAVTEPLKITLYINGLE
VMFRNSQFKSSPQRSHELLRDTLLKLRVMGNDENENAS IRTLLEFPKEQLLDYYLKKNNN
TRTSSVRSKRRRIKNGDSLAEYIWKYYADSLFE
>1D4UA 111 NMR NA NA NA no NUCLEOTIDE EXCISION REPAIR PROTEIN XPA (XPA-MBD) <UNP
XPA HUMAN> [HOMO SAPIENS]
MEFDYVICEECGKEFMDSYLMDHEDLPTCDDCRDADDKHKLITKTEAKQEYLLKDCDLEK
REPPLKFTVKKNPHHSQWGDMKLYLKLQTVKRSLEVWGSQEALEEAKEVRQ
>4JJNK 382 XRAY 3.09 0.233 0.255 no Regulatory protein SIR3 <UNP SIR3 YEAST>
[SACCHAROMYCES ~ CEREVISIAE]
SAKTLKDLDGWQVIITDDQGRV IDDNNRRRSRKRGGENVFLKRISDGLSFGKGESVIFND
NVTETYSVYLIHEIRLNTLNNVVEIWVESYLRWFELKPKLYYEQFRPDLIKEDHPLEFYK
DKFENEVNKSELYLTAELSETWLKDFTAVGQILPESQWNDSSTDKTEDRDFLVRYACEPT
AEKFVPIDIFQIIRRVKEMEPKQSNEYLKRVSVPVSGQKTNRQVMHKMGVERSSKRLAKK
PSMKKIKTEPSADDDVNNGNIPSQRGTSTTHGSISPQEESVSPNISSASPSALTSPTDSS
KILQKRSISKELIVSEEIPINSSEQESDYEPNNETSVLSSKPGSKPEKTSTELVDGRENF
VYANNPEVSDDGGLEEETDEVS
>3V72A 335 XRAY 2.49 0.299 0. 291 no DNA polymerase beta <UNP DPOLB RAT> [RATTUS NORVEGICUS]
MSKRKAPQETLNGGITDMLVELANFEKNVSQATHKYNAYRKAASVIAKYPHK TKSGAEAK
KLPGVGTKIAEKIDEFLATGKLRKLEKIRQDDTSSSINFLTRVTGIGPSAARKLVDEGIK
TLEDLRKNEDKLNHHQRIGLKYFEDFEKRIPREEMLQMQDIVLNEVKKLDPEY IATVCGS
FRRGAESSGDMDVLLTHPNFTSESSKQPKLLHRVVEQLQKVRFITDTLSKGETKFMGVCQ
LPSENDENEYPHRRIDIRLIPKDQYYCGVLYFTGSDIFNKNMRAHALEKGFTINKYTIRP
LGVTGVAGEPLPVDSEQDIFDYIQWRYREPKDRSE
>1XVPB 246 XRAY 2.60 0.180 0.234 no Orphan nuclear receptor NR1I3 <UNP NR1I3 HUMAN> [HOMO
SAPIENS]
PVQLSKEQEELIRTLLGAHTRHMGTMFEQFVQFRPPAHLF THHQPLPTLAPVLPLVTHFA
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DINTFMVLQVIKFTKDLPVFRSLPIEDQISLLKGAAVEICHIVLNTTFCLQTQNFLCGPL
RYTIEDGARVGFQVEFLELLFHFHGTLRKLQLQEPEYVLLAAMALFSPDRPGVTQRDEID
QLQEEMALTLQSY IKGQQRRPRDRFLYAKLLGLLAELRSINEAYGYQIQHIQGLSAMMPL
LQEICS

>2LUAA 52 NMR NA NA NA no Protein male—specific lethal-2 <UNP MSL2 DROME> [DROSOPHILA
MELANOGASTER]

SPPKPKCRCGISGSSNTLTTCRNSRCPCYKSYNSCAGCHCVGCKNPHKEDYV

>2LUYA 97 NMR NA NA NA no Meiotic chromosome segregation protein P8B7.28c <UNP YORS SCHPO>
[SCHIZOSACCHAROMYCES POMBE]

HMGKNDNDAL IMCMRCRKVKGIDSYSKTQWSKTFTEVRGRTVSVSDPKVICRTCQPKQHD
SIWCTACQQTKGINEFSKAQRHVLDPRCQICVHSQRN

>1B8ZA 90 XRAY 1.60 0.215 0. 236 no HISTONELIKE PROTEIN HU <UNP DBH THEMA> [THERMOTOGA
MARITIMA]

MNKKELIDRVAKKAGAKKKDVKLILDTILETITEALAKGEKVQIVGFGSFEVRKAAARKG
VNPQTRKPITIPERKVPKFKPGKALKEKVK

>IWIJA 140 NMR NA NA NA no ETHYLENE-INSENSITIVE3-1like 3 protein <UNP EIL3 ARATH> [ARABIDOPSIS
THALTANA]

GSSGSSGSQFVLQDLADATLGSLLSSLMQHCDPPQRKYPLEKGTPPPWWPTGNEEWWVKL
GLPKSQSPPYRKPHDLKKMWKVGVLTAVINHMLPDIAKIKRHVRQSKCLQDKMTAKESAT

WLAVLNQEESLIQQSGPSSG

>1Q87A 221 XRAY 2.32 0.220 0.274 no 39 kDa initiator binding protein <UNP Q95VR4 TRIVA>
[TRICHOMONAS VAGINALIS] PVNTKRSNGTKRVEFPTTKKSMCIGNSTPNEQETFRAKVDEIWFRLTQKTDGTVMRDFLI
EKAAEYFKQPEQPKQNATEVISATMAPQEEQTKSKADLYKFLAMFGPYETIMLKTASLLL

TSNNKGHWLTFDPQAEKNANNQRDS TSGWFDQNEPNCLILKTPTGIRKIWNKPLIEATGQ
YLMDENGEKYDSWDKYFEMKPIETYLTAYPTFAPMHHHHHH

>2HGVA 164 XRAY 2.30 0. 168 0. 244 no GTP-sensing transcriptional pleiotropic repressor codY
<UNP CODY_BACSU> [BACILLUS SUBTILIS]

GSSHHHHHHMALLQKTRI INSMLQAAAGKPVNFKEMAETLRDVIDSNIFVVSRRGKLLGY

SINQQIENDRMKKMLEDRQFPEEY TKNLENVPETSSNLDINSEYTAFPVENRDLFQAGLT
TIVPIIGGGERLGTLILSRLQDQFNDDDLILAEYGATVVGMEIL

>20X0A 103 XRAY 2. 00 0. 234 0. 289 no Integrase <UNP VINT LAMBD> [UNIDENTIFIED PHAGE]
MTLHSWLDRYEKILASRGIKQKTLINYMSKIKATIRRGLPDAPLEDITTKEIAAMLNGYID
EGKAASAKLIRSTLSDAFREATAEGHITTNHVAATRAAKSEVR

>3LHKA 154 XRAY 2.20 0.206 0.249 no putative DNA binding protein MJ0014 <UNP Y014 METJA>
[METHANOCALDOCOCCUS JANNASCHIT]
SNAKIIGYARVSFNAQKDDLERQIQLIKSYAEENGWDIQILKDIGSGLNEKRKNYKKLLK
MVMNRKVEKVITAYPDRLTRFGFETLKEFFKSYGTEIVIINKKHKTPQEELVEDLITIVS
HFAGKLYGMHSHKYKKLTKTVKEIVREEDAKEKE

>1JE5A 206 XRAY 1. 90 0. 221 0. 268 no HELIX-DESTABILIZING PROTEIN <UNP VHED BPT7>
[ENTEROBACTERTA PHAGE T7]
MAKKIFTSALGTAEPYAYTAKPDYGNEERGFGNPRGVYKVDLTIPNKDPRCQRMVDETIVK
CHEEAYAAAVEEYEANPPAVARGKKPLKPYEGDMPFFDNGDGTTTFKFKCYASFQDKKTK
ETKHINLVVVDSKGKKMEDVPITTIGGGSKLKVKYSLVPYKWNTAVGASVKLQLESVMLVEL
ATFGGGEDDWADEVEENGYVASGSAK

>1JEYA 609 XRAY 2.50 0.220 0.280 no Ku70 <UNP KU70 HUMAN> [HOMO SAPTENS]
MSGWESYYKTEGDEEAEEEQEENLEASGDYKYSGRDSLIFLVDASKAMFESQSEDELTPF
DMSIQCIQSVYISKIISSDRDLLAVVFYGTEKDKNSVNFKNIYVLQELDNPGAKRILELD
QFKGQQGQKRFQDMMGHGSDYSLSEVLWVCANLEFSDVQFKMSHKR IMLETNEDNPHGNDS

18



AKASRARTKAGDLRDTGIFLDLMHLKKPGGFDISLFYRDI ISTAEDEDLRVHFEESSKLE
DLLRKVRAKETRKRALSRLKLKLNKDIVISVGIYNLVQKALKPPPTKLYRETNEPVKTKT
RTENTSTGGLLLPSDTKRSQIYGSRQI ILEKEETEELKRFDDPGLMLMGFKPLVLLKKHH
YLRPSLFVYPEESLVIGSSTLFSALLIKCLEKEVAALCRYTPRRNIPPYFVALVPQEEEL
DDQKIQVTPPGFQLVFLPFADDKRKMPFTEK IMATPEQVGKMKATVEKLRFTYRSDSFEN
PVLQQHFRNLEALALDLMEPEQAVDLTLPKVEAMNKRLGSLVDEFKELVYPPDYNPEGKV
TKRKHDNEGSGSKRPKVEYSEEELKTHI SKGTLGKFTVPMLKEACRAYGLKSGLKKQELL
EALTKHFQD

>1JEYB 565 XRAY 2.50 0.220 0.280 no Ku80 <UNP KU86_HUMAN> [HOMO SAPTENS]
MVRSGNKAAVVLCMDVGFTMSNSIPGIESPFEQAKKVITMFVQRQVFAENKDETALVLEG
TDGTDNPLSGGDQYQNITVHRHLMLPDFDLLEDIESKIQPGSQQADFLDALIVSMDVIQH
ETIGKKFEKRHIETFTDLSSRFSKSQLDI I THSLKKCDISLQFFLPFSLGKEDGSGDRGD
GPFRLGGHGPSFPLKGITEQQKEGLEIVKMVMISLEGEDGLDEIYSFSESLRKLCVEKKI
ERHSTHWPCRLTIGSNLSIRIAAYKSTLQERVKKTWTVVDAKTLKKEDIQKETVYCLNDD
DETEVLKEDITQGFRYGSDIVPFSKVDEEQMKYKSEGKCFSVLGFCKSSQVQRRFFMGNQ
VLKVFAARDDEAAAVALSSLTHALDDLDMVAIVRYAYDKRANPQVGVAFPHIKHNYECLV
YVQLPFMEDLRQYMFSSLKNSKKYAPTEAQLNAVDAL IDSMSLAKKDEKTDTLEDLFPTT
KIPNPRFQRLFQCLLHRALHPREPLPPIQQHIWNMLNPPAEVTTKSQIPLSKIKTLFPLI
EAKKKDQVTAQEIFQDNHEDGPTAK

>1QZQA 483 XRAY 2.40 0. 185 0. 234 no tyrosyl-DNA phosphodiesterase 1 <UNP TYDP1 HUMAN> [HOMO
SAPTENS]

MEEYMPTEHHHHHHENLYFQGTSGEGQDIWDMLDKGNPFQFYLTRVSGVKPKYNSGALHI
KDILSPLFGTLVSSAQFNYCFDVDWLVKQYPPEFRKKPILLVHGDKREAKAHLHAQAKPY
ENISLCQAKLDIAFGTHHTKMMLLLYEEGLRVVIHTSNLIHADWHQKTQGIWLSPLYPRI
ADGTHKSGESPTHFKADLISYLMAYNAPSLKEWIDVIHKHDLSETNVYLIGSTPGRFQGS
QKDNWGHFRLKKLLKDHASSMPNAESWPVVGQFSSVGSLGADESKWLCSEFKESMLTLGK
ESKTPGKSSVPLYLIYPSVENVRTSLEGYPAGGSLPYSIQTAEKQNWLHSYFHKWSAETS
GRSNAMPHIKTYMRPSPDFSKIAWFLVTSANLSKAAWGALEKNGTQLMIRSYELGVLFLP
SAFGLDSFKVKQKFFAGSQEPMATFPVPYDLPPELYGSKDRPWIWNIPYVKAPDTHGNMW

VPS

>IN1JB 97 XRAY 1.67 0.181 0.206 no NF-YC <UNP NFYC HUMAN> [HOMO SAPIENS]
GSHMEEIRNLTVKDFRVQELPLARIKKIMKLDEDVKMISAEAPVLFAKAAQIFITELTLR
AWIHTEDNKRRTLQRNDIAMAITKFDQFDFLIDIVPR

>2LTTA 80 NMR NA NA NA no Putative uncharacterized protein ydbC <UNP Q9CIP3 LACLA> [LACTOCOCCUS
LACTIS SUBSP. LACTIS]

MADKLKFEIIEELIVLSENAKGWRKELNRVSWNDAEPKYDIRTWSPDHEKMGKGITLSEE

EFGVLLKELGNKLEHHHHHH

>41CGC 75 XRAY 2. 92 0. 283 0. 332 no Hemolysin expression—modulating protein <UNP F5ZMH5 SALTU>
[SALMONELLA ENTERICA SUBSP. ENTERICA SEROVAR TYPHIMURIUM]
GSHMSDKPLTKTDYLMRLRRCQTIDTLERVIEKNKYELSDNELAVEYSAADHRLAELTMN

KLYDKIPSSVWKFIR

>2MS8EA 57 NMR NA NA NA no SLEEPING BEAUTY TRANSPOSASE <PDB 2MSE> [SYNTHETIC CONSTRUCT]

ASMGKSKETSQDLRKKIVDLHKSGSSLGATSKRLKVPRSSVQTIVRKYKHHGT TQHH
>3M8EA 124 XRAY 2. 00 0. 240 0. 270 no Putative DNA-binding protein <UNP Q8KNP2_BACTI> [BACILLUS

THURINGIENSIS]

MGSSHHHHHHSSGLVPRGSHMNRDHEYTLNTAETAERTGNDDCAYQVLMAF INENGEAQM
LNKTAVAEMIQLSKPTVFATVNSFYCAGY IDETRVGRSKIYTLSDLGVEIVECFKQKAME

MRNL

>1SD4A 126 XRAY 2.00 0.210 0.237 no PENICILLINASE REPRESSOR <UNP Q6UB84 STAAU>
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[STAPHYLOCOCCUS AUREUS]

MTNKQVEISMAEWDVMNI IWDKKSVSANEIVVEIQKYKEVSDKTIRTLITRLYKKEIIKR
YKSENIYFYSSNIKEDDIKMKTAKTFLNKLYGGDMKSLVLNFAKNEELNNKEIEELRDIL

NDISKK

>2F7NA 207 XRAY 2. 00 0.200 0.220 no DNA-binding stress response protein, Dps family <GB
NP_295984> [DEINOCOCCUS RADIODURANS]
MTKKSTKSEAASKTKKSGVPETGAQGVRAGGADHADAAHLGTVNNALVNHHYLEEKEFQT
VAETLQRNLATTISLYLKFKKYHWDIRGRFFRDLHLAYDEFIAEIFPSIDEQAERLVALG
GSPLAAPADLARYSTVQVPQETVRDARTQVADLVQDLSRVGKGYRDDSQACDEANDPVTA

DMYNGYAAT IDKIRWMLQAIMDDERLD

>2LVSA 105 NMR NA NA NA no Putative uncharacterized protein <UNP A2BLH2 HYPBU> [HYPERTHERMUS
BUTYLICUS]

MPSVNDSLDIVEKLYKDGVPVKETAKRSNNSMSTVYKALEKLEAMGRIKRRKGRYRQHRR
LTEEELATIRELYLKGATVYETARQLGRPESTIYYALKKLGLKLE

>4G63A 470 XRAY 2.70 0.225 0.258 no Cytosolic IMP-GMP specific 5 —nucleotidase <UNP
Q57ZB6 LEGPH> [LEGIONELLA PNEUMOPHILA SUBSP. PNEUMOPHILA]

MDTHKVEVNRI INMRKIKLIGLDMDHTLIRYNSKNFESLVYDLVKERLAESFHYPEEIKK
FKENFDDAIRGLVIDSKNGNILKLSRYGAIRLSYHGTKQISFSDQKKIYRSIYVDLGDPN
YMAIDTSFSTAFCILYGQLVDLKDTNPDKMPSYQATAQDVQYCVDKVHSDGTLKNIITKN
LKKYVIREKEVVEGLKHFIRYGKKIFILTNSEYSYSKLLLDYALSPFLDKGEHWQGLFEF
VITLANKPRFFYDNLRFLSVNPENGTMTNVHGPIVPGVYQGGNAKKFTEDLGVGGDEILY
TGDHTYGDTLRLKKDCNWRTALVVEELGEETASQTRALPTEKKIGEAMATKKELEQKYVD
LCTRSIDESSQQYDQETHDLQLQISTVDLQISRLLQEQNSFYNPKWERVFRAGAEESYFA
YQVDRFACIYMEKLSDLLEHSPMTYFRANRRLLAHDIDTAAALEHHHHHH

>4G6DA 73 XRAY 2.00 0.206 0.243 no RNA polymerase sigma factor rpoD <UNP RPOD STAA8>
[STAPHYLOCOCCUS AUREUS SUBSP. AUREUS]
MKEQLEDVLDTLTDREENVLRLREFGLDDGRTRTLEEVGKVFGVTRERIRQIEAKALRKLR

HPSRSKRLKDFMD

>4G6DB 198 XRAY 2.00 0.206 0.243 no ORF067 <UNP Q479Y5 9CAUD> [STAPHYLOCOCCUS PHAGE G1]
MKLKILDKDNATLNVFHRNKEHKT IDNVPTANLVDWYPLSNAYEYKLSRNGEYLELKRLR

STLPSSYGLDDNNQDI IRDNNHRCKIGYWYNPAVRKDNLKITEKAKQYGLPIITEEYDAN
TVEQGFRDIGVIFQSLKTIVVTRYLEGKTEEELRIFNMKSEESQLNEALKESDFSVDLTY

SDLGQIYNMLLLMKKISK

>4E0GA 462 XRAY 2.20 0.196 0.238 no Protelomerase <UNP Q7CWV1 AGRT5> [AGROBACTERIUM
TUMEFACIENS]

MGSSHHHHHHSSGLVPRGSHMLAAKRKTKTPVLVERIDQFVGQIKEAMKSDDASRNRK IR
DLWDAEVRYHFDNGRTEKTLELY IMKYRNALKAEFGPKSTPLATICNMKKLRERLNTYIAR
GDYPKTGVATSIVEKIERAEFNTAGRKPTVLLRIADFIAAMNGMDAKQDMQALWDAETAT
MNGRAQTTIISYITKYRNAIREAFGDDHPMLKIATGDAAMYDEARRVKMEKIANKHGAL I
TFENYRQVLKICEDCLKSSDPLMIGIGLIGMTGRRPYEVFTQAEFSPAPYGKGVSKWSIL
FNGQAKTKQGEGTKFGITYEIPVLTRSETVLAAYKRLRESGQGKLWHGMSIDDFSSETRL
LLRDTVENLFEDVWPKEELPKPYGLRHLYAEVAYHNFAPPHVTKNSYFAAILGHNNNDLE
TSLSYMTYTLPEDRDNALARLKRTNERTLQQMATIAPVSRKG

>2KKVA 121 NMR NA NA NA no Integrase <UNP Q5PJC5 SALPA> [SALMONELLA ENTERICA SUBSP. ENTERICA
SEROVAR PARATYPHI A]

MENSGAYTFET IAREWHESNKRWSEDHRSRVLRYLELYIFPHIGSSDIRQLKTSHLLAPI
KEVDTSGKHDVAQRLQQRVTAIMRYAVQNDY IDSNPASDMAGALSTTKARHYPLEHHHHH

H
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>2KKOA 108 NMR NA NA NA no POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN (POSSIBLY ARSR- FAMILY)
<UNP Q70294 MYCBO> [MYCOBACTERIUM BOVIS]
MAGQSDRKAALLDQVARVGKALANGRRLQILDLLAQGERAVEATATATGMNLTTASANLQ
ALKSGGLVEARREGTRQYYRIAGEDVARLFALVQVVADEHLEHHHHHH

>1C8CA 64 XRAY 1.45 0.229 0.287 no DNA-BINDING PROTEIN 7A <UNP DN72 SULSO> [SULFOLOBUS
SOLFATARICUS]

MATVKFKYKGEEKQVDISKIKKVWRVGKMISFTYDEGGGKTGRGAVSEKDAPKELLQMLA

KQKK

>1C6VX 81 XRAY 3. 00 0. 203 0. 362 no SIU89134 <UNP Q87706 _SIVCZ> [SIMIAN IMMUNODEFICIENCY VIRUS]
QQSKNSKFKNFRVYYREGRDQLWKGPGELLWKGEGAVLLKVGTDIKVVPRRKAKI IKDYG

GGKEVDSSSHMEDTGEAREVA

>1YSEA 141 NMR NA NA NA no DNA-binding protein SATB1 <UNP SATB1 HUMAN> [HOMO SAPIENS]
GSHVSRSMNKPLEQQVSTNTEVSSEIYQWVRDELKRAGISQAVFARVAFNRTQGLLSEIL
RKEEDPKTASQSLLVNLRAMONFLQLPEAERDRIYQDERERSLNAASAMGPAPLISTPPS

RPPQVKTATIATERNGKPENN

>2RT6A 98 NMR NA NA NA no Primosomal replication protein N <UNP PRIC ECOLI> [ESCHERICHIA COLI]
MKTALLLEKLEGQLATLRQRCAPVSQFATLSARFDRHLFQTRATTLQACLDEAGDNLAAL
RHAVEQQQLPQVAWLAEHLAAQLEATAREASAWSLREW

>3BOSA 242 XRAY 1.75 0.168 0.201 no Putative DNA replication factor <UNP A1S6W5 SHEAM>
[SHEWANELLA AMAZONENSIS]

GMRSNRVTQHPPLQLSLPVHLPDDETFTSYYPAAGNDELIGALKSAASGDGVQATYLWGP

VKSGRTHLTHAACARANELERRSFY IPLGIHASISTALLEGLEQFDLICIDDVDAVAGHP
LWEEATFDLYNRVAEQKRGSLIVSASASPMEAGFVLPDLVSRMHWGLTYQLQPMMDDEKL
AALQRRAAMRGLQLPEDVGRFLLNRMARDLRTLEFDVLDRLDKASMVHQRKLT IPFVKEML

RL

>INGNA 155 XRAY 2. 10 0. 213 0. 263 no methyl—-CpG binding protein MBD4 <UNP MBD4 MOUSE> [MUS
MUSCULUS]

ALSPPRRKSFKKWTPPRSPENLVQEILFHDPWKLLIATIFLNRTSGKMATPVLWEFLEKY
PSAEVARAADWRDVSELLKPLGLYDLRAKT I IKFSDEYLTKQWRYPIELHGIGKYGNDSY
RIFCVNEWKQVHPEDHKLNKYHDWLWENHEKLSLS

>3FDQA 170 XRAY 1.75 0.217 0.232 no Motility gene repressor mogR <UNP MOGR LISMO> [LISTERIA
MONOCYTOGENES]

MPKSEIRKLLQEIKKQVDNPGNSSTTEIKKMASEAGIDEQTAEEIYHLLTEFYQAVEEHG
GIEKYMHSNISWLKIELELLSACYQIAILEDMKVLDISEMLSLNDLRIFPKTPSQLQNTY
YKLKKELIQVEDIPKNKPGRKRKTQKNTKKEKTNIFGKVVPALEHHHHHH

>2F74A 237 XRAY 2. 40 0. 243 0. 265 no DNA repair protein RAD25 <UNP 029889 ARCFU> [ARCHAEOGLOBUS
FULGIDUS]

MGSSHHHHHHSSGLVPRGSHMQMIAEIYYERGTIVVKGDAHVPHAKFDSRSGTYRALAFR
YRDITEYFESNGIEFVDNAADPIPTPYFDAEISLRDYQEKALERWLVDKRGCIVLPTGSG
KTHVAMAAINELSTPTLIVVPTLALAEQWKERLGIFGEEYVGEFSGRIKELKPLTVSTYD
SAYVNAEKLGNRFMLLTFDEVHHLPAESYVQTAQMSTAPFRLGLTATFEREDGRHET

>1X3CA 73 NMR NA NA NA no Zinc finger protein 292 <UNP ZN292 HUMAN> [HOMO SAPIENS]
GSSGSSGRKKPVSQSLEFPTRYSPYRPYRCVHQGCFAAFTTQQNLILHYQAVHKSDLPAF

SAEVEEESGPSSG

>4ATHA 83 XRAY 1.95 0.196 0. 228 no MICROPHTHALMIA-ASSOCIATED TRANSCRIPTION FACTOR <UNP
MITF _MOUSE> [MUS MUSCULUS]

GAMRENINDRIKELGTLIPKSNDPDMRWNKGT ILKASVDY IRKLQREQQRAKDLENRQKK

LEHANRHLLLRVQELEMQARAHG
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>1ZAEA 70 NMR NA NA NA no Early protein GP16.7 <UNP VG167 BPPH2> [BACILLUS PHAGE PHI29]
HMDKTVNLSACEVAVLDLYEQSNIRTPSDT TEDLVNQRLQSEQEVLNY TETQRTYWKLEN

QKKLYRGSLK

>2QPYA 251 XRAY 2. 50 0. 269 0. 269 no Androgen receptor <UNP ANDR_MOUSE> [MUS MUSCULUS]
CQPIFLNVLEATEPGVVCAGHDNNQPDSFAALLSSLNELGERQLVHVVKWAKALPGFRNL

HVDDQMAV IQYSWMGLMVFAMGWRSFTNVNSRMLYFAPDLVENEYRMHKSRMYSQCVRMR
HLSQEFGWLQITPQEFLCMKALLLFSITPVDGLKNQKFFDELRMNY IKELDRI TACKRKN

PTSCSRRFYQLTKLLDSVQPIARELHQFTFDLLIKSHMVSVDFPEMMAETISVQVPKILS
GKVKPIYFHTQ

>1G5HA 454 XRAY 1.95 0. 183 0. 224 no MITOCHONDRIAL DNA POLYMERASE ACCESSORY SUBUNIT <UNP
DPOG2_MOUSE> [MUS MUSCULUS]
WLSGYAGPADGTQQPDAPEHAVAREALVDLCRRRHFLSGTPQQLSTAALLSGCHARFGPL
GVELRKNLASQWWSSMVVFREQVFAVDSLHQEPGSSQPRDSAFRLVSPESTRETLQDREP
SKEQLVAFLENLLKTSGKLRATLLHGALEHYVNCLDLVNRKLPFGLAQIGVCFHPVSNSN
QTPSSVTRVGEKTEASLVWFTPTRTSSQWLDFWLRHRLLWWRKFAMSPSNFSSADCQDEL
GRKGSKLYYSFPWGKEPIETLWNLGDQELLHTYPGNVSTIQGRDGRKNVVPCVLSVSGDV
DLGTLAYLYDSFQLAENSFARKKSLQRKVLKLHPCLAPTKVALDVGKGPTVELRQVCQGL
LNELLENGISVWPGYSETVHSSLEQLHSKYDEMSVLFSVLVTETTLENGLIQLRSRDTTM
KEMMHISKLRDFLVKYLASASNVAAALDHHHHHH

>2XEOA 152 XRAY 2. 31 0. 215 0. 256 no I-CREI V2V3 VARIANT <PDB 2XE0> [CHLAMYDOMONAS REINHARDTII]
NTKYNKEFLLYLAGFVDGDGSITAQINPNASSKFKHRLRLTFYVTQKTQRRWFLDKLVDE
IGVGYVRDSGSVSQYVLSETAPLHNFLTQLQPFLKLKQKQANLVLKITEQLPSAKASPAA
FLEVCTWVDQIAALNDSATRKTTSETVAAVLD

>AMGWA 221 XRAY 2. 90 0. 257 0. 299 no Fanconi anemia group M protein <UNP FANCM HUMAN> [HOMO
SAPIENS]

MGQEGKGTCILVGGHEITSGLEVISSLRATHGLQVEVCPLNGCDY IVSNRMVVERRSQSE
MLNSVNKNKFITEQIQHLQSMFERICVIVEKDREKTGDTSRMFRRTKSYDSLLTTLIGAGI
RILFSSCQEETADLLKELSLVEQRKNVGIHVPTVVNSNKSEALQFYLSIPNISYITALNM
CHQFSSVKRMANSSLQEISMYAQVTHQKAEEIYRYIHYVED

>4M6WB 208 XRAY 2. 90 0. 257 0. 299 no Fanconi anemia—associated protein of 24 kDa <UNP FAP24 HUMAN>
[HOMO SAPIENS]

MGHIVANEKWRGSQLAQEMQGKIKLIFEDGLTPDFYLSNRCCILYVTEADLVAGNGYRKR
LVRVRNSNNLKGIVVVEKTRMSEQYFPALQKFTVLDLGMVLLPVASQMEASCLVIQLVQE
QTKEPSKNPLLGKKRALLLSEPSLLRTVQQTPGVGKVKAPLLLQKFPSTQQLSNASTGEL
EQVVGQAVAQQIHAFFTQPRLEHHHHHH

>2ADLA 72 NMR NA NA NA no CcdA <UNP Q9S0Z5 ECOLI> [ESCHERICHIA COLI]

MKQRITVTVDSDSYQLLKAYDVNISGLVSTTMQNEARRLRAERWKVENQEGMVEVARF TE

MNGSFADENKDW

>IWEUA 91 NMR NA NA NA no inhibitor of growth family, member 4 <UNP ING4 MOUSE> [MUS
MUSCULUS]

GSSGSSGSPEYGMPSVTFGSVHPSDVLDMPVDPNEPTYCLCHQVSYGEMIGCDNPDCSIE
WFHFACVGLTTKPRGKWFCPRCSQESGPSSG

>1WEOA 93 NMR NA NA NA no cellulose synthase, catalytic subunit (IRX3) <UNP CESA7 ARATH>
[ARABIDOPSTS THALTANA]

GSSGSSGPKPLKNLDGQFCEICGDQIGLTVEGDLEFVACNECGFPACRPCYEYERREGTQN
CPQCKTRYKRLRGSPRVEGDEDEEDIDSGPSSG

>3WE2A 147 XRAY 2.70 0.237 0.271 no Bloom syndrome protein <UNP BLM HUMAN> [HOMO SAPIENS]
GPLGSKTKDYKTRDVTDDVKSIVRFVQEHSSSQGMRNIKHVGPSGRFTMNMLVDIFLGSK
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SAKIQSGIFGKGSAYSRHNAERLFKKLILDKILDEDLY INANDQATAYVMLGNKAQTVLN
GNLKVDFMETENSSSVKKQKALVAKVS

>2P2UA 171 XRAY 2.75 0.245 0.290 no Host—nuclease inhibitor protein Gam, putative <UNP
Q72CZ5 DESVH> [DESULFOVIBRIO VULGARIS]
SLSRRKPNPVIVADIRQAEGALAETATIDRKVGEIEAQMNEATIDAAKARASQKSAPLLAR
RKELEDGVATFATLNKTEMFKDRKSLDLGFGT IGFRLSTQIVQMSKITKDMTLERLRQFG
ISEGIRIKEDVNKEAMQGWPDERLEMVGLKRRTTDAFYIEINREEVADTAA

>2LW1A 89 NMR NA NA NA no ABC transporter ATP-binding protein uup <UNP UUP_ECOLI> [ESCHERICHIA
COLI]

GSHMKAETVKRSSSKLSYKLQRELEQLPQLLEDLEAKLEALQTQVADASFFSQPHEQTQK
VLADMAAAEQELEQAFERWEYLEALKNGG

>3THOA 382 XRAY 2. 61 0. 206 0. 242 no Probable DNA double—strand break repair Radb0 ATPase <UNP
RAD50 THEMA> [THERMOTOGA MARITIMA]
HHHHHHSSGENLYFQGHMRPERLTVRNFLGLKNVDIEFQSGITVVEGPNGAGKSSLFEAT
SFALFGNGIRYPNSYDYVNRNAVDGTARLVFQFERGGKRYET TREINALQRKHNAKLSET
LENGKKAATAAKPTSVKQEVEKILGIEHRTFIRTVFLPQGEIDKLLISPPSEITEIISDV

FQSKETLEKLEKLLKEKMKKLENE ISSGGAGGAGGSLEKKLKEMSDEYNNLDLLRKYLFD
KSNFSRYFTGRVLEAVLKRTKAYLDILTNGREDIDFDDEKGGE T IKDWGIERPARGLSGG
ERALTSISLAMSLAEVASGRLDAFFIDEGFSSLCTENKEKIASVLKELERLNKVIVFITC

DREFSEAFDRKLRITGGVVVNE

>3THXA 934 XRAY 2. 70 0.212 0.273 no DNA mismatch repair protein Msh2 <UNP MSH2 HUMAN> [HOMO
SAPIENS]
MAVQPKETLQLESAAEVGFVRFFQGMPEKPTTTVRLFDRGDFYTAHGEDALLAAREVFKT
QGVIKYMGPAGAKNLQSVVLSKMNFESFVKDLLLVRQYRVEVYKNRAGNKASKENDWYLA
YKASPGNLSQFEDILFGNNDMSASIGVVGVKMSAVDGQRQVGVGYVDSTQRKLGLCEFPD
NDQFSNLEALLIQIGPKECVLPGGETAGDMGKLRQI IQRGGILITERKKADFSTKDIYQD
LNRLLKGKKGEQMNSAVLPEMENQVAVSSLSAVIKFLELLSDDSNFGQFELTTFDESQYM
KLDIAAVRALNLFQGSVEDTTGSQSLAALLNKCKTPQGQRLVNQWIKQPLMDKNRIEERL
NLVEAFVEDAELRQTLQEDLLRRFPDLNRLAKKFQRQAANLQDCYRLYQGINQLPNVIQA
LEKHEGKHQKLLLAVFVTPLTDLRSDFSKFQEMIETTLDMDQVENHEFLVKPSFDPNLSE
LRETMNDLEKKMQSTLTSAARDLGLDPGKQTKLDSSAQFGYYFRVTCKEEKVLRNNKNFES
TVDIQKNGVKFTNSKLTSLNEEYTKNKTEYEEAQDATVKEIVNISSGYVEPMQTLNDVLA
QLDAVVSFAHVSNGAPVPYVRPATLEKGQGRI ILKASRHACVEVQDETAFTPNDVYFEKD
KQMFHI ITGPNMGGKSTYIRQTGVIVLMAQIGCFVPCESAEVSTVDCILARVGAGDSQLK
GVSTFMAEMLETASILRSATKDSLIIIDELGRGTSTYDGFGLAWAISEY IATKIGAFCMF
ATHFHELTALANQIPTVNNLHVTALTTEETLTMLYQVKKGVCDQSFGIHVAELANFPKHV
IECAKQKALELEEFQY IGESQGYDIMEPAAKKCYLEREQGEK I IQEFLSKVKQMPETEMS
EENITIKLKQLKAEVIAKNNSFVNEIISRIKVTT

>3THXB 918 XRAY 2. 70 0. 212 0. 273 no DNA mismatch repair protein Msh3 <GB EAW95862> [HOMO
SAPTIENS]

GPKSANKRSKSIYTPLELQY IEMKQQHKDAVLCVECGYKYRFFGEDAETAARELNTYCHL
DHNFMTASTPTHRLEVHVRRLVAKGYKVGVVKQTETAALKATGDNRSSLFSRKLTALYTK
STLIGEDVNPLIKLDDAVNVDE IMTDTSTSYLLCISENKENVRDKKKGNIFIGIVGVQPA
TGEVVFDSFQDSASRSELETRMSSLQPVELLLPSALSEQTEALTHRATSVSVQDDRIRVE
RMDNIYFEYSHAFQAVTEFYAKDTVDIKGSQIISGIVNLEKPVICSLAATIKYLKEFNLE

KMLSKPENFKQLSSKMEFMT INGTTLRNLEILQNQTDMKTKGSLLWVLDHTKTSFGRRKL
KKWVTQPLLKLREINARLDAVSEVLHSESSVFGQIENHLRKLPDIERGLCSTYHKKCSTQ
EFFLIVKTLYHLKSEFQATTPAVNSHIQSDLLRTVILEIPELLSPVEHYLKILNEQAAKV
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GDKTELFKDLSDFPLIKKRKDEIQGVIDEIRMHLQEIRKILKNPSAQYVTVSGQEFMIET
KNSAVSCIPTDWVKVGSTKAVSRFHSPFIVENYRHLNQLREQLVLDCSAEWLDFLEKFSE
HYHSLCKAVHHLATVDCIFSLAKVAKQGDYCRPTVQEERKIVIKNGRHPVIDVLLGEQDQ
YVPNNTDLSEDSERVMI ITGPNMGGKSSYIKQVALITIMAQIGSYVPAEEATIGIVDGIF
TRMGAADNIYKGRSTFMEELTDTAEI IRKATSQSLVILDELGRGTSTHDGIATAYATLEY
FIRDVKSLTLFVTHYPPVCELEKNYSHQVGNYHMGFLVSEDESKLDPGAAEQVPDFVTFL
YQITRGIAARSYGLNVAKLADVPGEILKKAAHKSKELEGLINTKRKRLKYFAKLWTMHNA
QDLQKWTEEFNMEETQTS
>4H7AA 168 XRAY 2. 60 0. 176 0. 230 no CRISPR-associated protein Cse2 <UNP CSE2 THET8> [THERMUS
THERMOPHILUS ]
MSRGHHHHHHGSMSPGERFLDWLKRLQGQKAWTAARAAFRRSLAFPPGAYPRAMPYVEPF
LAKGDWRQEEREAHYLVAALYALKDGDHQVGRTLARALWEKAQGSASVEKRFLALLEADR
DQIAFRLRQAVALVEGGIDFARLLDDLLRWFSPERHVQARWAREYYGA
>4H79A 216 XRAY 1. 90 0. 150 0. 196 no CRISPR-associated protein, Cse2 family <UNP Q47PI5 THEFY>
[THERMOBIFIDA FUSCA]
GSMTTTETPKTISLTWVGTFVDQRVREIQEGYRLDNPRAVATLARLRRGAGKEIGDTPDL
WGLILDDREFYADAPPLKEKDMEVAENSAHTALTLYATHQQSRRDDRMHQRGWGLGEAVRR
LMPSSEIDEPLRKRFVQVGHAVTYKALAQRLRETVTLLRRDATPLDYGLLADQLYQFRTP
QGAQRVRTAWGRGFHAYRPKTTQNPDSTTTTEKDNS
>1K99A 99 NMR NA NA NA no Upstream binding factor 1 <UNP UBF1 HUMAN> [HOMO SAPIENS]
MKKLKKHPDFPKKPLTPYFRFEMEKRAKYAKLHPEMSNLDLTKILSKKYKELPEKKKMKY
TQDFQREKQEFERNLARFREDHPDL IQNAKKLEHHHHHH
>2HKVA 149 XRAY 1. 70 0. 185 0. 227 no Hypothetical protein <UNP Q411B9 9BACI> [EXIGUOBACTERIUM
SIBIRICUM]
GMTDWQQALDRHVGVGVRTTRDLIRLIQPEDWDKRPISGKRSVYEVAVHLAVLLEADLRI
ATGATADEMAQFYAVPVLPEQLVDRLDQSWQYYQDRLMADFSTETTYWGVTDSTTGWLLE
AAVHLYHHRSQLLDYLNLLGYDIKLDLFE
>1HKQA 132 XRAY 2. 75 0. 238 0. 272 no REPLICATION PROTEIN <UNP Q52546> [PSEUDOMONAS SYRINGAE
PV. SAVASTANOI]
MVDNKVTQSNKLIESSHTLTLNEKRLVLCAASLIDSRKPLPKDGYLTIRADTFAEVEGID
VKHAYAALDDAATKLFNRDIRRYVKGKVVERMRWVFHVKYREGQGCVELGFSPTIIPHLT
MLHKEFTSYQLK
>1JKOC 52 XRAY 2.24 0. 244 0. 306 no DNA-INVERTASE HIN <UNP HIN SALTY> [SALMONELLA TYPHIMURIUM
LT2]
GRPRATNKHEQEQISRLLEKGHPRQQLATIFGIGVSTLYRYFPASSTKKRMN
>10Y3D 282 XRAY 2.05 0.219 0.247 no transcription factor inhibitor I-kappa—B-beta <UNP
IKBB_MOUSE> [MUS MUSCULUS]
VEGYVTEDGDTALHLAVIHQHEPFLDFLLGFSAGHEYLDLONDLGQTALHLAAILGEAST
VEKLYAAGAGVLVAERGGHTALHLACRVRAHTCACVLLQPRPSHPRDASDTYLTQSQDCT
PDTSHAPAAVDSQPNPENEEEPRDEDWRLQLEAENYDGHTPLHVAVIHKDAEMVRLLRDA
GADLNKPEPTCGRTPLHLAVEAQAASVLELLLKAGADPTARMYGGRTPLGSALLRPNPIL
ARLLRAHGAPEPEDGGDKLSPCSSSGSDSDSDNRDEGDEYDD
>30D8A 116 XRAY 2.40 0.194 0.241 no Poly [ADP-ribose] polymerase 1 <UNP PARP1 HUMAN> [HOMO
SAPIENS]
MGSSHHHHHHSSGLVPRGSHMAESSDKLYRVEYAKSGRASCKKCSES TPKDSLRMAIMVQ
SPMEDGKVPHWYHFSCFWKVGHSIRHPDVEVDGFSELRWDDQQKVKKTAEAGGVTG
>2D8MA 129 NMR NA NA NA no DNA-repair protein XRCC1 <UNP XRCC1 HUMAN> [HOMO SAPIENS]
GSSGSSGEPRRPRAGPEELGKTLQGVVVVLSGFQNPFRSELRDKALELGAKYRPDWTRDS
THLICAFANTPKYSQVLGLGGRIVRKEWVLDCHRMRRRLPSQRYLMAGPGSSSEEDEASH
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SGGSGPSSG

>1D8BA 81 NMR NA NA NA no SGS1 RECQ HELICASE <UNP SGS1 YEAST> [SACCHAROMYCES CEREVISIAE]
ELNNLRMTYERLRELSLNLGNRMVPPVGNFMPDS ILKKMAATLPMNDSAFATLGTVEDKY

RRRFKYFKATIADLSKKRSSE

>2L3NA 104 NMR NA NA NA no DNA-binding protein rapl, Telomere length regulator tazl <UNP
TAZ1 SCHPO> [SCHIZOSACCHAROMYCES POMBE, SYNTHETIC]
SVSTLRSSVNHREVDEAIDNILRYTNSTEQQFLEAMESTGGRVRIATAKLLSKQTSGGSG
GSKLGGSGGSRKDLSVKGMLYDSDSQQILNRLRERVSGSTAQSA

>2L3RA 162 NMR NA NA NA no E3 ubiquitin—protein ligase UHRF1 <UNP UHRF1 HUMAN> [HOMO SAPIENS]
GGMWDETELGLYKVNEYVDARDTNMGAWFEAQVVRVTRKAPSRDEPCSSTSRPALEEDVI
YHVKYDDYPENGVVQMNSRDVRARART I TKWQDLEVGQVVMLNYNPDNPKERGFWYDAET

SRKRETRTARELYANVVLGDDSLNDCRI TFVDEVFKIERPGE

>3BUSA 235 XRAY 2. 15 0. 238 0. 256 no Telomeric repeat—binding factor 2 <UNP TERF2 HUMAN>
[HOMO SAPIENS]

GAGEARLEEAVNRWVLKFYFHEALRAFRGSRYGDFRQIRDIMQALLVRPLGKEHTVSRLL
RVMQCLSRIEEGENLDCSFDMEAELTPLESAINVLEMIKTEFTLTEAVVESSRKLVKEAA
VIICIKNKEFEKASKILKKHMSKDPTTQKLRNDLLNI IREKNLAHPVIQNFSYETFQQKM
LRFLESHLDDAEPYLLTMAKKALKSESAASSTGKEDKQPAPGPVEKPPREPARQL

>3GZ5A 240 XRAY 2. 20 0. 223 0. 273 no MutT/nudix family protein <UNP QSEFJ3 SHEON> [SHEWANELLA
ONEIDENSIS]

GSHMTEAEYLANYDPKAFKAQLLTVDAVLFTYHDQQLKVLLVQRSNHPFLGLWGLPGGFI
DETCDESLEQTVLRKLAEKTAVVPPYIEQLCTVGNNSRDARGWSVTVCYTALMSYQACQI
QTASVSDVKWWPLADVLOMPLAFDHLQLTEQARERLTQKALYSLVPGFALSEPFTLPELQ
HVHEVLLGKPIQGKSFRRRVEQADLLIDTGLKRTERGRPANLYCLKPDTASYRFLRNLEC

>2FMYA 220 XRAY 2. 20 0. 209 0. 247 no carbon monoxide oxidation system transcription regulator
CooA-1

<GB ABB15035> [CARBOXYDOTHERMUS HYDROGENOFORMANS]
ATQMRLTDTNLLEVLNSEEYSGVLKEFREQRYSKKAILYTPNTERNLVFLVKSGRVRVYL

AYEDKEFTLAILEAGDIFCTHTRAF IQAMEDTTILYTDIRNFQNIVVEFPAFSLNMVKVL
GDLLKNSLTTINGLVFKDARLRLAEFLVQAAMDTGLKVPQGIKLELGLNTEETALMLGTT
RQTVSVLLNDFKKMGILERVNQRTLLLKDLQKLKEFSSGV

>3FMYA 73 XRAY 1.40 0.157 0. 182 no HTH-type transcriptional regulator MQSA (ygiT/b3021) <UNP
YGIT ECOLI> [ESCHERICHIA COLI K-12]

GHMASVNAETVAPEF IVKVRKKLSLTQKEASEIFGGGVNAFSRYEKGNAXPHPSTIKLLR

VLDKHPELLNEIR

>4DHXA 75 XRAY 2.10 0.224 0.250 no 80 kDa MCM3-associated protein <UNP MCM3A HUMAN> [HOMO
SAPIENS]

GSLVLSELSQGLAVELMERVMMEFVRETCSQELKNAVETDQRVRVARCCEDVCAHLVDLF

LVEETFQTAKETLQE

>4DHXB 101 XRAY 2. 10 0. 224 0. 250 no Enhancer of yellow 2 transcription factor homolog <UNP
ENY2 HUMAN> [HOMO SAPTENS]

MVVSKMNKDAQMRAAINQKLIETGERERLKELLRAKLIECGWKDQLKAHCKEVIKEKGLE
HVTVDDLVAEITPKGRALVPDSVKKELLQRIRTFLAQHASL

>1UL1X 379 XRAY 2. 90 0. 220 0. 284 no Flap endonuclease—1 <UNP FEN1 HUMAN> [HOMO SAPIENS]
GIQGLAKLIADVAPSAIRENDIKSYFGRKVAIDASMSIYQFLIAVRQGGDVLQNEEGETT

SHLMGMFYRT IRMMENGIKPVYVFDGKPPQLKSGELAKRSERRAEAEKQLQQAQAAGAEQ
EVEKFTKRLVKVTKQHNDECKHLLSLMGIPYLDAPSEAEASCAALVKAGKVYAAATEDMD
CLTFGSPVLMRHLTASEAKKLPIQEFHLSRILQELGLNQEQFVDLCILLGSDYCESIRGI
GPKRAVDLIQKHKSIEEIVRRLDPNKYPVPENWLHKEAHQLFLEPEVLDPESVELKWSEP
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NEEELIKFMCGEKQFSEERTRSGVKRLSKSRQGSTQGRLDDFFKVTGSLSSAKRKEPEPK  GSTKKKAKTGAAGKFKRGK
>1UL4A 94 NMR NA NA NA no squamosa promoter binding protein—1like 4 <UNP SPL4 ARATH>
[ARABIDOPSIS THALIANA]
GSSGSSGLRLCQVDRCTADMKEAKLYHRRHKVCEVHAKASSVFLSGLNQRFCQQCSREFHD
LQEFDEAKRSCRRRLAGHNERRRKSSGESGPSSG
>3ULXA 174 XRAY 2. 60 0. 229 0. 276 no Stress—induced transcription factor NAC1 <UNP Q27JE5 ORYSJ>
[ORYZA SATIVA SUBSP. JAPONICA]
MGMRRERDAEAELNLPPGFRFHPTDDELVEHYLCRKAAGQRLPVPITAEVDLYKFDPWDL
PERALFGAREWYFFTPRDRKYPNGSRPNRAAGNGYWKATGADKPVAPRGRTLGIKKALVF
YAGKAPRGVKTDWIMHEYRLADAGRAAAGAKKGSLRLDDWVLCRLYNKKNEWEK
>3ULJA 90 XRAY 1.06 0.121 0.139 no Lin28b, DNA-binding protein <UNP B4F610 XENTR> [XENOPUS
(SILURANA) TROPICALIS]
GSDPQVLRGSGHCKWENVRMGFGF ISMTSREGSPLENPVDVFVHQSKLYMEGFRSLKEGE
PVEFTFKKSSKGFESLRVTGPGGNPCLGNE
>3F1ZA 133 XRAY 2.46 0.194 0. 228 no putative nucleic acid-binding lipoprotein <UNP
A6TEE6 KLEP7> [KLEBSIELLA PNEUMONIAE SUBSP. PNEUMONIAE MGH 78578]
GASKAFYSAGDKLFQPGDDAVASMQTYSVAQFLQPFTLNPAKASSDYLGKWVKVRGVIVD
IRRKSGIAGSYYFIVTMRDEQNKTDKRLTENFGSHNSADVEALSNGSVATIVGQVHQVQD
STTPTLQNPKVVK
>1F1EA 154 XRAY 1.37 0.166 0. 206 no HISTONE FOLD PROTEIN <UNP 093641 METKA> [METHANOPYRUS
KANDLERT]
MAVELPKAATERIFRQGIGERRLSQDAKDTIYDFVPTMAEYVANAAKSVLDASGKKTLME
EHLKALADVLMVEGVEDYDGELFGRATVRRILKRAGIERASSDAVDLYNKLICRATEELG
EKAAEYADEDGRKTVQGEDVEKAITYSMPKGGEL
>1IXCA 294 XRAY 2.20 0.219 0.245 no LysR—type regulatory protein <UNP Q9WXC7 ALCEU>
[CUPRIAVIDUS NECATOR]
MEFRQLKYFTAVAEAGNMAAAAKRLHVSQPPITROMQALEADLGVVLLERSHRGTELTAA
GHAFLEDARRILELAGRSGDRSRAAARGDVGELSVAYFGTPIYRSLPLLLRAFLTSTPTA
TVSLTHMTKDEQVEGLLAGT IHVGFSRFFPRHPGIEIVNIAQEDLYLAVHRSQSGKFGKT
CKLADLRAVELTLFPRGGRPSFADEVIGLFKHAGIEPRIARVVEDATAALALTMAGAASS
IVPASVAATRWPDIAFARIVGTRVKVPISCIFRKEKQPPILARFVEHVRRSAKD
>4IX7A 115 XRAY 1.58 0.191 0.216 no RE55538p <UNP Q8SYK5 DROME> [DROSOPHILA MELANOGASTER]
DNVMVSIGPNNTCVPASVFENINWSVCSLATRKLLVTIFDRETLATHSVTGKPSPAFKDQ
DKPLKRMLDPGKIQDIIFAVTHKCNASEKEVRNAITTKCADENKMMKIQNVKRRS
>2KEBA 101 NMR NA NA NA no DNA polymerase subunit alpha B <UNP DPOA2 HUMAN> [HOMO SAPIENS]
MGSSHHHHHHGSSLEVLFQGPGSMSASAQQLAEELQTFGLDCEEALTEKLVELCVQYGQN
EEGMVGELIAFCTSTHKVGLTSEILNSFEHEFLSKRLSKAR
>1057A 291 XRAY 2. 20 0. 100 0. 237 no PUR OPERON REPRESSOR <UNP PURR BACSU> [BACILLUS SUBTILIS]
MKFRRSGRLVDLTNYLLTHPHELIPLTFFSERYESAKSSISEDLTIIKQTFEQQGIGTLL
TVPGAAGGVKYIPKMKQAEAEEFVQTLGQSLANPERILPGGYVYLTDILGKPSVLSKVGK
LFASVFAEREIDVVMTVATKGIPLAYAAASYLNVPVVIVRKDNKVTEGSTVSINYVSGSS
NRIQTMSLAKRSMKTGSNVLI IDDFMKAGGT INGMINLLDEFNANVAGIGVLVEAEGVDE
RLVDEYMSLLTLSTINMKEKSIEIQNGNFLRFFKDNLLKNGETESHHHHHH
>20ZEA 298 XRAY 1.83 0. 192 0. 218 no Orf delta <UNP Q57280 STRPY> [STREPTOCOCCUS PYOGENES]
MIQYYYTKKEWGVVMEKEELKILEELRRILSNKNEATVILNNYFKGGVGKSKLSTMFAYL
TDKLNLKVLMIDKDLQATLTKDLAKTFKVELPRVNFYEGLKNGNLASSIVHLTDNLDLIP
GTFDLMLLPKLTRSWTFENESRLLATLLAPLKSDYDLIIIDTVPTPSVYTNNAIVASDYV
MIPLQAEEESTNNIQNYISYLIDLQEQFNPGLDMIGFVPYLVDTDSATIKSNLEELYKQH
KEDNLVEFQNI TKRSNKVSTWSKNGITEHKGYDKKVLSMYKNVFFEMLERI TIQLENEKE

26



>4HQBA 148 XRAY 2. 30 0. 193 0. 246 no Single—stranded DNA-binding protein DdrB <UNP DDRB DEIRA>
[DEINOCOCCUS RADIODURANS] DPFTMLQIEFITDLGARVTVNVEHESRLLDVQRHYGRLGWTSGEIPSGGYQFPIENEADF
DWSLIGARKWKSPEGEELV IHRGHAYRRRELEAVDSRKLKLPAATKYSRGAKVSDPQHVR
EKADGDIEYVSLAIFRGGKRQERYAVPG

>2BKYA 97 XRAY 1.70 0.172 0.205 no DNA/RNA-BINDING PROTEIN ALBA 1 <UNP ALBA1 SULSO>
[SULFOLOBUS SOLFATARICUS] MSSGTPTPSNVVLIGKKPVMNYVLAALTLLNQGVSEIVIKARGRAISKAVDTVEIVRNRF
LPDKIEIKEIRVGSQVVTSQDGRQSRVSTIETATRKK

>2FCTA 82 NMR NA NA NA no 7773 protein <GB AAH35079> [HOMO SAPIENS]
GSSGSSGQAMQAESGFVQHVGFKCDNCGTEPTQGVRWHCQDCPPEMSLDFCDSCSDCLHE

TDIHKEDHQLEPTYRSSGPSSG

>10SVA 230 XRAY 2.50 0.242 0.276 no Bile acid receptor <UNP NR1H4 RAT> [RATTUS NORVEGICUS]
AELTVDQQTLLDYIMDSYSKQRMPQEITNKILKEEFSAEENFLILTEMATSHVQILVEFT
KRLPGFQTLDHEDQIALLKGSAVEAMFLRSAETFNKKLPAGHADLLEERIRKSGISDEYI
TPMFSFYKSVGELKMTQEEYALLTAIVILSPDRQY IKDREAVEKLQEPLLDVLQKLCKIY
QPENPQHFACLLGRLTELRTFNHHHAEMLMSWRVNDHKFTPLLCEIWDVQ

>3RWRD 230 XRAY 3. 94 0. 274 0. 326 no Non—homologous end—joining factor 1 <UNP NHEJ1 HUMAN> [HOMO
SAPTENS]

MEELEQGLLMQPWAWLQLAENSLLAKVFTTKQGYALLVSDLQQVWHEQVDTSVVSQRAKE
LNKRLTAPPAAFLCHLDNLLRPLLKDAAHPSEATFSCDCVADALILRVRSELSGLPFYWN
FHCMLASPSLVSQHLTRPLMGMSLALQCQVRELATLLHMKDLEIQDYQESGATLIRDRLK
TEPFEENSFLEQFMIEKLPEACSIGDGKPFVMNLQDLYMAVTTQHHHHHH

>41BYA 200 XRAY 1. 45 0. 171 0. 200 no Cellular tumor antigen p53 <UNP P53 HUMAN> [HOMO SAPIENS]
SSSVPSQKTYQGSYGFRLGFLHSGTAKSVTCTYSPALNKMFCQLAKTCPVQLWVDSTPPP
GTRVRAMAIYKQSQHMTEVVRRCPHHERCSDSDGLAPPQHLIRVEGNLRVEYLDDRNTEFR
HSVVVPYEPPEVGSDCTTIHYNYMCNRSCMGGMNRRPILTIITLEDSSGNLLGRNSFEVH

VCACPGRDRRTEEENLRKKG

>3TEDA 271 XRAY 2.00 0.195 0.249 no Chromo domain—containing protein 1 <UNP CHD1 YEAST>
[SACCHAROMYCES CEREVISIAE] GPDMDSIGESEVRALYKAILKFGNLKEILDELIADGTLPVKSFEKYGETYDEMMEAAKDC
VHEEEKNRKE ILEKLEKHATAYRAKLKSGEIKAENQPKDNPLTRLSLKKREKKAVLENFK
GVKSLNAESLLSRVEDLKYLKNLINSNYKDDPLKFSLGNNTPKPVQNWSSNWTKEEDEKL
LIGVFKYGYGSWTQIRDDPFLGITDKIFLNEVHNPVAKKSASSSDTTPTPSKKGKGITGS
SKKVPGATHLGRRVDYLLSFLRGGLNTKSPS

>3TEKA 148 XRAY 2. 00 0. 207 0. 255 no ThermoDBP-single stranded DNA binding protein <PDB 3TEK>
[THERMOPROTEUS TENAX] MGEELREEERGEVRSELITKGEKKLVLIRWNTGKTSAGRLFGRYGPGGRPEFFKLLFGAV
AGSLREQFGPDGENIFNRIRDSEKFRETSRELFDGLKKWFFEEAVPRYNLERGDIFMIST
ELVLDPDTGELLWNRDKTQLIYWIRSDR

>2BA3A 51 NMR NA NA NA no NikA <GB BAA78022> [PLASMID R64]
SDSAVRKKSEVRQKTVVRTLRFSPVEDETIRKKAEDSGLTVSAYIRNAALN

>3EWAA 322 XRAY 2.00 0.223 0.255 no DNA repair and recombination protein radA <UNP

RADA METMP> [METHANOCOCCUS MARIPALUDIS]
MADVLTELPGVGPSTADKLIEGGYLDFMKIATATIGELTDIEGISEKAAAKMIMAARDLC
DLGFKSGVELLKQRQSVWRLSTGSTELDTVLAGGIESQSVTEFAGMFGSGKTQIMHQTCV
NLQMREKIFADLEGVVEEELEAPKAVY IDTEGTFRPERVVQMAEGAGIDGQTVLDNTFVA
RAYNSDMQMLFAEKIEDLIKGGNNIKLVIIDSLTSTFRNEFTGRGKLAERQQKLGRHMAT
LNKLADLYNCIVLVTNQVAAKPDAYFGVAEQAIGGHVVGHAATFRFFLRKSKGDKRVAKL  YDSPHLPDSEAVFRITEKGIQD
>2H6BA 250 XRAY 2.20 0. 186 0.229 no ChloroPhenol Reduction gene K <UNP

Q18R04 DESHD> [DESULFITOBACTERTUM HAFNIENSE]
MSVEGLGKDFCGAIIPDNFFPIEKLRNYTQMGLIRDFAKGSAVIMPGEEITSMIFLVEGK

27



IKLDITFEDGSEKLLYYAGGNSLIGKLYPTGNNIYATAMEPTRTCWFSEKSLRTVFRTDE
DMIFEIFKNYLTKVAYYARQVAEMNTYNPTIRILRLFYELCSSQGKRVGDTYEITMPLSQ
KSIGEITGVHHVTVSRVLACLKRENILDKKKNKI IVYNLGELKHLSEQTSYYSDPNSSSV

DKLAAALDHH

>3BODC 76 XRAY 2.20 0.208 0.261 no Centromere protein W <PDB 3BOD> [GALLUS GALLUS]
GRRTVPRGTLRKI IKKHKPHLRLAANTDLLVHLSFLLFLHRLAEEARTNAFENKCKI IKP

EHTTAAAKVILKKSRG

>3NFTA 237 XRAY 1.90 0.190 0. 224 no DNA-directed RNA polymerase I subunit RPA49 <UNP
RPA49 YEAST>

[SACCHAROMYCES CEREVISIAE]
GSHMDLPTRAQMDEITSNDRPTPLANIDATDVEQIYPIESTIPKKELQFIRVSSILKEAD
KEKKLELFPYQNNSKYVAKKLDSLTQPSQMTKLQMLYYLSLLLGVYENRRVNNKTKLLER
LNSPPEILVDGILSRETVIKPGQFGRSKDRSYFIDPQNEDKILCYILATIMHLDNFIVEI
TPLAHELNLKPSKVVSLFRVLGAIVKGATVAQAEAFGIPKSTAASYKTATMKVPFKL

>174HA 66 NMR NA NA NA no Tor inhibition protein <UNP Q9AZ38 BPHK6> [ESCHERICHIA
COLI] MQHELQPDSLVDLKFIMADTGFGKTFIYDRIKSGDLPKAKVIHGRARWLYRDHCEFKNKL

LSRANG

>274SA 440 XRAY 3.00 0.291 0.291 no Chromosomal replication initiator protein dnaA <UNP
DNAA THEMA> [THERMOTOGA MARITIMA]

MKERILQEIKTRVNRKSWELWESSFDVKS IEGNKVVEFSVGNLFIKEWLEKKYYSVLSKAV
KVVLGNDATFEITYEAFEPHSSYSEPLVKKRAVLLTPLNPDY TFENFVVGPGNSFAYHAA
LEVAKHPGRYNPLFIYGGVGLGKTHLLQSIGNYVVQNEPDLRVMY ITSEKFLNDLVDSMK
EGKLNEFREKYRKKVDILLIDDVQFLIGKTGVQTELFHTFNELHDSGKQIVICSDREPQK
LSEFQDRLVSRFQMGLVAKLEPPDEETRKS TARKMLEIEHGELPEEVLNFVAENVDDNLR
RLRGAIIKLLVYKETTGKEVDLKEAILLLKDF IKPNRVKAMDPIDELIEIVAKVTGVPRE
EILSNSRNVKALTARRIGMYVAKNYLKSSLRT IAEKFNRSHPVVVDSVKKVKDSLLKGNK
QLKALIDEVIGEISRRALSG

>3EI3B 383 XRAY 2. 30 0.210 0. 251 no DNA damage-binding protein 2 <UNP Q2YDS1 DANRE> [DANIO
RERIO]

MHHHHHHVDENL YFQGGGRTGGQKKVGQTSILHYIYKSSLGQSIHAQLRQCLQEPFIRSL
KSYKLHRTASPFDRRVTSLEWHPTHPTTVAVGSKGGDI ILWDYDVQNKTSFIQGMGPGDA
ITGMKFNQENTNQLEVSSIRGATTLRDESGSVIQVFAKTDSWDYWYCCVDVSVSRQMLAT
GDSTGRLLLLGLDGHEIFKEKLHKAKVTHAEFNPRCDWLMATSSVDATVKLWDLRNIKDK
NSYTAEMPHEKPVNAAYFNPTDSTKLLTTDQRNEIRVYSSYDWSKPDQI I THPHRQFQHL
TPIKATWHPMYDLIVAGRYPDDQLLLNDKRTIDIYDANSGGLVHQLRDPNAAGIISLNKF
SPTGDVLASGMGFNILIWNREDT

>1EIJA 80 NMR NA NA NA no HYPOTHETICAL PROTEIN MTH1615 <UNP DNBP METTH>
[METHANOTHERMOBACTER THERMAUTOTROPHICUS]
MRQQLEMQKKQIMMQILTPEARSRLANLRLTRPDFVEQIELQLIQLAQMGRVRSKITDEQ
LKELLKRVAGKKREIKISRK

>2HUEA 175 XRAY 1.70 0. 209 0. 239 no Anti-silencing protein 1 <UNP ASF1_YEAST> [SACCHAROMYCES
CEREVISTAE]
PLGSPNSSIVSLLGIKVLNNPAKFTDPYEFEITFECLESLKHDLEWKLTYVGSSRSLDHD
QELDSILVGPVPVGVNKFVESADPPSAELTPASELVSVTVILLSCSYDGREFVRVGYYVN
NEYDEEELRENPPAKVQVDHIVRNILAEKPRVTRENIVWDNENEGDLYPPEQPGV
>2HUEB 77 XRAY 1. 70 0. 209 0. 239 no Histone H3 <UNP Q92133_XENLA> [XENOPUS LAEVIS]
MALIRKLPFQRLVRETAQDFKTDLRFQSSAVMALQEASEAYLVALFEDTNLCATHAKRVT
IMPKDIQLARRIRGERA
>2HUEC 84 XRAY 1. 70 0. 209 0. 239 no Histone H4 <UNP H4 XENLA> [XENOPUS LAEVIS]
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MKVLRDNIQGITKPATRRLARRGGVKRISGLIYEETRGVLKVFLENVIRDAVTYTEHAKR
KTVTAMDVVYALKRQGRTLYGFGG

>3SSCA 170 XRAY 2. 10 0. 197 0.259 no 5—methylcytosine—specific restriction enzyme B <UNP
MCRB _ECOLI> [ESCHERICHIA COLI]
MESIQPWIEKFIKQAQQQRSQSTKDYPTSYRNLRVKLSFGYGNFTSIPWFAFLGEGQEAS
NGIYPVILYYKDFDELVLAYGISDTNEPHAQWQFSSDIPKTIAEYFQATSGVYPKKYGQS

YYACSQKVSQGIDYTRFASMLDNI INDYKLIFNSGKSVIPPLEGHHHHHH

>3GXQA 54 XRAY 2.35 0.237 0.261 no Putative regulator of transfer genes ArtA <UNP
Q2FDC9 _STAA3>  [STAPHYLOCOCCUS AUREUS SUBSP. AUREUS USA300]

ENSVFFGKKKKVSLHLLVDPDMKDET TKYAQEKDFDNVSQAGRETLKKGLEQTA

>3TOCA 224 XRAY 2.20 0.217 0. 258 no Putative uncharacterized protein <UNP Q99ZV9 STRP1>
[STREPTOCOCCUS PYOGENES]

GSFTMNLNFSLLDEPIPLRGGTILVLEDVCVFSKIVQYCYQYEEDSELKFFDHKMKT IKE
SEIMLVTDILGFDVNSSTILKLIHADLESQFNEKPEVKSMIDKLVATITELIVFECLENE
LDLEYDEITILELIKSLGVKVETQSDTIFEKCLEILQIFKYLTKKKLLIFVNSGAFLTKD
EVASLQEYISLTNLTVLFLEPRELYDFPQYILDEDYFLITKNMV

>21JGX 526 XRAY 2.10 0.238 0.262 no Cryptochrome DASH, chloroplast/mitochondrial <UNP
CRYD ARATH> [ARABIDOPSIS THALIANA]
MNDHIHRVPALTEEEIDSVAIKTFERYALPSSSSVKRKGKGVTILWFRNDLRVLDNDALY
KAWSSSDTILPVYCLDPRLFHTTHFENFPKTGALRGGFLMECLVDLRKNLMKRGLNLLIR
SGKPEEILPSLAKDFGARTVFAHKETCSEEVDVERLVNQGLKRVGNSTKLELIWGSTMYH
KDDLPFDVEDLPDVYTQFRKSVEAKCSIRSSTRIPLSLGPTPSVDDWGDVPTLEKLGVEP
QEVTRGMRFVGGESAGVGRVFEYFWKKDLLKVYKETRNGMLGPDYSTKFSPWLAFGCISP
RFIYEEVQRYEKERVANNSTYWVLFELIWRDYFRFLSIKCGNSLFHLGGPRNVQGKWSQD
QKLFESWRDAKTGYPLIDANMKELSTTGFMSNRGRQIVCSFLVRDMGLDWRMGAEWFETC
LLDYDPCSNYGNWTYGAGVGNDPREDRYFSTPKQAQNYDPEGEYVAFWLQQLRRLPKEKR
HWPGRLMYMDTVVPLKHGNGPMAGGSKSGGGFRGSHSGRRSRHNGP

>4JQFA 179 XRAY 1.60 0. 199 0. 219 no CST complex subunit STNI <UNP STN1 HUMAN> [HOMO SAPIENS]
AEALSNPGALDLPSLTSLLSEKAKEFLMENRVQSFYQQELEMVESLLSLANQPVIHSASS
DQVNFKKDTTSKATHSTFKNAIQLLQEKGLVFQKDDGFDNLYYVTREDKDLHRKIHRI IQ
QDCQKPNHMEKGCHFLHILACARLSIRPGLSEAVLQQVLELLEDQSDIVSTMEHYYTAF

>3QOEA 302 XRAY 3.00 0.183 0.247 no Heterocyst differentiation protein <UNP

Q2ACK9 9CYAN> [FISCHERELLA THERMALIS]
SNAMSNDVDLIKRLGPSAMDQIMLYLAFSAMRTSGHRHGAFLDAAATAAKCATYMTYLEQ
GONLRMTGHLHHLEPKRVKAIVEEVRQALTEGKLLKMLGSQEPRYLIQFPYVWMEKYPWR
PGRSRIPGTSLTSEEKRQIEQKLPSNLPDAHL I TSFEFLELIEFLHKRSQEDLPKEHQMP
LSEALAEHIKRRLLYSGTVTRIDSPWGMPFYALTRPFYAPADDQERTY IMVEDTARFFRM
MRDWAEKRPNTMRVLEELDILPEKMQQAKDELDEI TRAWADKYHQDDGVPVVLQMVEGKK

ED

>3QRFF 82 XRAY 2. 80 0. 248 0. 283 no Forkhead box protein P3 <UNP FOXP3 HUMAN> [HOMO SAPIENS]
MRPPETYATLIRWAILEAPEKQRTLNEIYHWETRMFAFFRNHPATWKNAIRHNLSLHKCF

VRVESEKGAVWTVDELEFRKKR

>2ECCA 76 NMR NA NA NA no Homeobox and leucine zipper protein Homez <UNP HOMEZ HUMAN> [HOMO
SAPIENS]

GSSGSSGKRKTKEQLAILKSFFLQCQWARREDYQKLEQITGLPRPEI IQWFGDTRYALKH

GQLKWFRDNASGPSSG

>3MO3A 95 XRAY 2. 50 0. 228 0. 266 no Origin recognition complex subunit 6 <UNP ORC6 HUMAN> [HOMO
SAPIENS]

29



MSNIGIRDLAVQFSCIEAVNMASKILKSYESSLPQTQQVDLDLSRPLFTSAALLSACKIL
KLKVDKNKMVATSGVKKAIFDRLCKQLEKIGQQVD

>1UB4A 110 XRAY 1.70 0.251 0.232 no MazF protein <UNP CHPA ECOLI> [ESCHERICHIA COLI]
VSRYVPDMGDLIWVDFDPTKGSEQAGHRPAVVLSPEMYNNKTGMCLCVPCTTQSKGYPFE
VVLSGQERDGVALADQVKSTAWRARGATKKGTVAPEELQLIKAKINVLIG

>1UB4C 85 XRAY 1.70 0.251 0.232 no MazE protein <UNP CHPR ECOLI> [ESCHERICHIA COLI]
GPHMIHSSVKRWGNSPAVRIPATLMQALNLNIDDEVKIDLVDGKLIIEPVRKEPVFTLAE

LVNDITPENLHENIDWGEPKDKEVW

>IMSZA 86 NMR NA NA NA no DNA-binding protein SMUBP-2 <UNP SMBP2 HUMAN> [HOMO SAPIENS]
MGSLNGGSPEGVESQDGYDHFRAMIVEFMASKKMQLEFPPSLNSHDRLRVHQTAEEHGLR

HDSSGEGKRRF I TVSKRAGSHHHHHH

>4JOLA 64 XRAY 2.91 0.211 0.252 no Protein CBFA2T1 <UNP MTG8 HUMAN> [HOMO SAPIENS]
SEEMIDHRLTDREWAEEWKHLDHLLNCIMDMVEKTRRSLTVLRRCQEADREELNYWIRRY

SDAE

>4JOIA 166 XRAY 2.05 0. 213 0. 249 no CST complex subunit STN1 <UNP STN1 HUMAN> [HOMO SAPIENS]
LDPVFLAFAKLYIRDILDMKESRQVPGVFLYNGHPIKQVDVLGTVIGVRERDAFYSYGVD
DSTGVINCICWKKLNTESVSAAPSAARELSLTSQLKKLQETTEQKTKIEIGDTIRVRGST
RTYREERETHATTYYKVDDPVWNIQTARMLELPTIYRKVYDQPFHS

>4JOIC 122 XRAY 2.05 0. 213 0. 249 no CST complex subunit TEN1 <UNP TEN1L HUMAN> [HOMO SAPIENS]
MLPKPGTYYLPWEVSAGQVPDGSTLRTFGRLCLYDMIQSRVTLMAQHGSDQHQVLVCTKL

VEPFHAQVGSLY IVLGELQHQQDRGSVVKARVLTCVEGMNLPLLEQAIREQRLYKQERGG

SQ

>2G99A 308 XRAY 1.90 0.212 0.243 no WD-repeat protein 5 <UNP WDR5 HUMAN> [HOMO SAPIENS]
KPTPVKPNYALKFTLAGHTKAVSSVKFSPNGEWLASSSADKLIKIWGAYDGKFEKTISGH
KLGISDVAWSSDSNLLVSASDDKTLKIWDVSSGKCLKTLKGHSNYVFCCNENPQSNLIVS
GSFDESVRIWDVKTGKCLKTLPAHSDPVSAVHENRDGSLIVSSSYDGLCRIWDTASGQCL

KTLIDDDNPPVSFVKEFSPNGKY ILAATLDNTLKLWDYSKGKCLKTYTGHKNEKYCIFANF
SVTGGKWIVSGSEDNLVYIWNLQTKEIVQKLQGHTDVVISTACHPTENI IASAALENDKT

IKLWKSDC

>2GI9WA 138 XRAY 1.80 0.204 0.252 no conserved hypothetical protein <UNP P95163 MYCTU>
[MYCOBACTERIUM TUBERCULOSIS]

MAKLTRLGDLERAVMDHLWSRTEPQTVRQVHEALSARRDLAYTTVMAVLQRLAKKNLVLQ
ITRDDRAHRYAPVHGRDELVAGLMVDALAQAEDSGSRQAALVHFVERVGADEADALRRALA

ELEAGHGNRPPAGAATET

>3D6WA 111 XRAY 2. 40 0. 184 0. 209 no Methyl-accepting/DNA response regulator <UNP Q73A38 BACC1>
[BACILLUS CEREUS]

GKSVVTLKTTDGWIPVPESKVMYLEAKDKKTYVNAEELTGTHKYSLQEFEYLLPKDSFIR
CHRSFIVNVNHIKAIYPDTHSTFLLSMDNGERVPVSQSYASYFRKLLGFGS

>1IWGGA 127 NMR NA NA NA no HYPOTHETICAL PROTEIN (RIKEN cDNA 2810455B10) <GB XP_110852> [MUS
MUSCULUS]

GSSGSSGLKGEPDCYALSLESSEQLTLEIPLNDSGSAGLGVSLKGNKSRETGTDLGIFIK
STTHGGAAFKDGRLRMNDQLIAVNGETLLGKSNHEAMETLRRSMSMEGNIRGMIQLVILR

RSGPSSG

>1WG2A 64 NMR NA NA NA no zinc finger (AN1-like) family protein <UNP ZF2N3 ARATH> [ARABIDOPSIS
THALIANA]

GSSGSSGPSRPVRPNNRCFSCNKKVGVMGFKCKCGSTFCGSHRYPEKHECSFDFKEVGSG

PSSG

>27TDA 212 XRAY 2.40 0. 204 0. 268 no Holliday junction ATP-dependent DNA helicase ruvA <UNP
RUVA MYCTU> [MYCOBACTERIUM TUBERCULOSIS]
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MASMTGGQQMGRGSEFMIASVRGEVLEVALDHVVIEAAGVGYRVNATPATLATLRQGTEA
RLITAMIVREDSMTLYGFPDGETRDLFLTLLSVSGVGPRLAMAALAVHDAPALRQVLADG
NVAALTRVPGIGKRGAERMVLELRDKVGVAATGGALSTNGHAVRSPVVEALVGLGFAAKQ
AEEATDTVLAANHDATTSSALRSALSLLGKAR

>17S3A 182 XRAY 2.70 0.209 0.258 no Lactococcus lactis MG1363 DpsA <PDB 1ZS3> [LACTOCOCCUS
LACTIS]

MITKLMIDEKYAKELDKAEIDHHKPTAGAMLGHVLSNLFIENIRLTQAGIYAKSPVKCEY
LREIAQREVEYFFKISDLLLDENEIVPSTTEEFLKYHKFITEDPKAKYWTDEDLLESFIV
DFQAQNMFITRAIKLANKEEKFALAAGVVELYGYNLQVIRNLAGDLGKSVADFHDEDEDN

DN

>2Q79A 93 XRAY 1. 80 0. 227 0. 241 no Regulatory protein E2 <UNP VE2 HPV16> [HUMAN PAPILLOMAVIRUS
TYPE 16]

TTPIVHLKGDANTLKCLRYRFKKHCTLYTAVSSTWHWTGHNVKHKSATVTLTYDSEWQRD
QFLSQVKIPKTITVSTGEMSIGGGTGGGSGGGS

>1EE8A 266 XRAY 1. 90 0. 214 0. 258 no MUTM (FPG) PROTEIN <UNP FPG_THET8> [THERMUS

THERMOPHILUS]]

PELPEVETTRRRLRPLVLGQTLRQVVHRDPARYRNTALAEGRRILEVDRRGKFLLFALEG
GVELVAHLGMTGGFRLEPTPHTRAALVLEGRTLYFHDPRRFGRLFGVRRGDYREIPLLLR
LGPEPLSEAFAFPGFFRGLKESARPLKALLLDQRLAAGVGNIYADEALFRARLSPFRPAR
SLTEEEARRLYRALREVLAEAVELGGSTLSDQSYRQPDGLPGGFQTRHAVYGREGLPCPA

CGRPVERRVVAGRGTHFCPTCQGEGP

>20WYA 306 XRAY 2.50 0.234 0.279 no Recombination—associated protein rdgC <UNP RDGC PSEAE>
[PSEUDOMONAS AERUGINOSA]

MWERNLLVYRLTQDLQLDADSLEKALGEKSARPCASQELTTYGFTAPFGKGPDAPLVHVS
QDFFLISARKEERTLPGSVVRDALKEKVDETEAQOMRKVYKKERDQLKDETVQTLLPRAF
IRRSSTFAATAPSLGLILVDSASAKKAEDLLSTLREALGSLPVRPLSVKVAPTATLTDWV
KTQEAAGDFHVLDECELRDTHEDGGVVRCKRQDLTSEEIQLHLTAGKLVTQLSLAWSDKL
SFVLDDKLAVKRLRFEDLLQEQAEKDGGEDALGQLDASFTLMMLTFAEFLPALFEALGGE

ETPQGV

>1TOFC 54 XRAY 1.85 0. 211 0. 235 no Transposon Tn7 transposition protein tnsC <UNP TNSC_ECOLI>
[ESCHERICHIA COLI]

GSATKVVKPSDWDSLPDTDLRYTYSQRQPEKTMHERLKGKGVIVDMASLFKQAG

>1WOCA 103 XRAY 2.00 0.221 0. 276 no Primosomal replication protein n <UNP PRIB ECOLI>
[ESCHERICHIA COLI]

TNRLVLSGTVCRAPLRKVSPSGIPHCQFVLEHRSVQEEAGFHRQAWCQMPV IVSGHENQA
ITHSITVGSRITVQGFISCHKAKNGLSKMVLHAEQIELIDSGD

>2COBA 70 NMR NA NA NA no LCoR protein <UNP Q5VW16 HUMAN> [HOMO SAPIENS]
GSSGSSGRGRYRQYNSEILEEATSVVMSGKMSVSKAQSIYGIPHSTLEYKVKERLGTLKN

PPKKKMKLMR

>2P12E 142 XRAY 2. 00 0. 233 0. 255 no Replication protein A 14 kDa subunit <UNP RFA3 HUMAN> [HOMO
SAPIENS]

MGHHHHHHHHHHS SGHIEGRHMVDMMDLPRSRINAGMLAQFIDKPVCFVGRLEKTHPTGK
MFILSDGEGKNGTIELMEPLDEEISGIVEVVGRVTAKATILCTSYVQFKEDSHPFDLGLY

NEAVKITHDFPQFYPLGIVQHD
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>1YDOA 96 XRAY 1. 50 0. 170 0. 185 no UvrABC system protein C <UNP UVRC THEMA> [THERMOTOGA MARITIMA]
MKEKIRKKILLAPEEPGVYIFKNKGVPIYIGKAKRLSNRLRSYLNPQTEKVFRIGEEADE

LETIVVMNEREAF ILEANLIKKYRPKYNVRLKDTDF

>1YDXA 406 XRAY 2.30 0.199 0.231 no type I restriction enzyme specificity protein MG438 <UNP
T1SX MYCGE> [MYCOPLASMA GENITALIUM]

MGHHHHHHHHHHSSGHIDDDDKHMTPKLKLNNNINWTKRT IDSLFDLKKGEMLEKELITP
EGKYEYFNGGVKNSGRTDKENTFKNTISVIVGGSCGYVRLADKNFFCGQSNCTLNLLDPL
ELDLKFAYYALKSQQERIEALAFGTTIQNIRISDLKELEIPFTSNKNEQHATANTLSVED
ERLENLASLIEINRKLRDEYAHKLFSLDEAFLSHWKLEALQSQMHEI TLGETIFNFKSGKY
LKSEERLEEGKFPYYGAGIDNTGEFVAEPNTEKDT ISTTSNGYSLGNIRYHEIPWENGTGS
TALEPMNNEIYVPFFYCALKYLQKDIKERMKSDDSPFLSLKLAGEIKVPYVKSFQLQRKA
GKIVFLLDQKLDQYKKELSSLTVIRDTLLKKLFPDMTERTKSIKDY

>3TRBA 104 XRAY 2. 00 0.201 0. 243 no Virulence—associated protein I <UNP Q83BL4 COXBU> [COXIELLA
BURNETIT]

SNAMAANRMRP THPGETLAEELGFLDKMSANQLAKHLATPTNRVTATLNGARSTTADTAL
RLAKFFGTTPEFWLNLQDAYDIKMALKKSGKKIEKEVTPYDQAA

>IWPKA 146 NMR NA NA NA no ADA regulatory protein <UNP ADA ECOLI> [ESCHERICHIA COLI]
MKKATCLTDDQRWQSVLARDPNADGEFVFAVRTTGIFCRPSCRARHALRENVSFYANASE
ALAAGFRPCKRCQPEKANAQQHRLDKITHACRLLEQETPVTLEALADQVAMSPFHLHRLEF KATTGMTPKAWQQAWRARRLRESLAK
>2WPOA 180 XRAY 2.67 0.228 0.266 no HOBA <UNP 025828 HELPY> [HELICOBACTER PYLORI]
MKNFYDWIKEFIRDQGEFIAQQSGWLELERSSYAKLIAQTISHVLNGGSLLVSADSSRHW
FLNYILSNLNPKDLKERPLLSVIDFNASSFYPKNDANLSLAT IEMTYQNPMFWHVGKIEN
EGLKTILLSKIPSFLWLFEELKEDCLLLKEHDSLLDYKLLQLFKLFENALFSVLYNKVTL

>4T00A 127 XRAY 1. 25 0. 150 0. 167 no Bromodomain—containing protein 4 <UNP BRD4 HUMAN> [HOMO SAPIENS]
SMNPPPPETSNPNKPKRQTNQLQYLLRVVLKTLWKHQFAWPFQQPVDAVKLNLPDYYKI I

KTPMDMGT IKKRLENNYYWNAQECIQDENTMETNCY IYNKPGDDIVLMAEALEKLFLQKI NELPTEE

>3105A 333 XRAY 2.40 0.212 0. 248 no Recombination and repair protein <UNP UVSX BPT4>
[ENTEROBACTERIA PHAGE T4]

GSHMDVVRTKTPMMNTALSGEITGGMQSGLLILAGPSKSFKSNFGLTMVSSYMRQYPDAV
CLFYDSEFGITPAYLRSMGVDPERVIHTPVQSLEQLRIDMVNQLDATERGEKVVVFIDSL
GNLASKKETEDALNEKVVSDMTRAKTMKSLFRIVTPYFSTKNIPCIAINHTYETQEMFSK
TVMGGGTGPMYSADTVFTTGKRQIKDGSDLQGYQFVLNVEKSRTVKEKSKFFIDVKFDGG
IDPYSGLLDMALELGFVVKPKNGWYAREFLDEETGEMIREEKSWRAKDTNCTTFWGPLFK
HQPFRDATKRAYQLGAIDSNEIVEAEVDELINS

>3PGZA 193 XRAY 2. 10 0. 212 0.256 no Single—stranded DNA-binding protein <UNP Q6G302 BARHE>
[BARTONELLA HENSELAE] MAHHHHHHMGTLEAQTQGPGSMAGSLNKVILIGNLGADPEIRRLNSGDQVANLRIATSES
WRDRNTNERKERTEWHNTVIFNENLVKVVEQYLKKGSKTYTEGQLQTRKWQDQNGNDRYT
TETVLQKYRGELQMLDGRAAAGGEQMQGANQSSGAYSSVGFGDNSANQRDVFGSNNSQLG

ESFSHKLDDDVPF

>3ZLJC 53 XRAY 3. 10 0.229 0.263 no DNA MISMATCH REPAIR PROTEIN MUTS <UNP MUTS ECOLI>
[ESCHERICHIA COLI K-12]

PNAAATQVDGTQMSLLSVPEETSPAVEALENLDPRSLTPRQALEWIYRLKSLV

>1ZRJA 50 NMR NA NA NA no E1B-55kDa—associated protein 5 isoform ¢ <UNP HNRL1 HUMAN> [HOMO
SAPIENS] GSSGSSGMDVRRLKVNELREELQRRGLDTRGLKAELAERLQAALSGPSSG

>3POVA 488 XRAY 2.50 0.209 0.264 no ORF 37 <UNP P88925 HHV8> [HUMAN HERPESVIRUS 8 TYPE M]
GAMEATPTPADLFSEDYLVDTLDGLTVDDQQAVLASLSFSKFLKHAKVRDWCAQAKIQPS

MPALRMAYNYFLFSKVGEF IGSEDVCNFFVDRVFGGVRLLDVASVYAACSQMNAHQRHHI
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CCLVERATSSQSLNPVWDALRDGI ISSSKFHWAVKQQNTSKKIFSPWPITNNHFVAGPLA
FGLRCEEVVKTLLATLLHPDETNCLDYGFMQSPQNGIFGVSLDFAANVKTDTEGRLQFDP
NCKVYEIKCRFKYTFAKMECDPIYAAYQRLYEAPGKLALKDFFYSISKPAVEYVGLGKLP
SESDYLVAYDQEWEACPRKKRKLTPLHNLIRECILHNSTTESDVYVLTDPQDTRGQISIK

ARFKANLFVNVRHSYFYQVLLQSSIVEEY IGLDSGIPRLGSPKYY IATGFFRKRGYQDPV
NCTIGGDALDPHVEIPTLLIVTPVYFPRGAKHRLLHQAANFWSRSAKDTFPYIKWDFSYL

SANVPHSP

>3GASA 78 XRAY 1.70 0.166 0. 186 no HTH-type transcriptional regulator MgsA (YgiT/B3021) <UNP
YGIT ECOLI> [ESCHERICHIA COLI K-12]
GHMKCPVCHQGEMVSGIKDIPYTFRGRKTVLKGIHGLYCVHCEES IMNKEESDAFMAQVK

AFRASVNAETVAPEFIVK

>3RLOA 204 XRAY 1. 80 0. 169 0. 192 no Gamma—interferon-inducible protein 16 <UNP IF16 HUMAN> [HOMO
SAPIENS]

GSVDDSAQSDLKEVMVLNATESFVYEPKEQKKMFHATVATENEVERVKVENIDLKEKEFTP
KKITATANYVCRNGFLEVYPFTLVADVNADRNME IPKGLIRSASVTPKINQLCSQTKGSF
VNGVFEVHKKNVRGEFTYYEIQDNTGKMEVVVHGRLTT INCEEGDKLKLTCFELAPKSGN

TGELRSVIHSHIKVIKTRKNAAAS

>1791A 147 XRAY 2. 50 0. 223 0. 305 no Organic hydroperoxide resistance transcriptional regulator <UNP
OHRR_BACSU> [BACILLUS SUBTILIS] MENKFDHMKLENQLSFLLYASSREMTKQYKPLLDKLNITYPQYLALLLLWEHETLTVKKM
GEQLYLDSGTLTPMLKRMEQQGLITRKRSEEDERSVLISLTEDGALLKEKAVDIPGTILG LSKQSGEDLKQLKSALYTLLETLHQKN
>3TB6A 298 XRAY 2. 21 0. 188 0. 231 no Arabinose metabolism transcriptional repressor <UNP ARAR BACSU>
[BACILLUS SUBTILIS]

GIDPFTSAKSALHSNKTIGVLTTYISDYIFPSIIRGIESYLSEQGYSMLLTSTNNNPDNE
RRGLENLLSQHIDGLIVEPTKSALQTPNIGYYLNLEKNGIPFAMINASYAELAAPSFTLD

DVKGGMMAAEHLLSLGHTHMMG IFKADDTQGVKRMNGE IQAHRERELFPSPDMIVTFTTE
EKESKLLEKVKATLEKNSKHMPTAILCYNDEIALKVIDMLREMDLKVPEDMSIVGYDDSH
FAQISEVKLTSVKHPKSVLGKAAAKYVIDCLEHKKPKQEDVIFEPELI IRQSARKLNE

>2099A 182 XRAY 1. 70 0. 207 0. 261 no Acetate operon repressor <UNP ICLR ECOLI> [ESCHERICHIA COLI]
GHMSRNLLATVHPTLRNLMEESGETVNMAVLDQSDHEAT T IDQVQCTHLMRMSAPTGGKL
PMHASGAGKAFLAQLSEEQVTKLLHRKGLHAYTHATLVSPVHLKEDLAQTRKRGYSFDDE
EHALGLRCLAACIFDEHREPFAAISISGPISRITDDRVTEFGAMVIKAAKEVTLAYGGMR

GS

>2G70A 70 XRAY 1.40 0.195 0. 224 no Protein traM <UNP TRAM1 ECOLI> [ESCHERICHIA COLI]
ESAFNQTEFNKLLLECVVKTQSSVAKILGIESLSPHVSGNSKFEYANMVEDIREKVSSEM

ERFFPKNDDE

>3CNBA 143 XRAY 2. 00 0. 208 0. 256 no DNA-binding response regulator, merR family <UNP Q47UF8 COLP3>
[COLWELLIA PSYCHRERYTHRAEA] MSLNVKNDFSILIIEDDKEFADMLTQFLENLFPYAKIKIAYNPFDAGDLLHTVKPDVVML
DLMMVGMDGFSICHRIKSTPATANIIVIAMTGALTDDNVSRIVALGAETCFGKPLNFTLL

EKTIKQLVEQKKATSEGHHHHHH

>1KGSA 225 XRAY 1. 50 0. 181 0. 210 no DNA BINDING RESPONSE REGULATOR D <UNP QOWYNO THEMA> [THERMOTOGA
MARITIMA]

MNVRVLVVEDERDLADLITEALKKEMFTVDVCYDGEEGMYMALNEPFDVVILDIMLPVHD
GWEILKSMRESGVNTPVLMLTALSDVEYRVKGLNMGADDYLPKPFDLRELIARVRALIRR
KSESKSTKLVCGDLILDTATKKAYRGSKEIDLTKKEYQILEYLVMNKNRVVTKEELQEHL
WSFDDEVFSDVLRSHIKNLRKKVDKGFKKKI ITHTVRGIGYVARDE

>3RYPA 210 XRAY 1.60 0.209 0.234 no Catabolite gene activator <UNP CRP_ECOLI> [ESCHERICHIA COLT]
MVLGKPQTDPTLEWFLSHCHIHKYPSKSTLIHQGEKAETLYYIVKGSVAVLIKDEEGKEM

33



TLSYLNQGDFIGELGLFEEGQERSAWVRAKTACEVAETISYKKFRQLIQVNPDILMRLSAQ
MARRLQVTSEKVGNLAFLDVTGRIAQTLLNLAKQPDAMTHPDGMQIKITRQEIGQIVGCS ~RETVGRILKMLEDQNLISAHGKTIVVYGTR

>3DSHA 246 XRAY 2.00 0.206 0.242 no Interferon regulatory factor 5 <UNP IRF5 HUMAN> [HOMO SAPIENS]
EQLLPDLLISPHMLPLTDLEIKFQYRGRPPRALTISNPHGCRLFYSQLEATQEQVELFGP
ISLEQVRFPSPEDIPSDKQRFYTNQLLDVLDRGLILQLQGQDLYATRLCQCKVFWSGPCA
SAHDSCPNPIQREVKTKLFSLEHFLNELILFQKGQTNTPPPFEIFFCFGEEWPDRKPREK
KLITVQVVPVAARLLLEMFSGELSWSADDIRLQISNPDLKDRMVEQFKELHHIWQSQQRL

QPVAQA

>4BHXA 94 XRAY 1.95 0. 174 0.224 no PATERNALLY-EXPRESSED GENE 3 PROTEIN <UNP PEG3 HUMAN>

[HOMO SAPIENS]

GHMTDSEFFHQRFRNLIYVEFVGPRKTL IKLRNLCLDWLQPETRTKEEI IELLVLEQYLT

I TPEKLKPWVRAKKPENCEKLVTLLENYKEMYQP

>2GPEA 52 XRAY 1.90 0.205 0.249 no Bifunctional protein putA <UNP PUTA ECOLI> [ESCHERICHIA COLI]
MGTTTMGVKLDDATRERIKSAATRIDRTPHWLIKQAIFSYLEQLENSDTLPE

>1XD7A 145 XRAY 2.30 0.260 0.285 no ywnA <UNP P71036 BACSU> [BACILLUS SUBTILIS SUBSP. SUBTILIS]
MSLINSRLAVATHILSLISMDEKTSSEITADSYNTNPVVVRRMISLLKKADILTSRAGVP
GASLKKDPADISLLEVYRAVQKQEELFAVHENPNPKCPVGKK IQNALDETFESVQRAMEN

ELASKSLKDVMNHLFEGGSHHHHHH

>3R4KA 260 XRAY 2.46 0.192 0.231 no Transcriptional regulator, IclR family <UNP

Q1GKY2 SILST> [RUEGERIA SP. TM1040]
GMGTVSKALTLLTYFNHGRLEIGLSDLTRLSGMNKATVYRLMSELQEAGFVEQVEGARSY
RLGPQVLRLAALREASVPILSASRRVLRELSEDTGETTHLSLLQGEQLASLSHAYSSRNA
TKVMMEDAEVLTFHGTASGLAVLAYSEPSFVDAVLAAPLTARTPQTQTDPAATIRAETAEV
RRTGLAQSIGGFEAEVHSHAVPIFGPDRAVLGALAVAAPTSRMTPDQKRTIPPALRAAGL SLTERIGGACPPEFPTDIAA

>3AL2A 235 XRAY 2. 00 0. 172 0. 204 no DNA topoisomerase 2-binding protein 1 <UNP TOPB1 HUMAN> [HOMO
SAPIENS]

GPLGSLKKQY IFQLSSLNPQERIDYCHLIEKLGGLYVIEKQCFDPTCTHIVVGHPLRNEKY
LASVAAGKWVLHRSYLEACRTAGHFVQEEDYEWGSSSILDVLTGINVQQRRLALAAMRWR

KKIQQRQESGIVEGAFSGWKV ILHVDQSREAGFKRLLQSGGAKVLPGHSVPLFKEATHLF
SDLNKLKPDDSGVNIAEAAAQNVYCLRTEYTADYLMQESPPHVENYCLPEAISFI

>2ALCA 65 NMR NA NA NA no ETHANOL REGULON TRANSCRIPTIONAL ACTIVATOR <UNP ALCR EMENI> [EMERICELLA
NIDULANS]

GSMADTRRRQNHSCDPCRKGKRRCDAPENRNEANENGWVSCSNCKRWNKDCTENWLSSQR

SKNSS
>1XNAA 183 NMR NA NA NA no DNA-REPAIR PROTEIN XRCC1 <UNP XRCC1 HUMAN> [HOMO SAPIENS]

MPEIRLRHVVSCSSQDSTHCAENLLKADTYRKWRAAKAGEKTISVVLQLEKEEQIHSVDI
GNDGSAFVEVLVGSSAGGAGEQDYEVLLVTSSFMSPSESRSGSNPNRVRMFGPDKLVRAA
AEKRWDRVKIVCSQPYSKDSPFGLSFVRFHSPPDKDEAEAPSQKVTVTKLGQFRVKEEEE

SAN

>3U61B 324 XRAY 3.20 0.244 0.305 no DNA polymerase accessory protein 44 <UNP DPA44 BPT4>
[ENTEROBACTERIA PHAGE T4]

GPGGSMITVNEKEHILEQKYRPSTIDECILPAFDKETFKSITSKGKIPHI ILHSPSPGTG

KTTVAKALCHDVNADMMEVNGSDCK IDFVRGPLTNFASAASFDGRQKVIVIDEFDRSGLA
ESQRHLRSFMEAYSSNCSITITANNIDGI IKPLQSRCRVITFGQPTDEDKIEMMKQMIRR
LTEICKHEGIATADMKVVAALVKKNFPDFRKTIGELDSYSSKGVLDAGILSLVTNDRGAT
DDVLESLKNKDVKQLRALAPKYAADYSWFVGKLAEEIYSRVTPQSIIRMYEIVGENNQYH

GIAANTELHLAYLFIQLACEMQWK

>3UB1F 228 XRAY 3.20 0.244 0.305 no DNA polymerase processivity component <UNP DPA5 BPT4)>
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[ENTEROBACTERIA PHAGE T4]

MKLSKDTTALLKNFATINSGIMLKSGQF IMTRAVNGTTYAEANISDVIDFDVAIYDLNGF
LGILSLVNDDAEISQSEDGNIKIADARSTIFWPAADPSTVVAPNKPIPFPVASAVTEIKA
EDLQQLLRVSRGLQIDTIAITVKEGKIVINGENKVEDSALTRVKYSLTLGDYDGENTENF
TINMANMKMQPGNYKLLLWAKGKQGAAKFEGEHANYVVALEADSTHDF

>3N4PA 279 XRAY 2. 15 0. 222 0. 272 no Terminase subunit UL89 protein <UNP TERL HCMVA> [HUMAN HERPESVIRUS
5]

MGHHHHHHDYDIPTTENLYFQGGGTNKISQNTVLITDQSREEFDILRYSTLNTNAYDYFG
KTLYVYLDPAFTTNRKASGTGVAAVGAYRHQFLIYGLEHFFLRDLSESSEVATAECAAHM
ITISVLSLHPYLDELRIAVEGNTNQAAAVRIACLIRQSVQSSTLIRVLFYHTPDQNHIEQP

FYLMGRDKALAVEQF ISRENSGYIKASQELVSYTIKLSHDPIEYLLEQIQNLHRVTLAEG
TTARYSAKRQNRISDDLITAVIMATYLCDDIHAIRFRVS

>4LRVA 109 XRAY 2.50 0.203 0.242 no DNA sulfur modification protein DndE <UNP B3HI59 ECOLX>
[ESCHERICHIA COLI]

SMLPNRMALSRQTEDQLKKLKGYTGITPNIAARLAFFRSVESEFRYSPERDSKKLDGTLV
LDKITWLGETLQATELVLKMLYPQLEQKALTKAWAAHVEDGTAALRNHK

>2P5KA 64 XRAY 1.00 0.139 0.160 no Arginine repressor <UNP ARGR BACSU> [BACILLUS SUBTILIS]
MNKGQRHIKIRET ITSNETETQDELVDMLKQDGYKVTQATVSRDIKELHLVKVPTNNGSY

KYSL

>1AKHB 83 XRAY 2. 50 0. 201 0. 302 no MATING-TYPE PROTEIN ALPHA-2 <UNP MTAL2 YEAST> [SACCHAROMYCES
CEREVISIAE] TKPYRGHRETKENVRILESWFAKNIENPYLDTKGLENLMKNTSLSRIQIKNWVSNRRRKE
KTITIAPELADLLSGEPLAKKKE

>3P83A 245 XRAY 3.05 0.188 0.216 no DNA polymerase sliding clamp <UNP PCNA_ARCFU>
[ARCHAEOGLOBUS FULGIDUS]

MIDVIMTGELLKTVTRAIVALVSEARIHFLEKGLHSRAVDPANVAMVIVDIPKDSFEVYN
IDEEKTIGVDMDRIFDISKSISTKDLVELIVEDESTLKVKFGSVEYKVALIDPSAIRKEP
RIPELELPAKTVMDAGEFKKATAAADKTSDQVIFRSDKEGFRTEAKGDVDSTVFHMTETE
LIEFNGGEARSMFSVDYLKEFCKVAGSGDLLT IHLGTNYPVRLVFELVGGRAKVEYILAP

RIESE

>3P83D 217 XRAY 3.05 0.188 0.216 no Ribonuclease HIT <UNP RNH2 ARCFU> [ARCHAEOGLOBUS FULGIDUS]
GPLGSPEFPGRLMKAGIDEAGKGCVIGPLVVAGVACSDEDRLRKLGVKDSKKLSQGRREE
LAEEIRKICRTEVLKVSPENLDERMAAKTINEILKECYAETILRLKPEIAYVDSPDVIPE
RLSRELEEITGLRVVAEHKADEKYPLVAAASTIAKVEREREIERLKEKFGDFGSGYASDP
RTREVLKEWIASGRIPSCVRMRWKTVSNLRQKTLDDF

>2D7LA 81 NMR NA NA NA no WD repeat and HMG—box DNA binding protein 1 <UNP WDHD1 HUMAN> [HOMO SAPIENS]
GSSGSSGRPKTGFOQMWLEENRSNILSDNPDFSDEADI IKEGMIRFRVLSTEERKVWANKA

KGETASEGTEAKKRKSGPSSG

>1S6MA 293 XRAY 2.28 0.210 0.245 no TrwC <UNP Q47673 ECOLI> [ESCHERICHIA COLI]
MLSHMVLTRQDIGRAASYYEDGADDYYAKDGDASEWQGKGAEELGLSGEVDSKRFRELLA
GNIGEGHRIMRSATRQDSKERIGLDLTFSAPKSVSLQALVAGDAETIKAHDRAVARTLEQ
AEARAQARQKIQGKTRIETTGNLVIGKFRHETSRERDPQLHTHAVILNMTKRSDGQWRAL
KNDEIVKATRYLGAVYNAELAHELQKLGYQLRYGKDGNFDLAHIDRQQIEGFSKRTEQIA
EWYAARGLDPNSVSLEQKQAAKVLSRAKKTSVDREALRAEWQATAKELGIDES

>3BQOA 211 XRAY 2.00 0.220 0.237 no Telomeric repeat-binding factor 1 <UNP TERF1 HUMAN> [HOMO
SAPIENS]

EEEEEDAGLVAEAEAVAAGWMLDFLCLSLCRAFRDGRSEDFRRTRNSAEAT THGLSSLTA
CQLRTIYICQFLTRIAAGKTLDAQFENDERITPLESALMIWGSIEKEHDKLHEEIQNLIK
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TQATAVCMENGNFKEAEEVFERTFGDPNSHMPFKSKLLMI ISQKDTFHSFFQHFSYNHMM  EKTKSYVNYVLSEKSSTFLMKAAAKVVESKR
>3VIBA 210 XRAY 2.40 0.212 0.256 no MtrR <UNP COITL7 NEIGO> [NEISSERIA GONORRHOFAE]
MRKTKTEALKTKEHLMLAALETFYRKGIARTSLNETAQAAGVTRDALYWHFKNKEDLFDA
LFQRICDDIENCIAQDAADAEGGSWTVFRHTLLHFFERLQSNDIHYKFHNILFLKCEHTE
QNAAVIATARKHQATWREKITAVLTEAVENQDLADDLDKETAVIFIKSTLDGLIWRWFSS ~ GESFDLGKTAPRIIGIMMDNLENHPCLRRK
>3V4GA 180 XRAY 1.60 0.182 0.198 no Arginine repressor <UNP ARGR VIBVY> [VIBRIO VULNIFICUS]
MHHHHHHSSGVDLGTENLYFQSNAMRPSEKQDNLVRAFKALLKEERFGSQGETVEALKQE
GFENINQSKVSRMLTKFGAVRTRNAKMEMVYCLPTELGVPTVSSSLRELVLDVDHNQALV
VIHTGPGAAQLTARMLDSLGKSEGILGVVAGDDTIFITPTLTITTEQLFKSVCELFEYAG

>1JHGA 101 XRAY 1.30 0.127 0.172 no TRP OPERON REPRESSOR <UNP TRPR ECOLI> [ESCHERICHIA COLI]
SAAMAEQRHQEWLRFVDLLKNAYQNDLHLPLLNLMLTPDEREALGTRVRI IEELLRGEMS
QRELKNELGAGIATITRGSNSLKAAPVELRQWLEEVLLKSD

>2LJ6A 177 NMR NA NA NA no Probable ATP-dependent DNA ligase <UNP Q9I1X7 PSEAE> [PSEUDOMONAS
AERUGINOSA]

MPSSKPLAEYARKRDFRQTPEPSGRKPRKDSTGLLRYCVQKHDASRLHYDFRLELDGTLK
SWAVPKGPCLDPAVKRLAVQVEDHPLDYADFEGS TPQGHYGAGDV IVWDRGAWTPLDDPR
EGLEKGHLSFALDGEKLSGRWHLIRTNLRGKQSQWFLVKAKDGEARSLDRFDVLKER

>3MAJA 382 XRAY 2.05 0. 187 0.232 no DNA processing chain A <UNP Q6N563 RHOPA>
[RHODOPSEUDOMONAS PALUSTRIS]

GHMDVGERSSDQGTTVLTEAQRIDWMRL IRAENVGPRTFRSLINHFGSARAALERLPELA
RRGGAARAGRIPSEDEARRETEAGRRIGVELVAPGETGYPTRLATIDDAPPLLGVHALPE
ALAVMARPMIATVGSRNASGAGLKFAGQLAADLGAAGFVVISGLARGIDQAAHRASLSSG

TVAVLAGGHDKIYPAEHEDLLLDI IQTRGAATSEMPLGHVPRGKDFPRRNRLISGASVGV
AVIEAAYRSGSLITARRAADQGREVFAVPGSPLDPRAAGTNDLIKQGATLITSASDIVEA
VASTLERPIELPGREPEHAPPEGEPDTGDRTRILALLGPSPVGIDDLIRLSGISPAVVRT ~ILLELELAGRLERHGGSLVSLS

>2MA1A 75 NMR NA NA NA no DNA helicase RecQ <UNP Q9RUU2_DEIRA> [DEINOCOCCUS RADIODURANS]
HDAPLFEALRAWRLQKAKELSLPPYTIFHDATLKTIAELRPGSHATLGTVSGVGGRKLAA

YGDEVLQVVRDSSGG

>2WKDA 119 XRAY 2. 10 0.240 0.256 no ORF34P2 <UNP QO9WL7_9CAUD> [LACTOCOCCUS PHAGE P2]
GTITITVTAQANEKNTRTVSTAKGDKKIISVPLFEKEKGSNVKVAYGSAFMPDFIQMGDTV
TVSGRVQAKESGEYVNYNFVFPTVEKVF I TNDNSSQSQAKQDLFGGSEPTEVNSEDLPF

>IMP9A 198 XRAY 2.00 0.209 0.254 no TATA-binding protein <UNP TBP_SULAC> [SULFOLOBUS
ACTDOCALDARTUS] YTTPDETPYKAVVNTENTVATVTLDQTLDLYAMERSVPNVEYDPDQFPGLIFRLESPKIT
SLIFKSGKMVVTGAKSTDELIKAVKRI IKTLKKYGMQLTGKPKIQIQNIVASANLHVIVN
LDKAAFLLENNMYEPEQFPGLIYRMDEPRVVLLIFSSGKMVITGAKREDEVHKAVKKIFD

KLVELDCVKPVEEEELEF

>3EQXA 373 XRAY 1.60 0.170 0.197 no FIC DOMAIN CONTAINING TRANSCRIPTIONAL REGULATOR <UNP
Q8E9K5_SHEON> [SHEWANELLA ONEIDENSIS]
GMEWQAEQAYNHLPPLPLDSKLAELAETLPILKACIPARAALAELKQAGELLPNQGLLIN
LLPLLEAQGSSEIENIVTTTDKLFQYAQEDSQADPMTKEALRYRTALYQCFTQLSNRPLC
VITALEICSTIKSVQMDVRKVPGTSLTNQATGEVIYTPPAGESVIRDLLSNWEAFLHNQD
DVDPLIKMAMAHYQFEATHPFIDGNGRTGRVLNILYLIDQQLLSAPTILYLSRYTVAHKQD
YYRLLLNVTTQQEWQPWITFILNAVEQTAKWTTHKIAAARELTAHTTEYVRQQLPKIYSH
ELVQVIFEQPYCRIQNLVESGLAKRQTASVYLKQLCDIGVLEEVQSGKEKLFVHPKFVTL

MTKDSNQFSRYAL

>1VJFA 180 XRAY 1. 62 0. 146 0. 167 no DNA-binding protein, putative <UNP Q9ABV9 CAUCR>
[CAULOBACTER CRESCENTUS CB15]
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MGSDK THHHHHHMK TRADLFAFFDAHGVDHKTLDHPPVFRVEEGLETKAAMPGGHTKNLF
LKDAKGQLWLISALGETTIDLKKLHHVIGSGRLSFGPQEMMLETLGVTPGSVTAFGLIND
TEKRVRFVLDKALADSDPVNFHPLKNDATTAVSQAGLRRFLAALGVEPMIVDFAAMEVVG

>2EBIA 86 NMR NA NA NA no DNA binding protein GT-1 <UNP Q9FX53 ARATH> [ARABIDOPSIS THALIANA]
KKRAETWVQDETRSLIMFRRGMDGLENTSKSNKHLWEQI SSKMREKGFDRSPDMCTDKWR

NLLKEFKKAKHHDRGNGSAKMSYYKE

>3JRHA 98 XRAY 2.88 0.224 0.253 no DNA-binding protein fis <UNP FIS ECOLI> [ESCHERICHIA COLI]
MFEQRVNSDVLTVSTVNSQDQVTQKPLRDSVKQALKNYFAQLNGQDVNDLYELVLAEVEQ
PLLDMVMQYTRGNQTRAALMMGINRGTLRKKLKKYGMN

>2JR1A 79 NMR NA NA NA no Virulence regulator <UNP Q9PFC9 XYLFA> [XYLELLA FASTIDIOSA]
FNVKQKSEITALVKEVTPPRKAPSKAKREAPTKYWLPHSGATWSGRGKIPKPFEAWIGTA

AYTAWKAKHPDEKFPAFPG

>4G4KA 103 XRAY 1.52 0.181 0.209 no Accessory gene regulator protein A <UNP AGRA STAAU>
[STAPHYLOCOCCUS AUREUS]

MDNSVETIELKRGSNSVYVQYDDIMFFESSTKSHRLIAHLDNRQIEFYGNLKELSQLDDR
FFRCHNSFVVNRHNIESIDSKERIVYFKNKEHCYASVRNVKKI

>3027A 68 XRAY 2. 80 0. 252 0. 289 no Putative uncharacterized protein <UNP Q9P9J8 SULIS> [SULFOLOBUS
ISLANDICUS]

MRPGIRKLVVLNPRAYKGGSGHTTFYLLIPKDIAEALDIKPDDTF ILNMEQKDGDIVLSY

KRVKELKI

>2KJ8A 118 NMR NA NA NA no Putative prophage CPS-53 integrase <UNP INTS ECOLI> [ESCHERICHIA COLIK-12]
SSNNNSFSATYKEWYEHKKQVWSVGYATELAKMEDDDILPIIGGLEIQDIEPMQLLEVIR
RFEDRGAMERANKARRRCGEVFRYATVTGRAKYNPAPDLADAMKGYRKKNLEHHHHHH

>3KJPA 299 XRAY 1. 80 0. 211 0. 234 no Protection of telomeres protein 1 <UNP POTE1 HUMAN> [HOMO SAPIENS]
MSLVPATNYIYTPLNQLKGGTIVNVYGVVKFFKPPYLSKGTDYCSVVTIVDQTNVKLTCL
LFSGNYEALPITIYKNGDIVRFHRLKIQVYKKETQGITSSGFASLTFEGTLGAPIIPRTSS
KYFNFTTEDHKMVEALRVWASTHMSPSWTLLKLCDVQPMQYFDLTCQLLGKAEVDGASFL
LKVWDGTRTPFPSWRVLIQDLVLEGDLSHIHRLQNLTIDILVYDNHVHVARSLKVGSFLR
TYSLHTKLQSMNSENQTMLSLEFHLHGGTSYGRGIRVLPESNSDVDQLKKDLESANLTA

>4ANJYA 163 XRAY 1.32 0.139 0. 164 no Histidine triad nucleotide-binding protein 2, mitochondrial
<UNPHINT2 HUMAN> [HOMO SAPIENS]

MAAAVVLAAGLRAARRAVAATGVRGGQVRGAAGVTDGNEVAKAQQATPGGAAPTIFSRIL
DKSLPADILYEDQQCLVFRDVAPQAPVHFLVIPKKPIPRISQAEEEDQQLLGHLLLVAKQ

TAKAEGLGDGYRLVINDGKLGAQSVYHLHIHVLGGRQLQWPPG
>3UFDA 82 XRAY 2.80 0.207 0.237 no Regulatory protein <UNP Q8GGHO 9ENTR> [ENTEROBACTER SP.

RFL1396] GSHMESFLLSKVSEFVIKKIRLEKGMTQEDLAYKSNLDRTYISGIERNSRNLTIKSLELIM

KGLEVSDVVFFEMLIKEILKHD

>3MKWB 138 XRAY 2.99 0.234 0.268 no Protein sopB <UNP SOPB _ECOLI> [ESCHERICHIA COLI]
MGSSHHHHHHSSGLVPRGSHYRPTSAYERGQRYASRLQNEFAGNTSALADAENTSRKTIT
RCINTAKLPKSVVALFSHPGELSARSGDALQKAFTDKEELLKQQASNLHEQKKAGVIFEA

DEVITLLTSVLKTSSASR

>3FPNB 106 XRAY 1. 80 0. 231 0. 248 no Geobacillus stearothermophilus UvrB interaction domain <PDB 3FPN>
[GEOBACILLUS STEAROTHERMOPHILUS] GSHMGSPEEYRELVVSLRVGMEIERNALLRRLVDIQYDRNDIDFRRGTFRVRGDVVEIFP
ASRDEHCIRVEFFGDEIERIREVDALTGEVLGEREHVAIFPASHFV

>2FPHX 165 XRAY 1.70 0.243 0.299 no ylmH <GB AAL00310> [STREPTOCOCCUS PNEUMONIAE]
GIYQHFSTEDRPFLDKGMEWIKKVEDSYAPFLTPF INPHQEKLLKILAKTYGLACSSSGE
FVSSEYVRVLLYPDYFQPEFSDFEISLQEIVYSNKFEYLTHAKILGTVINQLGIERKLFG
DILVDEERAQIMINQQFLLLFQDGLKKIGRIPVSLEERPFTEKID
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>304QA 150 XRAY 1.55 0.166 0.211 no integrase <UNP Q47ZJZ6 RSVSR> [ROUS SARCOMA VIRUS]
GSGRGLGPLQIWQTDFTLEPRMAPRSWLAVTVDTASSATIVVTQHGRVTSVAAQHHWATAL
AVLGRPKATIKTDNGSCFTSKSTREWLARWGIAHTTGIPGNSQGQAMVERANRLLKDKIRV ~ LAEGDGFMKRIPTSKQGELLAKAMYALNHF

>3LX2A 259 XRAY 2. 40 0. 246 0. 305 no DNA polymerase sliding clamp 2 <UNP PCNA2 PYRKO> [THERMOCOCCUS
KODAKARENSIS] MTFEIVFDSAREFESLIATLEKFFDEAVFQVNMEGIQMRAIDPSRVVLVDLNLPEMLESK
YSVESEEATAFDLKRFLKVLKLARSRDTLVLRKGGENFLEVGLLGDENTWFKLPLIDANT
PEIEIPSLPWTVKAVVLAGALKRAVKAAKLVSDSIYFMATPEKLTFKAEGNDSEVRTVLT
MEDPGLLDLEHKMTKAKSAYGVAYLEDILRSLADADEVI IRFGFDIPLLLKYMVRDAGEV ~SFLIAPRVEEGRSHHHHHH

>3KHKA 544 XRAY 2.55 0. 214 0. 242 no Type I restriction—-modification system methylation subunit <UNP
Q8PZR3 METMA> [METHANOSARCINA MAZEI] MSLDIEQQFLNDLDNQLWRAADKLRSNLDAANYKHVVLGLIFLKYVSDAFEERQQELTEL
FQKDDDDNIYYLPREDYDSDEAYQQATAEELEIGDYYTEKNVEWVPKTARWNKLRDVITL
PTGSVIWQDEQGEDVKLRSVSWLIDNAFDDIEKANPKLKGILNRISQYQLDADKLIGLIN
EFSLTSFNNPEYNGEKLNLKSKDILGHVYEYFLGQFALAEGKQGGQYYTPKSIVTLIVEM
LEPYKGRVYDPAMGSGGFFVSSDKFIEKHANVKHYNASEQKKQISVYGQESNPTTWKLAA

MNMV IRGIDFNFGKKNADSFLDDQHPDLRADFVMTNPPENMKDWWHEKLADDPRWT INTN
GEKRILTPPTGNANFAWMLHMLYHLAPTGSMALLLANGSMSSNTNNEGEIRKTLVEQDLV
ECMVALPGQLFTNTQIPACIWFLTKDKNAKNGKRDRRGQVLF IDARKLGYMKDRVLRDFK
DEDIQKLADTFHNWQQEWSEENNQAGFCFSADLALIRKNDFVLTPGRYVGAEAEEDEGHH

HHHH

>2M14A 119 NMR NA NA NA no RNA polymerase II transcription factor B subunit 1 <UNP TFB1_ YEAST>
[SACCHAROMYCES CEREVISIAE] PSHSGAAIFEKVSGIIAINEDVSPAELTWRSTDGDKVHTVVLSTIDKLQATPASSEKMML
RLIGKVDESKKRKDNEGNEVVPKPQRHMFSFNNRTVMDNIKMTLQQI ISRYKDADGNSS

>2BNZA 53 XRAY 2.60 0.227 0.258 no ORF OMEGA <UNP Q57468 STRPY> [STREPTOCOCCUS PYOGENES]
MAKKDIMGDKTVRVRADLHHI IKIETAKNGGNVKEVMDQALEEYIRKYLPDKL

>273XA 63 XRAY 2. 10 0.257 0.283 no Small, acid-soluble spore protein C <UNP SSPC BACSU> [BACILLUS
SUBTILIS]

AKLLIPQAASATEQMKLETASEFGVQLGAETTSRANGSVGGEITKRLVRLAQQNMGGQFH

GQQ

>2JX3A 131 NMR NA NA NA no Protein DEK <UNP DEK HUMAN> [HOMO APIENS]
FTTAQGKGQKLCEIERIHFFLSKKKTDELRNLHKLLYNRPGTVSSLKKNVGQFSGFPFEK

GSVQYKKKEEMLKKFRNAMLKS ICEVLDLERSGVNSELVKRILNFLMHPKPSGKPLPKSK KTCSKGSKKER

>2NTIA 249 XRAY 2. 50 0. 211 0. 251 no DNA polymerase sliding clamp B <UNP PCNA2 SULSO>

[SULFOLOBUS SOLFATARICUS]

MVKIVYPNAKDFFSFINSITNVTDSIILNFTEDGIFSRHLTEDKVLMAIMRIPKDVLSEY
SIDSPTSVKLDVSSVKKILSKASSKKATIELTETDSGLKIIIRDEKSGAKSTIYIKAEKG
QVEQLTEPKVNLAVNEFTTDESVLNVIAADVTLVGEEMRISTEEDKIKIEAGEEGKRYVAF
LMKDKPLKELSIDTSASSSYSAEMFKDAVKGLRGFSAPTMVSFGENLPMKIDVEAVSGGH

MIFWIAPRL

>3RH2A 212 XRAY 2.42 0.207 0.250 no Hypothetical TetR-like transcriptional

regulator

<UNP A1S1Q5 SHEAM> [SHEWANELLA AMAZONENSIS]
GMKTRDKIIQASLELFNEHGERTITTNHIAAHLDISPGNLYYHFRNKEDI TRCIFDQYEQ
HLLLGFKPYADQKVDLELLMSYFDAMEFYTMWQFRFMYANLADILARDDTLKARYLKVQQA
VLEQSTAVLNQLKKDGILQIEDERTADLADTIKMI IGFWISYKLTQSSIATISKASLYEG
LLRVLMIFKAYSTPDSLANFDRLEQHFRSQSN

>2HQLA 110 XRAY 2.00 0.210 0.272 no Hypothetical protein MG376 homolog <UNP

Y554 MYCPN> [MYCOPLASMA PNEUMONIAE]
GGGGGGMLNRVFLEGEIESSCWSVKKTGFLVTIKQMRFFGERLETDYYVIYANGQLAYEL
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EKHTKKYKTISTEGILRTYLERKSEIWKTTIEIVKIFNPKNEIVIDYKET

>1KNUA 274 XRAY 2.50 0.224 0.264 no PEROXISOME PROLIFERATOR ACTIVATED RECEPTOR
GAMMA

<UNP PPAT HUMAN> [HOMO SAPIENS]
LNPESADLRALAKHLYDSYTKSFPLTKAKARATLTGKTTDKSPFVIYDMNSLMMGEDKIK
FKHITPLQEQSKEVATRIFQGCQFRSVEAVQETTEYAKS TPGFVNLDLNDQVTLLKYGVH
ETTYTMLASLMNKDGVLISEGQGFMTREFLKSLRKPFGDFMEPKFEFAVKFNALELDDSD
LATFTAVIILSGDRPGLLNVKPIEDIQDNLLQALELQLKLNHPESSQLFAKLLQKMTDLR
QIVTEHVQLLQVIKKTETDMSLHPLLQEIYKDLY

>1UFIA 64 XRAY 1. 65 0. 236 0. 309 no Major centromere autoantigen B <UNP CENPB HUMAN>
[HOMO SAPIENS]

GSHMPVPSFGEAMAYFAMVKRYLTSFPIDDRVQSHILHLEHDLVHVTRKNHARQAGVRGL

GHQS

>3Q8DA 242 XRAY 2.30 0. 197 0.234 no DNA repair protein recO <UNP D5CXR1 ECOKI>
[ESCHERICHIA COLI]
MEGWQRAFVLHSRPWSETSLMLDVFTEESGRVRLVAKGARSKRSTLKGALQPFTPLLLRF
GGRGEVKTLRSAEAVSLALPLSGITLYSGLYINELLSRVLEYETRFSELFFDYLHCIQSL
AGVTGTPEPALRRFELALLGHLGYGVNFTHCAGSGEPVDDTMTYRYREEKGFTASVVIDN
KTFTGRQLKALNAREFPDADTLRAAKRFTRMALKPYLGGKPLKSRELFRQFMPKRTVKTH

YE

>2DIGA 68 NMR NA NA NA no Lamin—B receptor <UNP LBR HUMAN> [HOMO SAPIENS]
GSSGSSGMPSRKFADGEVVRGRWPGSSLYYEVEILSHDSTSQLYTVKYKDGTELELKEND

IKSGPSSG

>3PC6A 104 XRAY 1.90 0. 182 0.227 no DNA repair protein XRCC1 <UNP XRCC1 MOUSE>
[MUS MUSCULUS]

MPELPDFFEGKHFFLYGEFPGDERRRL IRYVTAFNGELEDYMNERVQEVITAQEWDPNEE
EALMENPSLAFVRPRWIYSCNEKQKLLPHQLYGVVPQAHHHHHH

>3W3WA 1078 XRAY 2.20 0.217 0.256 no Importin subunit beta—3 <UNP IMB3 YEAST>
[SACCHAROMYCES CEREVISIAE]
MSALPEEVNRTLLQIVQAFASPDNQIRSVAEKALSEEWITENNIEYLLTFLAEQAAFSQD
TTVAALSAVLFRKLALKAPITHIRKEVLAQIRSSLLKGFLSERADSTRHKLSDATAECVQ
DDLPAWPELLQALIESLKSGNPNFRESSFRILTTVPYLITAVDINSILPIFQSGFTDASD
NVKIAAVTAFVGYFKQLPKSEWSKLGILLPSLLNSLPRFLDDGKDDALASVFESLIELVE
LAPKLFKDMFDQI IQFTDMV IKNKDLEPPARTTALELLTVFSENAPQMCKSNQNYGQTLV
MVTLIMMTEVSIDDDDAAEWIESDDTDDEEEVTYDHARQALDRVALKLGGEYLAAPLFQY
LQQMITSTEWRERFAAMMALSSAAEGCADVLIGETPKILDMV IPLINDPHPRVQYGCCNV
LGQISTDFSPFIQRTAHDRILPALISKLTSECTSRVQTHAAAALVNFSEFASKDILEPYL
DSLLTNLLVLLQSNKLYVQEQALTTIAFTAEAAKNKF IKYYDTLMPLLLNVLKVNNKDNS
VLKGKCMECATLIGFAVGKEKFHEHSQELISTLVALQNSDIDEDDALRSYLEQSWSRICR
ILGDDFVPLLPIVIPPLLITAKATQDVGLIEEEEAANFQQYPDWDVVQVQGKHIATHTSV
LDDKVSAMELLQSYATLLRGQFAVYVKEVMEETALPSLDFYLHDGVRAAGATLIPILLSC
LLAATGTQNEELVLLWHKASSKLIGGLMSEPMPEITQVYHNSLVNGIKVMGDNCLSEDQL
AAFTKGVSANLTDTYERMQDRHGDGDEYNENIDEEEDFTDEDLLDEINKSTAAVLKTTNG
HYLKNLENIWPMINTFLLDNEPILVIFALVVIGDLIQYGGEQTASMKNAFIPKVTECLIS
PDARIRQAASYIIGVCAQYAPSTYADVCIPTLDTLVQIVDFPGSKLEENRSSTENASAAL
AKILYAYNSNIPNVDTYTANWFKTLPTITDKEAASFNYQFLSQLIENNSPIVCAQSNISA
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VVDSVIQALNERSLTEREGQTVISSVKKLLGFLPSSDAMATFNRYPADIMEKVHKWEA

>1R5KA 261 XRAY 2.70 0.208 0.236 no Estrogen receptor <UNP ESR1 HUMAN> [HOMO
SAPTENS] MDPMIKRSKKNSLALSLTADQMVSALLDAEPPILYSEYDPTRPFSEASMMGLLTNLADRE
LVHMINWAKRVPGFVDLTLHDQVHLLECAWLEILMIGLVWRSMEHPGKLLFAPNLLLDRN
QGKCVEGMVEIFDMLLATSSRERMMNLQGEEFVCLKSI ILLNSGVYTFLSSTLKSLEEKD
HIHRVLDKITDTLITHLMAKAGLTLQQQHQRLAQLLLILSHIRHMSNKGMEHLYSMKCKNV
VPLYDLLLEMLDAHRLHAPTS

>IU9NA 236 XRAY 2.30 0.208 0.231 no Transcriptional repressor EthR <UNP
P96222 MYCTU> [MYCOBACTERIUM TUBERCULOSIS]
MGSSHHHHHHSSGLVPRGSHVTTSAASQASLPRGRRTARPSGDDRELATLATAENLLEDR
PLADISVDDLAKGAGISRPTFYFYFPSKEAVLLTLLDRVVNQADMALQTLAENPADTDRE
NMWRTGINVFFETFGSHKAVTRAGQAARATSVEVAELWSTEMQKWIAYTAAVIDAERDRG
AAPRTLPAHELATALNLMNERTLFASFAGEQPSVPEARVLDTLVHIWVTSIYGENR

>3116X 263 XRAY 2. 40 0. 240 0. 280 no DNA ligase 4 <UNP DNLI4 HUMAN> [HOMO SAPIENS]
GAMGSKISNIFEDVEFCVMSGTDSQPKPDLENRIAEFGGYIVQNPGPDTYCVIAGSENIR

VKNI ILSNKHDVVKPAWLLECFKTKSFVPWQPRFMIHMCPSTKEHFAREYDCYGDSYFID
TDLNQLKEVFSGIKNSNEQTPEEMASLIADLEYRYSWDCSPLSMFRRHTVYLDSYAVIND
LSTKNEGTRLAIKALELRFHGAKVVSCLAEGVSHVI IGEDHSRVADFKAFRRTFKRKFK I
LKESWVTDSIDKCELQEENQYLI

>2DA6A 102 NMR NA NA NA no Hepatocyte nuclear factor 1-beta <UNP HNF1B HUMAN>
[HOMO SAPIENS]

GSSGSSGRNRFKWGPASQQILYQAYDRQKNPSKEEREALVEECNRAECLQRGVSPSKAHG
LGSNLVTEVRVYNWFANRRKEEAFRQKLAMDAYSSNSGPSSG

>3DPJA 194 XRAY 1.90 0.196 0.243 no Transcription regulator, TetR family <UNP
Q5LS67 SILPO> [SILICIBACTER POMEROYI]
SNAMVQAQTRDQIVAAADELFYRQGFAQTSFVDISAAVGISRGNFYYHFKTKDEILAEV I
RLRLARTAQMLADWQGTGDSPRARTASFIDLMIMNRAKITRYGCPVGSLCTELSKLDHAA
QGQANGLFTLFRDWLQRQFAEAGCTTEAPALAMHLLARSQGAATLAQSFHDEGFLRSEVA

DMHRWLDNTLPMTT

>1TC3C 51 XRAY 2.45 0.234 0.318 no TC3 TRANSPOSASE <UNP TC3A CAEEL>
[CAENORHABDITIS ELEGANS]

PRGSALSDTERAQLDVMKLLNVSLHEMSRKISRSRHCIRVYLKDPVSYGTS

>3EZ2A 398 XRAY 2. 05 0. 191 0. 232 no Plasmid partition protein A <UNP PARA ECOLX>
[ESCHERICHIA COLI]
MSDSSQLHKVAQRANRMLNVLTEQVQLQKDELHANEFYQVYAKAALAKLPLLTRANVDYA
VSEMEEKGYVFDKRPAGSSMKYAMSIQNT IDIYEHRGVPKYRDRYSEAYVIFISNLKGGV
SKTVSTVSLAHAMRAHPHLLMEDLRILVIDLDPQSSATMFLSHKHSTGTVNATSAQAMLQ
NVSREELLEEFIVPSVVPGVDVMPASIDDAFIASDWRELCNEHLPGQNTHAVLKENVIDK
LKSDYDFILVDSGPHLDAFLKNALASANILFTPLPPATVDFHSSLKYVARLPELVKLISD
EGCECQLATNIGFMSKLSNKADHKYCHSLAKEVFGGDMLDVFLPRLDGFERCGESFDTV I
SANPATYVGSADALKNARIAAEDFAKAVFDRIEFIRSN

>2Q2KA 70 XRAY 3.00 0.258 0.297 no Hypothetical protein <UNP Q2FDA3 STAA3>
[STAPHYLOCOCCUS AUREUS]

MGSSHHHHHHSSGLVPGSHMDKKETKHLLK TKKEDYPQIFDFLENVPRGTKTAHIREALR
RYIEEIGENP
>3GE4A 173 XRAY 1. 70 0. 145 0. 179 no DNA PROTECTION DURING STARVATION PROTEIN <UNP
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Q8YE98 BRUME> [BRUCELLA MELITENSIS]
MAHHHHHHMPKKSMHATRNDLPSNTKTTMIALLNENLAAT IDLAL ITKQAHWNLKGPQF I
AVHEMLDGFRAELDDHVDTIAERAVQIGGTAYGTTQVVVKESRLKPYPTDIYAVHDHLVA
LIERYGDVANLVRKSIKDADDAGDDDTADIFTAASRSLDKALWFLEAHVQESN

>1U3EM 174 XRAY 2.92 0.220 0.247 no HNH homing endonuclease <UNP YG31 BPSP1>
[BACILLUS PHAGE SPO1]
MEWKDTIKGYEGHYQVSNTGEVYSTKSGKTLKHQTIPKDGYHRTGLFKGGKGKTFQVHRLVA
THFCEGYEEGLVVDHKDGNKDNNLSTNLRWVTQKINVENQMSRGTLNVSKAQQIAKTKNQ
KPIIVISPDGIEKEYPSTKCACEELGLTRGKVTDVLKGHRIHHKGYTFRYKLNG

>2CYYA 151 XRAY 1.80 0. 220 0. 245 no Putative HTH-type transcriptional regulator
PH1519

<UNP REG6 PYRHO> [PYROCOCCUS HORIKOSHIT]
MRVPLDEIDKKIIKILQNDGKAPLREISKITGLAESTIHERIRKLRESGVIKKFTAIIDP
EALGYSMLAFILVKVKAGKYSEVASNLAKYPEIVEVYETTGDYDMVVKIRTKNSEELNNF
LDLIGSIPGVEGTHTMIVLKTHKETTELPIK

>3FPNA 119 XRAY 1.80 0.231 0.248 no Geobacillus stearothermophilus UvrA
interaction domain <PDB 3FPN> [GEOBACILLUS STEAROTHERMOPHILUS]
GSHMTIEQMVDRLLSYPERTKMQILAPIVSGKKGTHAKTLEDIRKQGYVRVRIDREMREL
TGDIELEKNKKHSIDVVVDRIIIKDGIAARLADSLETALKLADGKVVVDVIGEGELLFS

>1XVPA 236 XRAY 2.60 0.180 0.234 no Retinoic acid receptor RXR—alpha <UNP
RXRA_HUMAN> [HOMO SAPIENS]
NEDMPVERILEAELAVEPKTETYVEANMGLNPSSPNDPVTNICQAADKQLFTLVEWAKR I
PHFSELPLDDQVILLRAGWNELLIASFSHRSIAVKDGILLATGLHVHRNSAHSAGVGAIF
DRVLTELVSKMRDMQMDKTELGCLRAIVLENPDSKGLSNPAEVEALREKVYASLEAYCKH
KYPEQPGRFAKLLLRLPALRSIGLKCLEHLFFFKLIGDTPIDTFLMEMLEAPHQMT

>1KZYC 259 XRAY 2. 50 0. 216 0. 256 no TUMOR SUPPRESSOR P53-BINDING PROTEIN 1 <UNP
TP53B_HUMAN> [HOMO SAPTENS]
ALEEQRGPLPLNKTLFLGYAFLLTMATTSDKLASRSKLPDGPTGSSEEEEEFLETPPENK

QYTESQLRAGAGY ILEDFNEAQCNTAYQCLLIADQHCRTRKYFLCLASGIPCVSHVWVHD
SCHANQLONYRNYLLPAGYSLEEQRILDWQPRENPFQNLKVLLVSDQQONFLELWSETLM
TGGAASVKQHHSSAHNKDIALGVEDVVVTDPSCPASVLKCAEALQLPVVSQEWVIQCLIV
GERIGFKQHPKYKHDYVSH

>IYJMA 110 XRAY 2.20 0.213 0.243 no Polynucleotide 5 —hydroxyl-kinase <UNP
PNKP_MOUSE> [MUS MUSCULUS]
MSQLGSRGRLWLQSPTGGPPPTFLPSDGQALVLGRGPLTQVTDRKCSRNQVELTADPESR
TVAVKQLGVNPSTVGVHELKPGLSGSLSLGDVLYLVNGLYPLTLRWEELS

>2NTIB 246 XRAY 2. 50 0. 211 0. 251 no DNA polymerase sliding clamp C <UNP PCNA3 SULSO>
[SULFOLOBUS SOLFATARICUS]
MMKAKVIDAVSEFSYILRTVGDFLSEANFIVTKEGIRVSGIDPSRVVFLDIFLPSSYFEGE

EVSQEKEI IGFKLEDVNDILKRVLKDDTLILSSNESKLTLTFDGEFTRSFELPLIQVEST
QPPSVNLEFPFKAQLLTITFADIIDELSDLGEVLNIHSKENKLYFEVIGDLSTAKVELST
DNGTLLEASGADVSSSYGMEYVANTTKMRRASDSMELYFGSQIPLKLRFKLPQEGYGDEFY

TAPRAD

>4JW3C 139 XRAY 2. 60 0. 226 0. 264 no Alpha—helical artificial proteins <PDB 4JW3>
[SYNTHETIC CONSTRUCT]
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MRGSHHHHHHTDPEKVEMY IKNLQDDSYFVRRAAAAALGKIGDERAVEPLTKALKDEDRE
VRSSAAYALGEIGDERAVEPLITKALKDEDWFVRRAAAVALGEIGGERVRAAMEKLAETGT
GFARKVAVNYLETHKSLIS

>3JTZA 88 XRAY 1. 30 0. 214 0. 239 no Integrase <UNP Q9Z3B4 YERPE> [YERSINIA PESTIS]
MSLTDAKIRTLKPSDKPFKVSDSHGLYLLVKPGGSRHWYLKYRISGKESRIALGAYPATS
LSDARQQREGIRKMLALNINLEHHHHHH

>1TYMA 55 NMR NA NA NA no EL5 <UNP EL5 ORYSA> [ORYZA SATIVA]
AMDDGVECAVCLAELEDGEEARFLPRCGHGFHAECVDMWLGSHSTCPLCRLTVVV

>3ASLA 70 XRAY 1.41 0.161 0.196 no E3 ubiquitin-protein ligase UHRF1 <UNP
UHRF1 HUMAN> [HOMO SAPIENS]
SGPSCKHCKDDVNRLCRVCACHLCGGRQDPDKQLMCDECDMAFHI YCLDPPLSSVPSEDE

WYCPECRNDA

>3M9QA 101 XRAY 1. 29 0. 171 0. 192 no Protein male—specific lethal-3 <UNP MSL3_DROME>
[DROSOPHILA MELANOGASTER]
MKKHHHHHHMTELRDETPLFHKGEIVLCYEPDKSKARVLYTSKVLNVFERRNEHGLRFYE
YKITHFQGWRPSYDRAVRATVLLKDTEENRQLQRELAEAAKL

>1U2WA 122 XRAY 1.90 0. 236 0. 261 no Cadmium efflux system accessory protein <UNP
CADC_STAAU> [STAPHYLOCOCCUS AUREUS]
MKKKDTCEIFGYDEEKVNRIQGDLQTVDISGVSQILKAIADENRAKITYALCQDEELCVC

DIANILGVTIANASHHLRTLYKQGVVNFRKEGKLALYSLGDEHIRQIMMIALAHKKEVKV
NV

>3U61A 199 XRAY 3.20 0.244 0.305 no DNA polymerase accessory protein 62 <UNP
DPAG2 BPT4> [ENTEROBACTERIA PHAGE T4]
SLFKDDIQLNEHQVAWYSKDWTAVQSAADSFKEKAENEFFET IGAINNKTKCSTAQKDYS
KFMVENALSQFPECMPAVYAMNLIGSGLSDEAHFNYLMAAVPRGKRYGKWAKLVEDSTEV
LITKLLAKRYQVNTNDAINYKSILTKNGKLPLVLKELKGLVTDDFLKEVTKNVKEQKQLK
KLALEWGLEHHHHHHHHHH

>4LG8A 354 XRAY 1. 89 0. 158 0. 197 no Pre-mRNA—processing factor 19 <UNP PRP19 HUMAN>
[HOMO SAPIENS]

MHHHHHHSSGRENLYFQGTPET IQKLQDKATVLTTERKERGKTVPEELVKPEELSKYRQV
ASHVGLHSASTPGILALDLCPSDTNKILTGGADKNVVVEDKSSEQILATLKGHTKKVTSY
VFHPSQDLVFSASPDATIRIWSVPNASCVQVVRAHESAVTGLSLHATGDYLLSSSDDQYW
AFSDIQTGRVLTKVTDETSGCSLTCAQFHPDGLIFGTGTMDSQIK IWDLKERTNVANFPG
HSGPTTSTAFSENGYYLATAADDSSVKLWDLRKLKNFKTLQLDNNFEVKSLIFDQSGTYL
ALGGTDVQIYICKQWTEILHFTEHSGLTTGVAFGHHAKF TASTGMDRSLKFYSL

>27DSA 340 XRAY 2. 30 0. 167 0. 210 no Putative DNA-binding protein <UNP 069946 STRCO>
[STREPTOMYCES COELICOLOR]
MPRNETLETGQWADLPLEEVCRLARDFGYDGLELACWGDHFEVDKALADPSYVDSRHQLL
DKYGLKCWATSNHLVGQAVCDAT IDERHEATLPARTWGDGDAEGVRQRAAAETKDTARAA
ARLGVDTVIGFTGSAIWHLVAMFPPAPESMIERGYQDFADRWNPILDVFDAEGVRFAHEV
HPSETAYDYWTTHRALEAVGHRPAFGLNFDPSHFVWQDLDPVGFLWDFRDRIYHVDCKEA
RKRLDGRNGRLGSHLPWGDPRRGWDFVSAGHGDVPWEDVERMLRS IDYQGPVSVEWEDAG
MDRLQGAPEALTRLKAFDFEPPSASFDAAFNSLEHHHHHH

>20D5A 116 XRAY 1.79 0. 190 0.213 no hypothetical protein <PDB 20D5> [UNCULTURED
MARINE ORGANISM]

GMTGAVETESMKTVRIREK IKKFLGDRPRNTAEILEHINSTMRHGTTSQQLGNVLSKDKD
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IVKVGYIKRSGILSGGYDICEWATRNWVAEHCPEWTEGQPIILNEEGDFTLGPLPE

>4TRGA 109 XRAY 1. 70 0. 190 0. 228 no Transcriptional regulator ERG <UNP ERG HUMAN>
[HOMO SAPIENS]

GAMGSGIQRPGSGQIQLWQFLLELLSDSSNSSCITWEGTNGEFKMTDPDEVARRWGERKS
KPNMNYDKLSRALRYYYDKNIMTKVHGKRYAYKFDFHGTAQALQPHPPE

>1YIOA 208 XRAY 2. 20 0. 205 0. 275 no response regulatory protein <UNP 030989 PSEFL>
[PSEUDOMONAS FLUORESCENS]
MTAKPTVFVVDDDMSVREGLRNLLRSAGFEVETFDCASTFLEHRRPEQHGCLVLDMRMPG
MSGIELQEQLTAISDGIPIVFITAHGDIPMTVRAMKAGAIEFLPKPFEEQALLDATEQGL
QLNAERRQARETQDQLEQLFSSLTGREQQVLQLTIRGLMNKQIAGELGIAEVTVKVHRHN
IMQKLNVRSLANLVHLVEKYESFERGVS

>2ICTA 94 XRAY 1.63 0.198 0. 201 no antitoxin higa <UNP YDDM ECOLI> [ESCHERICHIA
COLI] MKMANHPRPGDIIQESLDELNVSLREFARAMEIAPSTASRLLTGKAALTPEMAIKLSVVI
GSSPQMWLNLQNAWSLAEAEKTVDVSRLRRLVTQ

>2QUQA 562 XRAY 2.80 0. 228 0. 285 no Centromere DNA-binding protein complex CBF3
subunit B <UNP CBF3B_YEAST> [SACCHAROMYCES CEREVISIAE]
KLITASSSKEYLPDLLLEWQNYEYWITNIGLYKTKQRDLTRTPANLDTDTEECMFWMNYL
QKDQSFQLMNFAMENLGALYFGSIGDISELYLRVEQYWDRRADKNHSVDGKYWDALIWSV
FTMCIYYMPVEKLAETFSVYPLHEYLGSNKRLNWEDGMQLVMCQNFARCSLFQLKQCDEM
AHPDIRLVQAYLILATTTFPYDEPLLANSLLTQCTHTFKNFHVDDFRPLLNDDPVESTAK
VTLGRIFYRLCGCDYLQSGPRKPIALHTEVSSLLQHAAYLQDLPNVDVYREENSTEVLYW
KITSLDRDLDQYLNKSSKPPLKTLDAIRRELDIFQYKVDSLEEDFRSNNSRFQKFITALFQ
ISTVSWKLFKMYLIYYDTADSLLKVIHYSKVIISLIVNNFHAKSEFFNRHPMVMQTITRV
VSFISFYQIFVESAAVKQLLVDLTELTANLPTIFGSKLDKLVYLTERLSKLKLLWDKVQL
LDSGDSFYHPVFKILQNDIKITELKNDEMFSLIKGLGSLVPLNKLRQESLLEEEDENNTE
PSDFRTIVEEFQSEYNISDILS

>2K6GA 109 NMR NA NA NA no Replication factor C subunit 1 <UNP RFC1 HUMAN> [HOMO
SAPIENS]

KRTNYQAYRSYLNREGPKALGSKEIPKGAENCLEGLIFVITGVLESIERDEAKSLIERYG
GKVTGNVSKKTNYLVMGRDSGQSKSDKAAALGTKIIDEDGLLNLIRNLE

>1X6FA 88 NMR NA NA NA no Zinc finger protein 462 <UNP ZN462 HUMAN> [HOMO SAPIENS]
GSSGSSGLKRDFI ILGNGPRLONSTYQCKHCDSKLQSTAELTSHLNIHNEEFQKRAKRQE
RRKQLLSKQKYADGAFADFKQESGPSSG

>3AAFA 134 XRAY 1.90 0. 213 0. 244 no Werner syndrome ATP—dependent helicase <UNP
WRN_HUMAN> [HOMO SAPIENS]
GIRMDDSEDTSWDFGPQAFKLLSAVDILGEKFGIGLPILFLRGSNSQRLADQYRRHSLEG
TGKDQTESWWKAFSRQLITEGFLVEVSRYNKFMK ICALTKKGRNWLHKANTESQSLILQA

NEELCPKKFLLPSS

>4HTKA 143 XRAY 1.64 0.195 0.216 no Protection of telomeres protein 1 <UNP
POT1 SCHPO> [SCHIZOSACCHAROMYCES POMBE]
MSDSFSLLSQITPHQRCSFYAQVIKTWYSDKNFTLYVTDYTENELFFPMSPYTSSSRWRG
PFGRFSIRCILWDEHDFYCRNY IKEGDYVVMKNVRTKIDHLGYLECILHGDSAKRYNMS I
EKVDSEEPELNEIKSRKRLYVQN

>3NCTA 144 XRAY 2. 20 0.186 0.210 no Protein psiB <UNP PSIB1 ECOLI> [ESCHERICHIA
COLI] MKTELTLNVLQTMNAQEYEDIRAAGSDERRELTHAVMRELDAPDNWTMNGEYGSEFGGFE
PVQVRFTPAHERFHLALCSPGDVSQVWVLVLVNAGGEPFAVVQVQRRFASEAVSHSLALA
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ASLDTQGYSVNDITHTLMAEGGQV

>3KXTA 56 XRAY 1.60 0.178 0.217 no Chromatin protein Cren7 <UNP CREN7_ SULSO>
[SULFOLOBUS SOLFATARICUS]

MKPVKVKTPAGKEAELVPEKVWALAPKGRKGVK IGLFKDPETGKYFRHKLPDDYPI

>2ATFA 135 XRAY 1.90 0.203 0.270 no ribosomal protein L7A <UNP Q7YYQ3 CRYPV>
[CRYPTOSPORIDIUM PARVUM]

GSSQNEASEDTGFNPKAFPLASPDLNNKI INLVQQACNYKQLRKGANEATKALNRGIAET
VLLAADAEPLEILLHLPLVCEDKNTPYVFVRSKVALGRACGVSRPVIAAATTSKDGSSLS

SQITELKDQIEQILV

>4ACOA 956 XRAY 1. 89 0. 194 0. 232 no CENTROMERE DNA-BINDING PROTEIN COMPLEX CBF3
SUBUNIT A <UNP CBF3A_YEAST> [SACCHAROMYCES CEREVISTAE]
MRSSILFLLKLMKIMDVQQQQEAMSSEDRFQELVDSLKPRTAHQYKTYYTKYIQWCQLNQ
TTPTPEDNSVNSVPYKDLP ISAEL THWFLLDTLITDDKPGEKREETEDLDEEEENSFKIA
TLKKIIGSLNFLSKLCKVHENPNANIDTKYLESVTKLHTHWIDSQKAITTNETNNTNTQV
LCPPLLKVSLNLWNPETNHLSEKFFKTCSEKLRFLVDFQLRSYLNLSFEERSKTRFGSLK
LGKRDRDAITYHKVTHSAEKKDTPGHHQLLALLPQDCPFICPQTTLAAYLYLRFYGIPSV
SKGDGFPNLNADENGSLLQDIPILRGKSLTTYPREETFSNYYTTVFRYCHLPYKRREYFN
KCNLVYPTWDEDTFRTFFNEENHGNWLEQPEAFAFPDKIPFDFKK IMNFKSPYTSYSTNA
KKDPFPPPKDLLVQIFPEIDEYKRHDYEGLSQNSRDFLDLMEVLRERFLSNLPWIYKFFP
NHDIFQDPIFGNSDFQSYFNDKTIHSKGSPILSFDILPGFNKIYKNKTNFYSLLIERPSQ
LTFASSHNPDTHPTQKQESEGPLQMSQLDTTQLNELLKQQSFEYVQFQTLSNFQILLSVE
NKIFEKLEMKKSSRGY ILHQLNLFKITLDERIKKSKIDDADKF IRDNQPIKKEENIVNED
GPNTSRRTKRPKQIRLLSTADSSDESSTEDSNVFKKDGES IEDGAYGENEDENDSEMQEQ
LKSMINELINSKISTFLRDQMDQFELKINALLDKILEEKVTRITEQKLGSHTGKFSTLKR
PQLYMTEEHNVGFDMEVPKKLRTSGKYAETVKDNDDHQAMSTTASPSPEQDQEAKSYTDE
QEFMLDKSIDSIEGITLEWFTPNAKYANQCVHSMNKSGNKSWRANCEALYKERKSIVEFY
TYLVNHESLDRYKAVDICEKLRDQNEGSFSRLAKFLRKWRHDHQNSFDGLLVYLSN

>1PL5A 142 XRAY 2.50 0.261 0.288 no Regulatory protein SIR4 <UNP SIR4 YEAST>
[SACCHAROMYCES CEREVISTAE]

SNTTEILTSVDVLGTHSQTGTQQSNMY TSTQKTELE IDNKDSVTECSKDMKEDGLSFVDI
VLSKAASALDEKEKQLAVANET TRSLSDEVMRNEIRITSLQGDLTFTKKCLENARSQISE
KDAKINKLMEKDFQVNKEIKPY

>1CI4A 89 XRAY 1.90 0.210 0. 262 no BARRIER-TO-AUTOINTEGRATION FACTOR (BAF) <UNP
BAF HUMAN> [HOMO SAPIENS]
MTTSQKHRDFVAEPMGEKPVGSLAGIGEVLGKKLEERGFDKAYVVLGQFLVLKKDEDLFR
EWLKDTCGANAKQSRDCEGCLREWCDAFL

>10Y3B 136 XRAY 2.05 0.219 0.247 no Transcription factor p65 <UNP TF65 MOUSE>
[MUS MUSCULUS]

TAELKICRVNRNSGSCLGGDEIFLLCDKVQKEDIEVYFTGPGWEARGSFSQADVHRQVAT
VFRTPPYADPSLQAPVRVSMQLRRPSDRELSEPMEFQYLPDTDDRHRIEEKRKRTYETFK SIMKKSPENGPTEPRP
>1PGZA 195 XRAY 2. 60 0.237 0. 269 no Heterogeneous nuclear ribonucleoprotein Al
<UNP ROA1 HUMAN> [HOMO SAPIENS]
SKSESPKEPEQLRKLFIGGLSFETTDESLRSHFEQWGTLTDCVVMRDPNTKRSRGFGEVT
YATVEEVDAAMNARPHKVDGRVVEPKRAVSREDSQRPGAHLTVKK IFVGGIKEDTEEHHL
RDYFEQYGKIEVIEIMTDRGSGKKRGFAFVTFDDHDSVDKIVIQKYHTVNGHNCEVRKAL

SKQEMASASSSQRGR
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>3UX8A 670 XRAY 2. 10 0. 212 0. 245 no Excinuclease ABC, A subunit <UNP E8SW61 GEO0S2>
[GEOBACILLUS]

MGSSHHHHHHSSGLVPRGSHMDKI IVKGARAHNLKNIDVEIPRGKLVVLTGLSGSGKSSL
AFDTIYAEGQRRYVESLSAYARQFLGQMEKPDVDAIEGLSPAISIDQKTTSRNPRSTVGT
VTEIYDYLRLLFARIGRLVGGKHIGEVTAMSVTEALAFFDGLELTEKEAQIARLILREIR
DRLGFLONVGLDYLTLSRSAGTLSGGEAQRTRLATQTGSRLTGVLYVLDEPSTGLHQRDN
DRLIATLKSMRDLGNTLIVVEHDEDTMLAADYLIDIGPGAGIHGGEVVAAGTPEEVMNDP
NSLTGQYLSGKKFIPTPAERRRPDGRWLEVVGAREHNLKNVSVKIPLGTFVAVTGVSGSG
KSTLVNEVLYKALAQKLHRAKAKPGEHRDIRGLEHLDKVIDIDQSPIGRTPRSNPATYTG
VEDDIRDVFASTNEAKVRGYKKGRFSFNVKGGRCEACHGDGI IKIEMHFLPDVYVPCEVC
HGKRYNRETLEVTYKGKNIAEVLDMTVEDALDFFASTPKIKRKLETLYDVGLGYMKLGQP
ATTLSGGEAQRVKLAAELHRRSNGRTLYILDEPTTGLHVDDIARLLDVLHRLVDNGDTVL
VIEHNLDVIKTADYIIDLGPEGGDRGGQIVAVGTPEEVAEVKESHTGRYLKPTLERDRAR

MQARYEAAKA

>1L8YA 91 NMR NA NA NA no upstream binding factor 1 <UNP UBF1 HUMAN> [HOMO SAPIENS]
MGKLPESPKRAEEIWQQSVIGDYLARFKNDRVKALKAMEMTWNNMEKKEKLMWIKKAAED
QKRYERELSEMRAPPAATNSSKKLEHHHHHH

>4ER8A 165 XRAY 2. 60 0.228 0.281 no TnpArep for protein <UNP YAFM ECOLI>
[ESCHERICHIA COLI]
MSEYRRYYIKGGTWFFTVNLRNRRSQLLTTQYQMLRHAT IKVKRDRPFE INAWVVLPERM
HCIWTLPEGDDDFSSRWREIKKQFTHACGLKNIWQPRFWEHATIRNTKDYRHHVDYIYINP
VKHGWVKQVSDWPFSTFHRDVARGLYPIDWAGDVTDFSAGERI IS

>10V9A 50 XRAY 2.30 0.258 0.269 no VicH protein <UNP Q9KSX6 VIBCH> [VIBRIO
CHOLERAE] SEITKTLLNIRSLRAYARELTIEQLEEALDKLTTVVQERKEAEAEEIAAR

>3QMDA 79 XRAY 1.90 0.225 0.241 no CpG-binding protein <UNP CXXC1 HUMAN> [HOMO
SAPTENS] MHHHHHHSSRENLYFQGQIKRSARMCGECEACRRTEDCGHCDFCRDMKKFGGPNKIRQKC
RLRQCQLRARESYKYFPSS

>1IRZA 64 NMR NA NA NA no ARR10-B <UNP ARR10 ARATH> [ARABIDOPSIS THALIANA]
TAQKKPRVLWTHELHNKFLAAVDHLGVERAVPKKILDLMNVDKLTRENVASHLQKFRVAL

KKVS

>3FYMA 130 XRAY 1.00 0.110 0. 140 no Putative uncharacterized protein <UNP
Q99UJO0 STAAM> [STAPHYLOCOCCUS AUREUS SUBSP. AUREUS MU50]
MKTVGEALKGRRERLGMTLTELEQRTGIKREMLVHIENNEFDQLPNKNYSEGFIRKYASV
VNIEPNQLIQAHQDEIPSNQAEWDEVITVENNNKDLDYKSKSKEPIQLLVIMGITVLITL

LLWIMLVLIF

>10QJA 97 XRAY 1.55 0.234 0.210 no Glucocorticoid Modulatory Element Binding
protein—1

<UNP GMEB1 HUMAN> [HOMO SAPIENS]
GAMEDMEIAYPITCGESKAILLWKKFVCPGINVKCVKENDQLISPKHFVHLAGKSTLKDW
KRATRLGGIMLRKMMDSGQIDFYQHDKVCSNTCRSTK

>4GS3A 107 XRAY 1.09 0.154 NA no Single—stranded DNA-binding protein <UNP
Q8RBIS THETN> [THERMOANAEROBACTER TENGCONGENSIS]
SNAMAGNFLENNTVTLVGKVFTPLEFSHELYGEKFFNFILEVPRLSETKDYLPITISNRL
FEGMNLEVGTRVKIEGQLRSYNRKSPEEGKNKLILTVFARDISVVPE

>3VIRB 88 XRAY 2.40 0.242 0.290 no Uncharacterized protein YDL160C-A <UNP
YD160 YEAST> [SACCHAROMYCES CEREVISIAE]
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MLSKEALTIKTLSQNEGGNDMKIADEVVPMIQKYLDIFIDEAVLRSLQSHKDINGERGDKS
PLELSHQDLERIVGLLLMDMLEHHHHHH

>2DT5A 211 XRAY 2. 16 0. 195 0. 238 no AT-rich DNA-binding protein <UNP Q5SHS3 THET8>
[THERMUS THERMOPHILUS]
MKVPEAATSRLITYLRILEELEAQGVHRTSSEQLGGLAQVTAFQVRKDLSYFGSYGTRGV
GYTVPVLKRELRHILGLNRKWGLCIVGMGRLGSALADYPGFGESFELRGFFDVDPEKVGR
PVRGGVIEHVDLLPQRVPGRIETALLTVPREAAQKAADLLVAAGIKGILNFAPVVLEVPK
EVAVENVDFLAGLTRLSFAILNPKWREEMMG

>1Y6UA 70 NMR NA NA NA no Excisionase from transposon Tn916 <UNP Q79DA1 ENTFA>
[ENTEROCOCCUS FAECALIS]
AGHMKQTDIPIWERYTLTIEEASKYFRIGENKLRRLAEENKNANWLIMNGNRIQIKRKQF

EKIIDTLDAI

>3FRQA 195 XRAY 1.76 0. 183 0. 221 no Repressor protein MphR(A) <UNP Q9EV]J6 ECOLX>
[ESCHERICHIA COLI]
GMPRPKLKSDDEVLEAATVVLKRCGPIEFTLSGVAKEVGLSRAALIQREFTNRDTLLVRMM
ERGVEQVRHYLNATPIGAGPQGLWEFLQVLVRSMNTRNDFSVNYLISWYELQVPELRTLA
TQRNRAVVEGIRKRLPPGAPAAAELLLHSVIAGATMQWAVDPDGELADHVLAQIAAILCL MFPEHDDFQLLQAHA
>1USTA 93 NMR NA NA NA no HISTONE H1 <UNP H1 YEAST> [SACCHAROMYCES CEREVISIAE]
KKEEASSKSYRELTTEGLTALKERKGSSRPALKKFIKENYPTVGSASNFDLYFNNATKKG
VEAGDFEQPKGPAGAVKLAKKKSPEVKKEKEVS

>354WB 1323 XRAY 3. 41 0. 241 0. 272 no Fanconi anemia group D2 protein homolog <UNP
FACD2_MOUSE> [MUS MUSCULUS]
SHNSHEVEENGSVFVKLLKASGLTLKTGENQNQLGVDQVIFQRKLFQALRKHPAYPKVIE
EFVNGLESYTEDSESLRNCLLSCERLQDEEASMGTEFYSKSLIKLLLGIDILQPAIIKMLF
EKVPQFLFESENRDGINMARLI INQLKWLDRIVDGKDLTAQMMQLISVAPVNLQHDFITS
LPETLGDSQHANVGKELGELLVQNTSLTVPILDVFSSLRLDPNFLSKIRQLVMGKLSSVR
LEDFPVIVKFLLHSVTDTTSLEVIAELRENLNVQQF TLPSRTQASQSKLKSKGLASSSGN
QENSDKDCIVLVFDVIKSAIRYEKTISEAWFKAIERIESAAEHKSLDVVMLLITYSTSTQ
TKKGVEKLLRNKIQSDCIQEQLLDSAFSTHYLVLKDICPSILLLAQTLFHSQDQRIILFG
SLLYKYAFKFFDTYCQQEVVGALVTHVCSGTEAEVDTALDVLLELIVLNASAMRLNAAFV

KGILDYLENMSPQQIRKTFCILSTLAFSQQPGTSNHIQDDMHLVIRKQLSSTVFKYKLIG
TIGAVTMAGIMAEDRSVPSNSSQRSANVSSEQRTQVTSLLQLVHSCTEHSPWASSLYYDE
FANLIQERKLAPKTLEWVGQT IFNDFQDAFVVDFCAAPEGDFPFPVKALYGLEEYSTQDG
IVINLLPLFYQECAKDASRATSQESSQRSMSSLCLASHFRLLRLCVARQHDGNLDEIDGL
LDCPLFLPDLEPGEKLESMSAKDRSLMCSLTFLTFNWFREVVNAFCQQTSPEMKGKVLSR
LKDLVELQGILEKYLAVIPDYVPPFASVDLDTLDMMPRKTFVSLQNYRAFFRELDIEVES
ILHSGLVTKFILDTEMHTEATEVVQLGPAELLFLLEDLSQKLENMLTAPFAKRICCFKNK
GRQNIGFSHLHQRSVQDIVHCVVQLLTPMCNHLENIHNFFQCLGAEHLSADDKARATAQE
QHTMACCYQKLLQVLHALFAWKGFTHQSKHRLLHSALEVLSNRLKQMEQDQPLEELVSQS
FSYLQNFHHSVPSFQCGLYLLRLLMALLEKSAVPNQKKEKLASLAKQLLCRAWPHGEKEK
NPTENDHLHDVLYIYLEHTDNVLKAIEEITGVGVPELVSAPKDAASSTEPTLTRHTFVIE
FRVMMAELEKTVKGLQAGTAADSQQVHEEKLLYWNMAVRDFSTLLNLMKVEDSYPVLHVC
LKYGRRFVEAFLKQCMPLLDFSFRKHREDVLSLLQTLQLNTRLLHHLCGHSKIRQDTRLT
KHVPLLKKSLELLVCRVKAMLVLNNCREAFWLGTLKNRDLQGEEI ISQDPSSSESNAEDS
EDG

>2FXQA 264 XRAY 1.85 0. 192 0. 247 no Single—strand binding protein <UNP SSB THEAQ>
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[THERMUS AQUATICUS]

MARGLNQVFLIGTLTARPDMRY TPGGLAILDLNLAGQDAFTDESGQEREVPWYHRVRLLG
RQAEMWGDLLEKGQLIFVEGRLEYRQWEKDGEKKSEVQVRAEF IDPLEGRGRETLEDARG
QPRLRRALNQVILMGNLTRDPDLRYTPQGTAVVRLGLAVNERRRGQEEERTHFLEVQAWR
ELAEWASELRKGDGLLVIGRLVNDSWTSSSGERRFQTRVEALRLERPTRGPAQAGGSRPP
TVQTGGVDIDEGLEDFPPEEDLPF

>1ZI0A 307 XRAY 2.60 0.227 0.266 no DNA gyrase subunit A <UNP GYRA ECOLI>
[ESCHERICHIA COLI]

TQEDVVVTLSHQGYVKYQPLSEYEAQRRGGKGKSAARIKEEDF IDRLLVANTHDHILCES
SRGRVYSMKVYQLPEATRGARGRPIVNLLPLEQDERITAILPVTEFEEGVKVFMATANGT
VKKTVLTEFNRLRTAGKVAIKLVDGDELIGVDLTSGEDEVMLFSAEGKVVRFKESSVRAM
GCNTTGVRGIRLGEGDKVVSLIVPRGDGAILTATONGYGKRTAVAEYPTKSRATKGVISI
KVTERNGLVVGAVQVDDCDQIMMITDAGTLVRTRVSEISIVGRNTQGVILIRTAEDENVV

GLQRVAE

>1KKXA 123 NMR NA NA NA no Transcription regulatory protein ADR6 <UNP SWI1 YEAST>
[SACCHAROMYCES CEREVISIAE]

MRGSGSHHHHHHGSNNKQYELFMKSLIENCKKRNMPLQS IPEIGNRKINLFYLYMLVQKF
GGADQVTRTQQWSMVAQRLQISDYQQLESTYFRILLPYERHMISQEGIKETQAKRILQPS

LIS

>2K75A 106 NMR NA NA NA no uncharacterized protein Ta0387 <UNP Q9HL44 THEAC>
[ THERMOPLASMA ACIDOPHILUM]
SDLVKIRDVSLSTPYVSVIGKITGIHKKEYESDGTTKSVYQGYIEDDTARIRISSFGKQL
QDSDVVRIDNARVAQFNGYLSLSVGDSSRIESVNVNIPLEHHHHHH

>3V60A 84 XRAY 2. 60 0.212 0. 249 no Ubiquitin-like protein SMT3 <UNP SMT3 YEAST>
[SACCHAROMYCES CEREVISIAE]
GSHMRPETHINLKVSDGSSEIFFKIKKTTPLRRLMEAFAKRQGKEMDSLRFLYDGIRIQA
DQTPEDLDMEDND I IEAHREQIGG

>2HXO0A 154 XRAY 1. 55 0. 197 0. 209 no Putative DNA-binding protein <UNP Q57K43 SALCH>
[SALMONELLA CHOLERAESUIS]
MAGDPNSMTVSHHNASTARFYALRLLPGQEVFSQLHAFVQQNQLRAAWTAGCTGSLTDVA
LRYAGQEATTSLTGTFEVISLNGTLELTGEHLHLAVSDPYGVMLGGHMMPGCTVRTTLEL

VIGELPALTFSRQPCAISGYDELHISSRLEHHHH

>1TOFA 276 XRAY 1.85 0.211 0.235 no Transposon Tn7 transposition protein tnsA
<UNP TNSA_ECOLI> [ESCHERICHTA COLT]

GSAMAKANSSFSEVQIARRIKEGRGQGHGKDY IPWLTVQEVPSSGRSHRIYSHKTGRVHH
LLSDLELAVFLSLEWESSVLDIREQFPLLPSDTRQIAIDSGIKHPVIRGVDQVMSTDFLV
DCKDGPFEQFAIQVKPAAALQDERTLEKLELERRYWQQKQIPWFIFTDKEINPVVKENIE
WLYSVKTEEVSAELLAQLSPLAHILQEKGDENI INVCKQVDIAYDLELGKTLSEIRALTA
NGFIKFNIYKSFRANKCADLCISQVVNMEELRYVAN

>203CA 282 XRAY 2.30 0.199 0.236 no APEX nuclease 1 <UNP Q7SXL6_BRARE> [DANTO
RERTO] GSHMEAPTLYEDPPEKLTSKDGRAANMKITSWNVDGLRAWVKKNGLDWVRKEDPDILCLQ
ETKCAEKALPADITAMPEYPHKYWAGSEDKEGYSGVAMLCKTEPLNVTYGIGKEEHDKEG
RVITAEFPDFFLVTAYVPNASRGLVRLDYRKTWDVDFRAYLCGLDARKPLVLCGDLNVAH
QEIDLKNPKGNRKNAGFTPEEREGFTQLLEAGFTDSFRELYPDQAYAYTEFWTYMMNARSK
NVGWRLDYFVLSSALLPGLCDSKIRNTAMGSDHCPITLFLAV

>3SQIA 534 XRAY 2.82 0.196 0.251 no KLLAOE03807p <UNP Q6CPM4_ KLULA>
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[KLUYVEROMYCES LACTIS]
MSKLDSLLKELPTRTAHLYRSIWHKYTEWLKTMPDLTGADLKLFLSQKYIVKYIASHDDI
AKDPLPTCDAMIWFSRALDTENNDVLVLQQRLYGLVKLLEFDYSNVTATLQKTSINLWNP
STDSLQSKHFKTCQDKLKLLLDFQWKENTNVSFEDRTTVSLKDLQCILDDENGKCGLAHS
SKPNFVLVPNFQSPFTCPIFTMAVYYYLRFHGVKKYYKGDGYQILSQLEHIPI IRGKSLD
QYPRELTLGNWYPTIFKYCQLPYTKKHWFQVNQEWPQFPDFSDSSENTSTLAESDSENTI
GIPDFYIEKMNRTKLQPCPQVHVHLFPTDLPPDIQAVFDLLNSVLVTSLPLLYRVFPTHD
TFLDPSLKTPQNIAFLTGTLPLDIESQEHLLAQLIDKTGTVSELVPNPVK IDQNEHTLTP
IGTSLSQTDIPMLDQLKTELQKLIQLQTSTGFSQLITVLLEIFQRLDFKKSNKQFVIDLL
QSCRKDMRNKLMDPCSLSTNFADELSDDENEKGNKTGAIYDPETDNGNEESVSD

>ITZYA 129 XRAY 1.90 0.190 0.222 no Histone H2A-IV <UNP H2A4 CHICK> [GALLUS
GALLUS]

MSGRGKQGGKARAKAKSRSSRAGLQFPVGRVHRLLRKGNYAERVGAGAPVYLAAVLEYLT
AETLELAGNAARDNKKTRIIPRHLQLAIRNDEELNKLLGKVTIAQGGVLPNIQAVLLPKK

TDSHKAKAK

>27ZVVA 276 XRAY 2. 00 0. 232 0. 245 no Proliferating cellular nuclear antigen 1 <UNP
PCNA1 ARATH> [ARABIDOPSIS THALIANA]
MGSSHHHHHHSSGLVPRGSHMLELRLVQGSLLKKVLESIKDLVNDANFDCSSTGFSLQAM
DSSHVALVSLLLRSEGFEHYRCDRNLSMGMNLGNMSKMLKCAGNDDI ITIKADDGGDTVT
FMFESPTQDKIADFEMKLMDIDSEHLGIPDAEYHSIVRMPSNEFSRICKDLSSIGDTVVI
SVTKEGVKFSTAGDIGTANIVLRONTTVDKPEDAIVIEMKEPVSLSFALRYMNSFTKATP
LSDTVTISLSSELPVVVEYKVAEMGYIRYYLAPKIE

>2XQCA 140 XRAY 1.90 0. 176 0. 209 no TRANSPOSASE <UNP 083028 DEIRA> [DEINOCOCCUS
RADTODURANS]

MTYVILPLEMKKGRGYVYQLEYHLIWCVKYRHQVLVGEVADGLKDILRDIAAQNGLEVIT
MEVMPDHVHLLLSATPQQATPDFVKALKGASARRMEVAYPQLKEKLWGGNLWNPSYCILT
VSENTRAQIQKYTESQHDKE

>2P5MA 83 XRAY 1. 95 0. 187 0. 224 no Arginine repressor <UNP ARGR BACSU> [BACILLUS
SUBTILIS]

MQRFNPLSKLKRALMDAFVKIDSASHMIVLKTMPGNAQA IGALMDNLDWDEMMGTICGDD
TILIICRTPEDTEGVKNRLLELL

>30KGA 412 XRAY 1.95 0.199 0. 240 no Restriction endonuclease S subunits <UNP
Q8R9Q6 THETN> [THERMOANAEROBACTER TENGCONGENSIS]

MSHHHHHHSMDIEFMTEGPYKLPPGWRWVRLGEVCLPTERRDPTKNPSTYFVYVDISAID
STVGKIVSPKEILGQHAPSRARKVIRSGDVIFATTRPYLKNIALVPPDLDGQICSTGFCV
IRANREFAEPEFLFHLCRSDFITNQLTASKMRGTSYPAVTDNDVYNTLIPLPPLEEQRRI
VAKVEALMERVREVRRLRAEAQKDTELLMQTALAEVEFPHPGADLPPGWRWVRLGEVCDI I
MGQSPPSSTYNFEGNGLPFFQGKADFGDLHPTPRIWCSAPQKVARPGDVLISVRAPVGST
NVANLACCIGRGLAALRPRDSLERFWLLYYLHYLEPELSKMGAGSTFNAITKKDLQNVFI
PLPPLEEQRRIVAYLDQIQQQVAALKRAQAETEAELKRLEQAILDKAFRGDL

>4HDOA 339 XRAY 2. 30 0. 225 0. 277 no DNA double—strand break repair protein Mrell
<UNP MRE11 PYRFU> [PYROCOCCUS FURIOSUS]
HHHHHHMKFAHLADITHLGYEQFHKPQREEEFAEAFKNALETAVQENVDFILTAGDLFHSS
RPSPGTLKKATALLQIPKEHSIPVFAIEGNHDRTQRGPSVLNLLEDFGLVYVIGMRKEKV
ENEYLTSERLGNGEYLVKGVYKDLETHGMKYMSSAWFEANKE I LKRLFRPTDNATLMLHQ
GVREVSEARGEDYFEIGLGDLPEGYLYYARGHIHKRYETSYSGSPVVYPGSLERWDEGDY
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EVRYEWDGIKFKERYGVNKGFY IVEDFKPREFVETKVRPFIDVKIKGSEEETRKATKRLIP
LTPKNAYVRLNIGWRKPFDLTEIKELLNVEYLKIDTWRI

>2KHQA 110 NMR NA NA NA no Integrase <UNP Q49VW8 STAS1> [STAPHYLOCOCCUS
SAPROPHYTICUS SUBSP. SAPROPHYTICUS ATCC 15305]
MITFADYFYQWYEVNKLPHVSESTKRHYESAYKHIKDHFRHKLLKDIKRTEYQKFLNEYG
LTHSYETIRKLNSYIRNAFDDAIHEGYVIKNPTYKAELHASVLEHHHHHH

>1RW2A 152 NMR NA NA NA no ATP-dependent DNA helicase II, 80 kDa subunit <UNP
KU86_HUMAN> [HOMO SAPIENS]
MHHHHHHKLKTEQGGAHFSVSSLAEGSVTSVGSVNPAENFRVLVKQKKASFEEASNQLIN
HIEQFLDTNETPYFMKSIDCIRAFREEAIKFSEEQRFNNFLKALQEKVEIKQLNHFWEIV
VQDGITLITKEEASGSSVTAEEAKKFLAPKDK

>3PGGA 121 XRAY 2.14 0.216 0.258 no U6 snRNA-associated Sm—like protein LSmb.
SM domain

<UNP Q5CXX3 CRYPV> [CRYPTOSPORIDIUM PARVUM]
SYKVNYMSETPANKSQGGSNQKGGNIILPLALIDKCIGNRIYVVMKGDKEFSGVLRGFDE
YVNMVLDDVQEYGFKADEEDISGGNKKLKRVMVNRLET I LLSGNNVAMLVPGGDPDSENF

S

>20KFA 140 XRAY 1.60 0.143 0. 155 no FdxN element excision controlling factor
protein

<UNP Q3M7W6_ANAVT> [ANABAENA VARTABILIS]
GMSARDVFHEVVKTALKKDGWQITDDPLTISVGGVNLSIDLAAQKLIAAERQGQKIAVEV
KSFLKQSSAISEFHTALGQFINYRGALRKVEPDRVLYLAVPLTTYKTFFQLDFPKEIITE
NQVKMLVYDVEQEVIFQWIN

>3HI2B 101 XRAY 2. 00 0. 207 0. 248 no Motility quorum—sensing regulator mgqsR <UNP
MQSR_ECOLI> [ESCHERICHIA COLI K-12]
GSHMEKRTPHTRLSQVKKLVNAGQVRTTRSALLNADELGLDFDGMCNVI IGLSESDFYKS

MTTYSDHT IWQDVYRPRLVTGQVYLKITVIHDVLIVSFKEK

>1X51A 155 NMR NA NA NA no A/G-specific adenine DNA glycosylase <UNP MUTYH HUMAN>
[HOMO SAPTENS]

GSSGSSGPRKASRKPPREESSATCVLEQPGALGAQILLVQRPNSGLLAGLWEFPSVTWEP
SEQLQRKALLQELQRWAGPLPATHLRHLGEVVHTFSHIKLTYQVYGLALEGQTPVTTVPP
GARWLTQEEFHTAAVSTAMKKVFRVYQGQSGPSSG

>3MUJA 138 XRAY 1.92 0.171 0. 193 no Transcription factor COE3 <UNP COE3 HUMAN>
[HOMO SAPTENS]

SMEATPCIKAISPSEGWTTGGATVIIIGDNFFDGLQVVFGTMLVWSELITPHAIRVQTPP
RHIPGVVEVTLSYKSKQFCKGAPGRFVYTALNEPTIDYGFQRLQKVIPRHPGDPERLPKE
VLLKRAADLVEALYGMPH

>2KKPA 117 NMR NA NA NA no Phage integrase <UNP Q2RHJ2 MOOTA> [MOORELLA
THERMOACETICA ATCC 39073]
MIEPSKITVEQWLNRWLTDYAKPHLRQSTWESYETVLRLHVIPTLGSIPLKKLQPADIQR
LYASKLESGLSPTRVRY THVVLHEAMSQARESGLLLONPTEAAKPPRHPLEHHHHHH

>4HTOA 240 XRAY 2. 81 0. 210 0. 259 no DNA ligase 4 <UNP DNLI4 HUMAN> [HOMO SAPIENS]
MAASQTSQTVASHVPFADLCSTLERIQKSKGRAEKIRHFREFLDSWRKFHDALHKNHKDV
TDSFYPAMRLILPQLERERMAYGIKETMLAKLY IELLNLPRDGKDALKLLNYRTPTGTHG
DAGDFAMTAYFVLKPRCLQKGSLTIQQVNDLLDSTASNNSAKRKDLTKKSLLQLITQSSA

LEQKWLIRMI IKDLKLGVSQQTIFSVFHNDAAELHNVTTDLEKVCRQLHDPSVGLSDISI

>1HLVA 131 XRAY 2.50 0.222 0.260 no MAJOR CENTROMERE AUTOANTIGEN B <UNP
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CENPB_HUMAN> [HOMO SAPIENS]
MGPKRRQLTFREKSRI IQEVEENPDLRKGETARRFNIPPSTLSTILKNKRATILASERKYG
VASTCRKTNKLSPYDKLEGLLTAWFQQIRAAGLPVKGI ILKEKALRITAEELGMDDFTASN GWLDRFRRRRS

>1P92A 226 XRAY 2. 10 0. 243 0. 280 no Diphtheria toxin repressor <UNP DTXR_CORDI>
[CORYNEBACTERIUM DIPHTHERIAE]
MKDLVDTTEMYLRTIYELEEEGVTPLRARTAERLEQSGPTVSQTVARMERDGLVVVASDR
SLQMTPTGRTLATAVMRKARLAERLLTDIIGLDINKVHDEACRWEHVMSDEVERRLVKVL
KDVSRSPFGNPIPGLDELGVGNSDAAAPGTRVIDAATSMPRKVRIVQINETFQVETDQFT
QLLDADIRVGSEVEIVDRDGHITLSHNGKDVELLDDLAHTIRIEEL

>3QU3A 137 XRAY 1. 30 0. 169 0. 200 no Interferon regulatory factor 7 <UNP IRF7_ MOUSE>
[MUS MUSCULUS]

GSHMAEVRGVQRVLEGDWLLGEVSSGQYEGLQWLNEARTVFRVPWKHFGRRDLDEEDAQT
FKAWAVARGRWPPSGVNLPPPEAEAAERRERRGWKTNFRCALHSTGREFILRQDNSGDPVD
PHKVYELSRELGSTVGP

>2DA7A 71 NMR NA NA NA no Zinc finger homeobox protein 1b <UNP SIP1 HUMAN> [HOMO
SAPIENS]

GSSGSSGSPINPYKDHMSVLKAYYAMNMEPNSDELLKISTAVGLPQEFVKEWFEQRKVYQ YSNSRSGPSSG
>2FTTA 227 XRAY 2.25 0.193 0. 277 no Mosl transposase <UNP 061446 DROSE>
[DROSOPHILA MAURITIANA]
WVPHELNERQMERRKNTCEILLSRYKRKSFLHRIVTGDEKWIFEFVNPKRKKSYVDPGQPA
TSTARPNRFGKKTMLCVWWDQSGVIYYELLKPGETVNAARYQQQLINLNRALQRKRPEYQ
KRQHRVIFLHDNAPSHTARAVRDTLETLNWEVLPHAAYSPDLAPSDYHLFASMGHALAEQ
RFDSYESVKKWLDEWFAAKDDEFYWRGIHKLPERWEKCVASDGKYFE

>2ZQEA 83 XRAY 1.70 0.191 0.227 no MutS2 protein <UNP Q5SHT5 THET8> [THERMUS
THERMOPHILUS]

MREVKEVDLRGLTVAEALLEVDQALEEARALGLSTLRLLHGKGTGALRQATREALRRDKR
VESFADAPPGEGGHGVTVVALRP

>3S51A 1308 XRAY 3. 30 0.259 0. 278 no Fanconi anemia group I protein homolog <UNP
FANCI_MOUSE> [MUS MUSCULUS]
MDLKILSLATDKTTDKLQEFLQTLKDDDLASLLONQAVKGRAVGTLLRAVLKGSPCSEED
GALRRYKTYSCCIQLVESGDLQQDVASETIGLLMLEVHHFPGPLLVDLASDFVGAVREDR
LVNGKSLELLPIILTALATKKEVLACGKGDLNGEEYKRQLIDTLCSVRWPQRYMIQLTSV
FKDVCLTPEEMNLVVAKVLTMFSKLNLQETPPLVYQLLVLSSKGSRRSVLDGI TAFFREL
DKQHREEQSSDELSELITAPADELYHVEGTVILHIVFAIKLDCELGRELLKHLKAGQQGD

PSKCLCPFSTALLLSLTRIQRFEEQVFDLLKTSVVKSFKDLQLLQGSKFLQTLVPQRTCV
STMILEVVRNSVHSWDHVTQGLIEFGF ILMDSYGPKKILDGKAVEIGTSLSKMTNQHACK
LGANILLETFKTHEMIRQEILEQVLNRVVTRTSSPINHFLDLFSDI IMYAPLILQNCSKV
TETFDYLTFLPLQTVQGLLKAVQPLLKISMSMRDSLILVLRKAMFASQLDARKSAVAGFL
LLLKNFKVLGSLPSSQCTQSIGVTQVRVDVHSRYSAVANETFCLEI IDSLKRSLGQQADT
RLMLYDGFYDVLRRNSQLASS IMQTLFSQLKQFYEPEPDLLPPLKLGACVLTQGSQIFLQ
EPLDHLLSCIQHCLAWYKSRVVPLQQGDEGEEEEEELYSELDDMLESTTVRMIKSELEDF
ELDKSADFSQNTNVGIKNNICACLIMGVCEVLMEYNFSISNFSKSKFEETLSLFTCYKKE
SDILSEKAGKGKAKMTSKVSDSLLSLKFVSDLLTALFRDSIQSHEESLSVLRSSGEFMHY
AVNVTLQKIQQLIRTGHVSGPDGQNPDKIFQNLCDITRVLLWRYTSIPTSVEESGKKEKG
KSISLLCLEGLQKTFSVVLQFYQPKVQQFLQALDVMGTEEEEAGVTVTQRASFQIRQFQR
SLLNLLSSEEDDFNSKEALLLTAVLSTLSRLLEPTSPQFVQMLSWTSKICKEYSQEDASF
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CKSLMNLFFSLHVLYKSPVTLLRDLSQDIHGQLGDIDQDVEIEKTDHFAVVNLRTAAPTV
CLLVLSQAEKVLEEVDWLIAKIKGSANQETLSDKVTPEDASSQAVPPTLLIEKATIVMQLG
TLVTFFHELVQTALPSGSCVDTLLKGLSKIYSTLTAFVKYYLQVCQSSRGIPNTVEKLVK
LSGSHLTPVCYSFISYVQNKSSDAPKCSEKEKAAVSTTMAKVLRETKPIPNLVFATEQYE
KFLIQLSKKSKVNLMQHMKLSTSRDFKIKGSVLDMVLREDEEHHHHHH

>2WP0OC 112 XRAY 2.67 0.228 0.266 no CHROMOSOMAL REPLICATION INITIATOR PROTEIN
DNAA <UNP DNAA HELPY> [HELICOBACTER PYLORI]
MDTNNNIEKETLALVKQNPKVSLIEYENYFSQLKYNPNASKSDIAFFYAPNQVLCTTITA
KYGALLKEILSQNKVGMHLAHSVDVRIEVAPKIQINAQSNINYKAIKTSVKD

>2DQRA 122 XRAY 3. 01 0. 205 0. 276 no Replication termination protein <UNP RTP_BACSU>
[BACTLLUS SUBTILIS]
MKEEKRSSTGFLVKQRAFLKLYMITMTEQERLYGLKLLKVLQSEFKETGFKPNHTEVYRS
LHELLDDGILKQIKVKKEGAKLQEVVLYQFKDYEAAKLYKKQLKVELDRCKKLIEKALSD

NF

Negative samples:

>20KMA 147 XRAY 1.65 0.198 0.216 no Collagen adhesin <UNP QOEU70 ENTFA> [ENTEROCOCCUS FAECALIS]
ERDYPFFYKVGDLAGESNQVRWFLNVNLNKSDVTEDISTADRQGSGQQLNKESFTFDIVN
DKETKYISLAEFEQQGYGKIDFVTDNDFNLRFYRDKARFTSFIVRYTSTITEAGQHQATF ENSYDINYQLNNQDATNEKNTSQVKNV
>IM48A 133 XRAY 1.95 0.200 0.269 no interleukin-2 <UNP IL2 HUMAN> [HOMO SAPIENS]
APTSSSTKKTQLQLEHLLLDLQMILNG INNYKNPKLTRMLTFKFYMPKKATELKHLQCLE
EELKPLEEVLNLAQSKNFHLRPRDLISNINVIVLELKGSETTFMCEYADETATIVEFLNR

WITFCQSIISTLT

>1F5NA 592 XRAY 1. 70 0. 224 0. 255 no INTERFERON-INDUCED GUANYLATE-BINDING PROTEIN 1 <UNP GBP1 HUMAN>
[HOMO SAPIENS]

MASE THMTGPMCLIENTNGRLMANPEALKTLSATTQPMVVVATVGLYRTGKSYLMNKLAG

KKKGFSLGSTVQSHTKG IWMWCVPHPKKPGHILVLLDTEGLGDVEKGDNQNDSWIFALAV
LLSSTFVYNSIGTINQQAMDQLYYVTELTHRIRSKSSPDENENEVEDSADEFVSFFPDEVW
TLRDFSLDLEADGQPLTPDEYLTYSLKLKKGTSQKDETFNLPRLCIRKFFPKKKCFVFDR
PVHRRKLAQLEKLQDEELDPEFVQQVADFCSYIFSNSKTKTLSGGIQVNGPRLESLVLTY
VNAISSGDLPCMENAVLALAQIENSAAVQKATAHYEQQMGQKVQLPTESLQELLDLHRDS

EREATEVF IRSSFKDVDHLFQKELAAQLEKKRDDFCKQNQEASSDRCSGLLQVIFSPLEE
EVKAGIYSKPGGYRLFVQKLQDLKKKYYEEPRKGIQAEETLQTYLKSKESMTDATLQTDQ
TLTEKEKEIEVERVKAESAQASAKMLHEMQRKNEQMMEQKERS YQEHLKQL TEKMENDRV
QLLKEQERTLALKLQEQEQLLKEGFQKESRIMKNETQDLQTKMRRRKACTIS

>2D42A 249 XRAY 2. 07 0. 230 0. 265 no non—toxic crystal protein <PDB 2D42> [BACILLUS THURINGIENSIS]
ATINLLRELETYGMQYANSHQYTYGSSYSDDTNPIRTAGLDARIPDPTVTDPVNHIVLDR
RIITNTTSNSLEGVFSFSNAYTSRTSSQTRDGVTAGTNITGKYFANLFFEQVGLSGRIAF
EGAVTNENKYTLDATQDFRDSQTIRVPPFHRATGVYTLEQGAFEKMTVLECVVSGNGI IR

YYRTLPDNSYTEIVQRVNI IDVLQANGTPGETISKEQNRAYFTGEGTISGQIGLQTFIDV

VIEPLPGHA

>1JUVA 193 XRAY 1. 70 0.248 0.269 no DIHYDROFOLATE REDUCTASE <UNP DYR BPT4> [ENTEROBACTERIA PHAGE
T4]

MIKLVFRYSPTKTVDGENELAFGLGDGLPWGRVKKDLQNFKARTEGT IMIMGAKTFQSLP
TLLPGRSHIVVCDLARDYPVTKDGDLAHFY I TWEQY ITY ISGGEIQVSSPNAPFETMLDQ
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NSKVSVIGGPALLYAALPYADEVVVSRIVKRHRVNSTVQLDASFLDDISKREMVETHWYK
IDEVTTLTESVYK

>1PU6A 218 XRAY 1.64 0.153 0. 185 no 3-METHYLADENINE DNA GLYCOSYLASE <UNP 025323 HELPY>
[HELICOBACTER PYLORI]

VLDSFEILKALKSLDLLKNAPAWWWPNALKFEALLGAVLTQNTKFEAVLKSLENLKNAFI
LENDDEINLKKTAYIEFSKLAECVRPSGFYNQKAKRLIDLSGNILKDFQSFENFKQEVTR
EWLLDQKGIGKESADAILCYACAKEVMVVDKYSYLFLKKLGIEIEDYDELQHFFEKGVQE
NLNSALALYENTISLAQLYARFHGKIVEFSKQKLELKL

>2QKLA 127 XRAY 2.33 0.229 0.259 no SPBC3B9. 21 protein <UNP Q9P805 SCHPO>
[SCHIZOSACCHAROMYCES POMBE]
MEDENILRNAVNLQVLKFHYPEIESTIDIASHVAVYQFDVGSQKWLKTSIEGTFFLVKDQ
RARVGYVILNRNSPENLYLFINHPSNVHLVDRYLTHRTENQHVVGLWMEDPNDMSRIFNI  VKESLLR

>3196A 119 XRAY 1.65 0.163 0. 185 no Ethanolamine utilization protein eutS <UNP EUTS_ECOLI>
[ESCHERICHIA COLI]

MDKERI IQEFVPGKQVTLAHLTAHPGEELAKKIGVPDAGAIGIMTLTPGETAMIAGDLAL
KAADVHIGFLDRFSGALVIYGSVGAVEEALSQTVSGLGRLLNY TLCEMTKSLEHHHHHH

>1LLFA 534 XRAY 1.40 0.142 0. 169 no Lipase 3 <UNP LIP3 CANRU> [CANDIDA CYLINDRACEA]
APTAKLANGDTITGLNATINEAFLGIPFAEPPVGNLRFKDPVPYSGSLNGQKFTSYGPSC
MQONPEGTFEENLGKTALDLVMQSKVFQAVLPQSEDCLTINVVRPPGTKAGANLPVMLWI
FGGGFEIGSPTIFPPAQMVTKSVLMGKPITHVAVNYRVASWGFLAGDDIKAEGSGNAGLK
DQRLGMQWVADNIAGFGGDPSKVTIFGESAGSMSVLCHLIWNDGDNTYKGKPLFRAGIMQ
SGAMVPSDPVDGTYGNEIYDLFVSSAGCGSASDKLACLRSASSDTLLDATNNTPGFLAYS
SLRLSYLPRPDGKNITDDMYKLVRDGKYASVPVI IGDQNDEGT IFGLSSLNVTTNAQARA
YFKQSFIHASDAEIDTLMAAYPQDITQGSPFDTGIFNAITPQFKRISAVLGDLAFIHARR
YFLNHFQGGTKYSFLSKQLSGLPIMGTFHANDIVWQDYLLGSGSVIYNNAFTAFATDLDP
NTAGLLVNWPKYTSSSQSGNNLMMINALGLYTGKDNFRTAGYDALMTNPSSFFV

>2CI1A 276 XRAY 1.08 0.112 0. 141 no NG, NG-DIMETHYLARGININE DIMETHYLAMINOHYDROLASE 1 <UNP
DDAH1 BOVIN> [BOS TAURUS]

ATFGRATHVVVRALPESLAQQALRRTKGDEVDFARAERQHQLYVGVLGSKLGLQVVQLPA
DESLPDCVFVEDVAVVCEETALITRPGAPSRRKEADMMKEALEKLQLNIVEMKDENATLD
GGDVLFTGREFFVGLSKRTNQRGAEILADTFKDYAVSTVPVVDALHLKSFCSMAGPNLIA
IGSSESAQKALKIMQQMSDHRYDKLTVPDDTAANCIYLNIPSKGHVLLHRTPEEYPESAK
VYEKLKDHMLIPVSNSELEKVDGLLTXXSSVLINKK

>1L3LA 234 XRAY 1.66 0.246 0.266 no Transcriptional activator protein traR <UNP TRAR 9RHIZ>
[AGROBACTERIUM TUMEFACIENS]

MQHWLDKLTDLAAIEGDECILKTGLADIADHFGFTGYAYLHIQHRHITAVTNYHRQWQST
YFDKKFEALDPVVKRARSRKHIFTWSGEHERPTLSKDERAFYDHASDFGIRSGITIPIKT
ANGFMSMFTMASDKPVIDLDREIDAVAAAATIGQIHARISFLRTTPTAEDAAWLDPKEAT
YLRWIAVGKTMEETADVEGVKYNSVRVKLREAMKRFDVRSKAHLTALAIRRKLI

>2FFYA 358 XRAY 1.07 0.133 0.164 no Beta—lactamase <UNP AMPC ECOLI> [ESCHERICHIA COLI]
APQQINDIVHRTITPLTEQQKIPGMAVAVIYQGKPYYFTWGYADTAKKQPVTQQTLFELG
SVSKTFTGVLGGDATARGEIKLSDPTTKYWPELTAKQWNGITLLHLATYTAGGLPLQVPD
EVKSSSDLLRFYQNWQPAWAPGTQRLYANSSIGLFGALAVKPSGLSFEQAMQTRVFQPLK
LNHTWINVPPAEEKNYAWGYREGKAVHVSPGALDAEAYGVKSTIEDMARWVQSNLKPLDI
NEKTLQQGIQLAQSRYWQTGDMYQGLGWEMLDWPVNPDST INGSDAKTALAARPVKAITP
PTPAVRASWVHKTGATGGFGSYVAFIPEKELGIVMLANKNYPNPARVDAAWQILNALQ

>3QX1A 84 XRAY 1.60 0.206 0.218 no FAS-associated factor 1 <UNP FAF1 HUMAN> [HOMO SAPIENS]
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GSHMEPVSKLRTRTPSGEFLERRFLASNKLQIVFDFVASKGFPWDEYKLLSTFPRRDVTQ
LDPNKSLLEVKLFPQETLFLEAKE
>3C1QA 123 XRAY 1.70 0.158 0.208 no General secretion pathway protein F <UNP GSPF VIBCH> [VIBRIO

CHOLERAE]
MGFAFKRGISTPDLALITRQLATLVQSGMPLEECLRAVAEQSEKPRIRTMLVAVRAKVTE

GYTLSDSLGDYPHVFDELFRSMVAAGEKSGHLDSVLERLADYAENRQKMRSKLQQASENL

YFQ

>3HYNA 189 XRAY 1.20 0.118 0.139 no Putative signal transduction protein <PDB 3HYN> [EUBACTERIUM
RECTALE ATCC 33656

GMSYQNANYSAFYVSEPFSESNLGANSTHDFVYYNMLRMWKGEDNSFPENDAHDKTYNVR
DGSDWEKTLKPRLHTRLDNSKNIILFLSSITANSRALREEMNYGIGTKGLPVIVIYPDYD
KKSDIVDSNGNFKKQITKDLWDKLPAFRDNMSSVATLHIPCTKSVITISALNNEDFMVNTMA

DAEKYYYKP

>3FOKA 307 XRAY 2.50 0.225 0.254 no uncharacterized protein Cgl0159 <UNP Q8NTZ2 CORGL>
[CORYNEBACTERIUM GLUTAMICUM]
MTPPITSPESFEALRRMRAAEPTMVAERFKQRRKRELLGEDGKLFTVAADHPARGALAVG
DNETAMANRYELLERMATALSRPGVDGVLGTPDI IDDLAALGLLDDKIVVGSMNRGGLRG
ASFEMDDRYTGYNVSSMVDRGVDFAKTLVRINLSDAGTAPTLEATAHAVNEAAAAQLPIM
LEPFMSNWVNGKVVNDLSTDAVIQSVATAAGLGNDSSYTWMKLPVVEEMERVMESTTMPT
LLLGGEGGNDPDATFASWEHALTLPGVRGLTVGRTLLYPQDGDVAAAVDTAARLVHTDIQ

QFTSQSI

>1LR5A 163 XRAY 1.90 0.200 0.241 no Auxin binding protein 1 <UNP ABP1 MAIZE> [ZEA MAYS]
SCVRDNSLVRDISQMPQSSYGIEGLSHITVAGALNHGMKEVEVWLQT ISPGQRTPITHRHS
CEEVFTVLKGKGTLLMGSSSLKYPGQPQEIPFFQNTTFSIPVNDPHQVWNSDEHEDLQVL
VIISRPPAKIFLYDDWSMPHTAAVLKFPFVWDEDCFEAAKEQL

>1KOEA 172 XRAY 1.50 0.190 0.224 no ENDOSTATIN <UNP COIA1 MOUSE> [MUS MUSCULUS]
QPVLHLVALNTPLSGGMRGTRGADFQCFQQARAVGLSGTFRAFLSSRLQDLYSTVRRADR
GSVPIVNLKDEVLSPSWDSLFSGSQGQLQPGARIFSFDGRDVLRHPAWPQKSVWHGSDPS
GRRLMESYCETWRTETTGATGQASSLLSGRLLEQKAASCHNSYIVLCIENSF

>3EAGA 326 XRAY 2. 55 0. 186 0. 243 no UDP-N-acetylmuramate:L—-alanyl—gamma—D—-glutamyl-meso—
diaminopimelate ligase <UNP Q9JRY9 NEIMB> [NEISSERIA MENINGITIDIS MC58]

SNAMKHIHI IGIGGTEMGGLAATAKEAGFEVSGCDAKMYPPMSTQLEALGIDVYEGFDAA
QLDEFKADVYVIGNVAKRGMDVVEAILNLGLPYISGPQWLSENVLHHHWVLGVAGTHGKT
TTASMLAWVLEYAGLAPGFLIGGVPENFGVSARLPQTPRQDPNSQSPFFVIEADEYDTAF
FDKRSKFVHYRPRTAVLNNLEFDHADIFADLGAIQTQFHYLVRTVPSEGLIVCNGRQQSL
QDTLDKGCWTPVEKFGTEHGWQAGEANADGSFDVLLDGK TAGRVKWDLMGRHNRMNALAV
TAAARHVGVDIQTACEALGAFKNVKR

>1T3YA 141 XRAY 1.15 0.119 0. 159 no Coactosin-like protein <UNP COTL1 HUMAN> [HOMO SAPIENS]
ATKIDKEACRAAYNLVRDDGSAVIWVTEKYDGSTIVPGEQGAEYQHFIQQCTDDVRLFAF
VRFTTGDAMSKRSKFALITWIGENVSGLQRAKTGTDKTLVKEVVQNFAKEFVISDRKELE

EDFIKSELKKAGGANYDAQTE

>3L9VA 189 XRAY 2.15 0.215 0. 262 no Putative thiol-disulfide isomerase or thioredoxin <PDB 3L9V>
[SALMONELLA ENTERICA SUBSP. ENTERICA SEROVAR TYPHIMURIUM]
SNAEWESITPPVVDAPAVVEFFSFYCPPCYAFSQTMGVDQAIRHVLPQGSRMVKYHVSLL
GPLGHELTRAWALAMVMKETDVIEKAFFTAGMVEKRLHSPDDVRRVEMSATGISRGEYDR
STKSPAVNDMVALQERLFKEYGVRGTPSVYVRGRYHINNAAFGAFSVENFRSRYAAVVRK

LLAGNPDAD

>ISW6A 327 XRAY 2.10 0.222 0. 251 no REGULATORY PROTEIN SWI6 <UNP SWI6 YEAST> [SACCHAROMYCES

53



CEREVISIAE]

NDDINKGPSGDNENNGTDDNDRTAGPIITFTHDLTSDFLSSPLKIMKALPSPVVNDNEQK
MKLEAFLQRLLFPETQEMPTSLNNDSSNRNSEGGSSNQQQQHVSFDSLLQEVNDAFPNTQ
LNLNIPVDEHGNTPLHWLTSIANLELVKHLVKHGSNRLYGDNMGESCLVKAVKSVNNYDS
GTFEALLDYLYPCLILEDSMNRTILHHITITSGMTGCSAAAKYYLDILMGWIVKKQNRPI
QSGTNEKESKPNDKNGERKDS ILENLDLKWI TANMLNAQDSNGDTCLNIAARLGNISIVD
ALLDYGADPFIANKSGLRPVDFGAGLE

>3CKCA 527 XRAY 1.50 0.192 0.210 no SusD <UNP Q8A1G2 BACTN> [BACTEROIDES THETAIOTAOMICRON]
GINDLDISPIDPQTGGSFDQQGVEVKGYAMLGYVTGQKGIDGSPDLDGQDEGESGFYRTTF
NCNELPTDECLWAWQKNQDIPQLTSISWSPSSQRTEWVYVRLGYDITQYNFFLDQTEGMT
DAETLRQRAEIRFLRALHYWYFLDLFGKAPFKEHFSNDLPVEKKGTELYTYIQNELNEIE
ADMYEPRQAPFGRADKAANWLLRARLYLNAGVYTGQTDYAKAEEYASKVIGSAYKLCTNY

SELFMADNDENENAMQEI ILPTRQDGVKTRNYGGSTYLVCGTRVAGMPRMGTTNGWSCIF
ARAAMVQKFFSNLEDVPMLPADVEIPTKGLDTDEQIDAFDAEHG IRTEDMIKAAGDDRAL
LYSGVGGGRRKIQTDAISGFTDGLSIVKWQNYRSDGKPVSHATYPDTDIPLFRLAEAYLT
RAEATFRQGGDATGDINELRKRANCTRKVQTVTEQEL IDEWAREFYLEGRRRSDLVRFGM
FTTNKYLWDWKGGAMNGTSVASYYNKYPTPVSDINNNRNMSQNEGYK

>4TVKA 434 XRAY 1.80 0.162 0.182 no Carboxylesterases <UNP K4HQE7 9BACT> [UNCULTURED BACTERIUM]
MKTSAKFLSFAVSFVLLITASTSFAEGPVTATKPKEAGFTSEGLARIDAYLKNEIQAKTM
PGAVMMIKRNGETAYFSSFGLRDPDTKEPMTAET IFRIYSMSKPITTVAAMMLVEEGKLQ
LDEPVSKYIPSFANVKVGVETKGENGMALETGPVKRAITIQDLMRHTSGITYGFVGDGLV
KKAYTASNLFDGDFDNAEFAERTAKLPLVYQPGTTWDYGHSTDILGRVVEVVSGKSLYQF
EKERLLDPLGMKDTGFYVTDPAKKSLVAEAMPNDRKIGGSEMEDPRVQKKWEPGGQGMVS
TIGDYARFTQMVLNGGTLDGKRYLSPKTIAYMGSNHIPQASGIVPGAYYLPGPGVGFGLG
FAVRTEAGVTPVEGSVGDLSWGGAGGTVFWIDPKENLTVVEMAPMVSPRARVWRTLRNIV

YGAFDRLEHHHHHH

>3F4AA 169 XRAY 1.80 0. 168 0. 211 no Uncharacterized protein YGR203W <UNP YG4E YEAST>
[SACCHAROMYCES CEREVISIAE]
MGSSHHHHHHSSGRENLYFQGMDSYSITNVKYLDPTELHRWMQEGHTTTLREPFQVVDVR
GSDYMGGHIKDGWHYAYSRLKQDPEYLRELKHRLLEKQADGRGALNV IFHCMLSQQRGPS
AAMLLLRSLDTAELSRCRLWVLRGGEFSRWQSVYGDDESVTAGYLPDLWR

>2PJUA 225 XRAY 2.10 0.204 0. 252 no Propionate catabolism operon regulatory protein
<UNP PRPR_ECOLI> [ESCHERICHIA COLT]
MSLAHPPRLNDDKPVIWTVSVTRLFELFRDISLEFDHLANITPIQLGFEKAVTY IRKKLA
NERCDAITAAGSNGAYLKSRLSVPVILIKPSGYDVLQFLAKAGKLTSSIGVVTYQETIPA

LVAFQKTFNLRLDQRSY ITEEDARGQINELKANGTEAVVGAGLITDLAEEAGMTGIFIYS
AATVRQAFSDALDMTRMSLRHNTHDATRNALRTRYVLEGHHHHHH

>4BOUA 160 XRAY 1. 55 0. 177 0. 229 no 0TU DOMAIN-CONTAINING PROTEIN 3 <UNP OTUD3 HUMAN> [HOMO SAPIENS]
GPEFVSFANQLQALGLKLREVPGDGNCLFRALGDQLEGHSRNHLKHRQETVDYMIKQRED
FEPFVEDDIPFEKHVASLAKPGTFAGNDAIVAFARNHQLNVVIHQLNAPLWQIRGTEKSS
VRELHIAYRYGEHYDSVRRINDNSEAPAHLQTDFQMLHQD

>3PE6GA 303 XRAY 1.35 0.115 0. 147 no Monoglyceride lipase <UNP Q6IBG9 HUMAN> [HOMO SAPIENS]
MPEESSPRRTPQSIPYQDLPHLVNADGQYLFCRYWAPTGTPKALIFVSHGAGEHSGRYEE
LARMLMGLDLLVFAHDHVGHGQSEGERMVVSDFHVEFVRDVLQHVDSMQKDYPGLPVFLLG
HSMGGAIAILTAAERPGHFAGMVLISPLVLANPESATTFKVLAAKVLNSVLPNLSSGPID
SSVLSRNKTEVDTYNSDPLICRAGLKVCFGIQLLNAVSRVERALPKLTVPFLLLQGSADR
LCDSKGAYLLMELAKSQDKTLKIYEGAYHVLHKELPEVTNSVFHEINMWVSQRTATAGTA
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SPP

>3NKZA 123 XRAY 2. 11 0. 158 0. 192 no Flagellar protein f1iT <UNP FLIT YERES> [YERSINIA ENTEROCOLITICA
SUBSP. ENTEROCOLITICA] SNAMERHQHLLSEYQQILTLSEQMLVLATEGNWDALVDLEMTYLKAVESTANITISSCSS
LMLQDLLREKLRAILDNEIEIKRLLQLRLDRLSDLVGQSTKQQAVNNTYGQFPDHALLLG

ETQ

>3M62A 968 XRAY 2.40 0.203 0.257 no Ubiquitin conjugation factor E4 <UNP UFD2 YEAST>
[SACCHAROMYCES CEREVISIAE]
GSPEFRSMTAIEDILQITTDPSDTRGYSLLKSEEVPQGSTLGVDFIDTLLLYQLTENEKL
DKPFEYLNDCFRRNQQQKRITKNKPNAESLHSTFQEIDRLVIGYGVVALQIENFCMNGAF
INYITGIVSNVNSYTDFLSQIIQRAILEGTALDLLNAVFPTLLEYCNKHVSHFDLNESVI
YNNVLTIFELFVTFKPIAEIFTKIDGFFADYSCKPQDFERKTILGPILSLSPIEAAVAIR
NYGDNLLRSKQQTAMIHESLQAEHKVVIDRLFFIVDKLVRGSLNSRTDMISYFAHTANKN
HLRRADHPPFKELSSNGFMSNITLLLVRFSQPFLDISYKKIDKIDANYFNNPSLEIDLSG
ETRLNSDFKEADAFYDKNRKTADSKPNF ISDCFFLTLTYLHYGLGGTLSFEEKMGSEIKA

LKEEIEKVKKIAANHDVFARF ITAQLSKMEKALKTTESLRFALQGFFAHRSLQLEVEDF I
CGASTFLIRVVDPEHEFPFKQIKLPLIPDQIGVENVDNADFLRAHAPVPFKYYPEFVVEG
PYNYSLYISKYQTSPIFRNPRLGSFVEFTTMVLRCPELVSNPHLKGKLVQLLSVGAMPLT
DNSPGFMMDIFEHDELVNKNLLYALLDFYVIVEKTGSSSQFYDKENSRYSISTILEELYY
KIPSYKNQLIWQSQNNADFEVRFVARMLNDLTFLLDEGLSNLAEVHNIQNELDNRARGAP
PTREEEDKELQTRLASASRQAKSSCGLADKSMKLFEIYSKDIPAAFVTPEIVYRLASMLN
YNLESLVGPKCGELKVKDPQSYSFNPKDLLKALTTVYINLSEQSEFISAVAKDERSFNRN
LFVRAVDILGRKTGLASPEFTEKLLNFANKAEEQRKADEEEDLEYGDVPDEFLDPLMYTT
MKDPVILPASKMNIDRSTIKAHLLSDSTDPENRMPLKLEDVTPNEELRQKILCFKKQKKE

EAKHKASE

>IWDJA 187 XRAY 2.00 0.189 0.241 no hypothetical protein TT1808 <UNP Q5SI60 THET8> [THERMUS
THERMOPHILUS] MPLVLDLARPVSEEELRRLSELNPGYQWERSPEGRLWVSPTGGESGRRSLQLAYQLARWN
EERGLGVVFDSSTGFKFPDGSILSPDAAFVERGAWEALSEAEREGFPPLAPKAVFEVRSA
SQDPEELRAKMGIYLRNGVLLGVLVDPYARAVEVEFRPGKPPLRLEGVERVSLDPELPGFA

LSLPPLW

>27UVA 759 XRAY 1. 85 0. 151 0. 192 no Lacto—N-biose phosphorylase <UNP Q5NU17 BIFLO> [BIFIDOBACTERIUM
LONGUM]

MTSTGRFTLPSEENFAEKTKELAELWGADAIRNSDGTHLDEAVLALGKKIYNAYFPTRAH
NEWITLHMDETPQVYLLTDRILAESDTVDIPLMESFFAEQLKPNRDADPHKYWEVVDRTT
GEVVDSANWTLDADEDTVHVSGVAAWHEYTVSFLAY I TWDPVEMYNHLTNDWGDKEHEIP
FDIYHPATRKFVFDTFEQWLKDSPQTDVVRFTTFFYQFTLLFDEKRREKVVDWFGCACTV
SPRALDDFEAKYGYRLRPEDFVDGGAYNSAWRVPRKAQRDWIDFLSGFVRENVKQLADMS
HAAGKEAMMFLGDQWIGTEPYKDGFDELGLDAVVGSIGDGTTTRMIADIPGVKYTEGRFL
PYFFPDTFYEGNDPSIEGLDNWRKARRAILRSPISRMGYGGYLSLAAKFPKFVDTVTHIA
NEFRDIHDRTGGVAAEGELNVAILNSWGKMRSWMAFTVAHALPNKQTYSYYGILESLSGM
RVNVRFISFDDVLAHGIDSDIDVIINGGPVDTAFTGGDVWTNPKLVETVRAWVRGGGAFV
GVGEPSSAPRFQTGRFFQLADVIGVDEERYQTLSVDKYFPPVVPDHFITADVPVDPAARE
AWEQAGYRIPLSGCGGGQSIKPLGGIDFGEPVLNTYPVNENVTLLRADGGQVQLATNDYG
KGRGVYISGLPYSAANARLLERVLFYASHNEDKYAAWSSSNPECEVAHFPEQGLYCVINN
TDQPQKTTVTLADGTTEDFDLPDSGIAWREALEHHHHHH

>3SKQA 249 XRAY 2. 10 0. 196 0. 227 no Mitochondrial distribution and morphology protein 38 <UNP
MDM38 YEAST> [SACCHAROMYCES CEREVISIAE]
KLFPNLLPSTYESGKDKQAKRNKLIEIRKKTSEFLHETLEESNLITYNT IENAEKKQKFL
NFFRKLYSAKEGKIMTFQHDEISAIAQMFKNDSVLDNLSRPQLAAMSKFMSLRPFGNDNM
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LRYQIRSKLKDIMNDDKTIDYEGVESLSQEELYQACVSRGMKAYGVSKEDLVDNLKVWLE
LRLRQKIPSVLMVLSSTFTFGGLPKENYSKAFSPLAEKKETKSKYDDLLDLYYDGILQVL

SSIPDPVYN

>3C37A 253 XRAY 1.70 0.221 0.254 no Peptidase, M48 family <UNP Q74D82 GEOSL> [GEOBACTER
SULFURREDUCENS PCA] MATSMTDIKGFNMISTEQEKELGNKFAVETEKQQQPVNDPEVQRYVDKVGKRLLSGARAV
EFDYVFKVVKDDSVNAFATPGGRVYVHTGLLKAADNETELAGVLAHE INHAVARHGTRQM
TQEYGYSLVLSLVLGDNPNMLAQLAGQLFGKAGMMSYSREYENQADFLGVETMYKAGYNP
NGLTSFFQKLNAMDGGTQSNVARFFSTHPLTSERTQRVQAETAKLPPQRYLTDETEFKKT

KGRLKLEHHHHHH

>4GORA 735 XRAY 2.70 0.216 0.217 no Capsid protein VP1 <UNP CAPSD PAVHH> [H-1 PARVOVIRUS]
MAPPAKRAKRGWVPPGYKYLGPGNSLDQGEPTNPSDAAAKEHDEAYDQY IKSGKNPYLYF
SPADQRFIDQTKDAKDWGGKVGHYFFRTKRAFAPKLSTDSEPGTSGVSRPGKRTKPPAHT
FVNQARAKKKRASLAAQQRTLTMSDGTETNQPDTGIANARVERSADGGGSSGGGGSGGGG
IGVSTGTYDNQTTYKFLGDGWVEITAHASRLLHLGMPPSENYCRVTVHNNQTTGHGTKVK
GNMAYDDTHQQIWTPWSLVDANAWGVWFQPSDWQF IQNSMESLNLDSLSQELFNVVVKTV
TEQQGAGQDATKVYNNDLTACMMVALDSNNILPYTPAAQTSETLGFYPWKPTAPAPYRYY
FEMPRQLSVTSSNSAEGTQITDTIGEPQALNSQFFTIENTLPITLLRTGDEFTTGTYIFN
TDPLKLTHTWQTNRHLGMPPRITDLPTSDTATASLTANGDRFGSTQTQNVNYVTEALRTR
PAQIGFMQPHDNFEANRGGPFKVPVVPLD I TAGEDHDANGATRENYGKQHGEDWAKQGAA
PERYTWDAIDSAAGRDTARCEFVQSAPISTPPNONQILQREDATAGRTNMHY TNVENSYGP
LSAFPHPDPIYPNGQIWDKELDLEHKPRLHVTAPFVCKNNPPGQLFVRLGPNLTDQFDPN
STTVSRIVTYSTFYWKGILKFKAKLRPNLTWNPVYQATTDSVANSYMNVKKWLPSATGNM

HSDPLICRPVPHMTY

>3S8TA 148 XRAY 1.70 0.177 0.199 no Protein DDI1 homolog 1 <UNP DDI1_HUMAN> [HOMO SAPTENS]
MGSSHHHHHHSSGLVPRGSGQVTMLY INCKVNGHPLKAFVDSGAQMT IMSQACAERCNIM
RLVDRRWAGVAKGVGTQRITIGRVHLAQIQIEGDFLQCSFSILEDQPMDMLLGLDMLRRHQ = CSIDLKKNVLVIGTTGTQTYFLPEGELP

>3FSAA 125 XRAY 0.98 0.121 0. 135 no Azurin <UNP AZUR PSEAE> [PSEUDOMONAS AERUGINOSA]
AECSVDIQGNDQMQFENTNAITVDKSCKQFTVNLSHPGNLPKNVMGHNWVLSTAADMQGVV
TDGMASGLDKDYLKPDDSRVIAHTKLIGSGEKDSVTFDVSKLKEGEQYMFFCAAHAAMKG

TLTLK

>1DGWA 178 XRAY 1.70 0.196 0.252 no CANAVALIN <UNP CANA CANEN> [CANAVALIA ENSIFORMIS]
NNPYLFRSNKFLTLFKNQHGSLRLLQRFNEDTEKLENLRDYRVLEYCSKPNTLLLPHHSD
SDLLVLVLEGQATLVLVNPDGRDTYKLDQGDATKTQAGTPFYLINPDNNQNLRILKFATT
FRRPGTVEDFFLSSTKRLPSYLSAFSKNFLEASYDSPYDEIEQTLLQEEQEGV IVKMP

>4DCMA 375 XRAY 2.30 0.203 0.252 no Ribosomal RNA large subunit methyltransferase G <UNP
RLMG _ECOLI> [ESCHERICHIA COLI]
HMRSLTLQRFPATDDVNPLQAWEAADEYLLQQLDDTEIRGPVLILNDAFGALSCALAEHK
PYSIGDSYISELATRENLRLNGIDESSVKFLDSTADYPQQPGVVLIKVPKTLALLEQQLR
ALRKVVTSDTRITAGAKARDIHTSTLELFEKVLGPTTTTLAWKKARLINCTENEPQLADA

PQTVSWKLEGTDWT IHNHANVFSRTGLDIGARFFMQHLPENLEGEIVDLGCGNGVIGLTL
LDKNPQAKVVEVDESPMAVASSRLNVETNMPEALDRCEFMINNALSGVEPFRENAVLCNP
PFHQQHALTDNVAWEMFHHARRCLKINGELYIVANRHLDYFHKLKKIFGNCTTIATNNKF

VVLKAVKLEHHHHHH

>2Q4KA 251 XRAY 2.50 0.166 0.236 no Uncharacterized protein Cllorf68 <UNP CK068 HUMAN> [HOMO
SAPIENS]

MEPGEELEEEGSPGGREDGFTAEHLAAEAMAADMDPWLVFDARTTPATELDAWLAKYPPS
QVTRYGDPGSPNSEPVGWIAVYGQGYSPNSGDVQGLQAAWEALQTSGRPITPGTLRQLAT
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THHVLSGKWLMHLAPGFKLDHAWAGIARAVVEGRLQVAKVSPRAKEGGRQVICVYTDDFT
DRLGVLEADSATRAAGIKCLLTYKPDVYTYLGIYRANRWHLCPTLYESRFQLGGSARGSR

VLDRANNVELT

>3JZLA 409 XRAY 1.91 0. 211 0. 241 no Putative cystathionine beta—lyase involved in aluminum resistance
<UNP Q720C5 LISMF> [LISTERIA MONOCYTOGENES STR. 4B]
GMNNTQATRKKVETQIDDLQNKTDETAEFNQAKVLDAFQENKVSDFHFHPSTGYGYDDEG
RDTLERVYATVFKTEAALVRPQIISGTHAISTVLFGILRPDDELLYITGQPYDTLEEIVG
TRKQGQGSLKDFHIGYSSVPLLENGDVDFPRIAKKMTPKTKMIGIQRSRGYADRPSFTIE
KTKEMIVEVKNINPEVIVEVDNCYGEFVEYQEPPEVGADI TAGSLTIKNPGGGLAKTGGYT
AGKEALVDLCGYRLTTPGIGREAGASLYSLLEMYQGFFLAPHVTAQATKGARFTAAMLAE
FGVEADPVWDAPRTDLIQSVSFHNKEKMVAFAQATQAASPYNAHVLPIGAYMPGYEDDV I
MAAGTFIQGASLELTADGPTREPYQLYVQGGLTYEHIKTAVTRATQKIV

>IQWRA 319 XRAY 1.80 0.199 0.232 no Mannose—6—phosphate isomerase <UNP MANA BACSU> [BACILLUS
SUBTILIS] SNAMTQSPIFLTPVFKEKIWGGTALRDRFGYSIPSESTGECWAISAHPKGPSTVANGPYK
GKTLIELWEEHREVFGGVEGDRFPLLTKLLDVKEDTSIKVHPDDYYAGENEEGELGKTEC
WYIIDCKENAEITYGHTARSKTELVTMINSGDWEGLLRRIKIKPGDFYYVPSGTLHALCK
GALVLETQQNSDATYRVYDYDRLDSNGSPRELHFAKAVNAATVPHVDGY IDESTESRKGI
TIKTFVQGEYFSVYKWDINGEAEMAQDESFLICSVIEGSGLLKYEDKTCPLKKGDHFILP

AQMPDFTIKGTCTLIVSHI

>1GPOA 143 XRAY 1.40 0.209 0.237 no CATION-INDEPENDENT MANNOSE-6-PHOSPHATE RECEPTOR <UNP
MPRI_HUMAN> [HOMO SAPTENS]

MKSNEHDDCQVTNPSTGHLFDLSSLSGRAGFTAAYSEKGLVYMSICGENENCPPGVGACF
GQTRISVGKANKRLRYVDQVLQLVYKDGSPCPSKSGLSYKSVISFVCRPEAGPTNRPMLI

SLDKQTCTLFFSWHTPLACEQAT

>1QD6C 240 XRAY 2.10 0.226 0.283 no OUTER MEMBRANE PHOSPHOLIPASE (OMPLA) <UNP PA1 ECOLI>
[ESCHERICHIA COLI]

FTLYPYDTNYLIYTQTSDLNKEATASYDWAENARKDEVKFQLSLAFPLWRGILGPNSVLG
ASYTQKSWWQLSNSEESSPFRETNYEPQLFLGFATDYRFAGWTLRDVEMGYNHDSNGRSD
PTSRSWNRLYTRLMAENGNWLVEVKPWYVVGNTDDNPDITKYMGYYQLK IGYHLGDAVLS
AKGQYNWNTGYGGAELGLSYPITKHVRLYTQVYSGYGESLIDYNFNQTRVGVGVMLNDLE

>2QNAB 66 XRAY 2.84 0.235 0.282 no Snurportin-1 <UNP SPN1 HUMAN> [HOMO SAPIENS]
MEELSQALASSFSVSQDLNSTAAPHPRLSQYKSKYSSLEQSERRRRLLELQKSKRLDYVN

HARRLA

>1GQEA 365 XRAY 1. 81 0. 222 0. 247 no RELEASE FACTOR 2 <UNP RF2 ECOLI> [ESCHERICHIA
COLI] MFEINPVNNRIQDLTERSDVLRGYLDYDAKKERLEEVNAELEQPDVWNEPERAQALGKER
SSLEAVVDTLDQMKQGLEDVSGLLELAVEADDEETENEAVAELDALEEKLAQLEFRRMES
GEYDSADCYLDIQAGSGGTEAQDWASMLERMYLRWAESRGFKTET IEESEGEVAGIKSVT
TKISGDYAYGWLRTETGVHRLVRKSPFDSGGRRHTSFSSAFVYPEVDDDIDIEINPADLR
IDVYRASGAGGQHVNRTESAVRITHIPTGIVTQCQNDRSQHKNKDQAMKQMKAKLYEVEM
QKKNAEKQAMEDNKSDIGWGSQIRSYVLDDSRIKDLRTGVETRNTQAVLDGSLDQFIEAS

LKAGL

>4G4S0 276 XRAY 2.49 0. 184 0.232 no Proteasome chaperone 1 <UNP POC1 YEAST> [SACCHAROMYCES
CEREVISIAE]

MLFKQWNDLPEPKHLLDLPEISKNLQSLEVCPVPKVEFPQDLDVPQYSTAVITTKIMNPL
FPKNLLQLTSIGEIKTTLTVKSPSLPQSSGKHSWNYDENFPNEVDPDQKNDTADETVYGF
SFPIYSFGKTLLFSMEENFISISPIFGNMISRSIISQLAQFSPDIIVIGTSDKIASMKVM
TENECTLQPPEFITGFIGSVLTQLIVGPSKGLKFKCLVAPSEGPNGFEKLSLSDMGSLVD
LCGQWLGFEPSRYSEECYRLWRCDSAATGAQSGLYT
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>2VGNA 386 XRAY 2.50 0.210 0.251 no DOM34 <UNP DOM34 YEAST> [SACCHAROMYCES CEREVISIAE]
MKVISLKKDSENKGGAVITLLPEDKEDLFTVYQIVDKDDELIFKKKFTSKLDEAGKKKST
DLVKLKIKVISEDFDMKDEYLKYKGVTVTDESGASNVDIPVGKYLSFTLDYVYPFTIIKQ
NFNKFMQKLLNEACNIEYKSDTAAVVLQEGIAHVCLVTSSSTILKQKIEYSMPKKKRTTD
VLKFDEKTEKFYKATYSAMKKDLNFDKLKTIILCSPGFYAKILMDKIFQYAEEEHNKKIL
DNKGMFFTAHCSTGYLQGINEVLKNPLYASKLQDTKYSKE IMVMDEFLLHLNKDDDKAWY
GEKEVVKAAEYGAISYLLLTDKVLHSDNTAQREEYLKLMDSVESNGGKALVLSTLHSLGE

ELDQLTGIACILKYPLPDLDEDDGEE

>IWLFA 179 XRAY 2.05 0.213 0. 258 no Peroxisome biogenesis factor 1 <UNP PEX1 MOUSE> [MUS
MUSCULUS]

SSDRLAGAGSGGAVVTVAFTNARDCFLHLPRRLVAQLHLLQNQATEVASDHQPTYLSWVE
GRHFNDQSENVAEINRQVGQKLGLSSGDQVFLRPCSHVVSCQQVEVEPLSADDWEILELH
ATSLEQHLLDQIRIVFPKAVVPIWVDQQTYIFIQIVTLMPAAPYGRLETNTKLLIQPKT

>2YEXA 276 XRAY 1.30 0.135 0.164 no SERINE/THREONINE-PROTEIN KINASE CHK1 <UNP CHK1 HUMAN>
[HOMO SAPTENS] MAVPFVEDWDLVQTLGEGAYGEVQLAVNRVTEEAVAVKTVDMKRAVDCPENTKKETCINK
MLNHENVVKFYGHRREGNIQYLFLEYCSGGELFDRIEPDIGMPEPDAQRFFHQLMAGVVY
LHGIGITHRDIKPENLLLDERDNLKISDFGLATVFRYNNRERLLNKMCGTLPYVAPELLK
RREFHAEPVDVWSCGIVLTAMLAGELPWDQPSDSCQEYSDWKEKKTYLNPWKKTDSAPLA
LLHKILVENPSARITIPDIKKDRWYNKPLKKGAKRP

>3GKUA 225 XRAY 2.95 0.223 0.287 no Probable RNA-binding protein <PDB 3GKU> [CLOSTRIDIUM
SYMBIOSUM ATCC 14940]

SNAMDMVTVTAKTVEEAVTKALIELQTTSDKLTYEIVEKGSAGFLGIGSKPATTRAKRKE
TLQDKATEFLEQVFDAMNMAVDISVEYNETEKEMNVNLKGDDMGILIGKRGQTLDSLQYL
VSLVVNKSSSDYIRVKLDTENYRERRKETLETLAKNIAYKVKRTKRSVSLEPMNPYERRI
THAALQNDKYVVTRSDGEEPFRHV I ISLKRENRRDRNDRSDRNEK

>2FJRA 189 XRAY 1. 95 0. 219 0. 247 no Repressor protein CI <UNP RPC1 BP186> [ENTEROBACTERIA PHAGE 186]
DSLGWSNVDVLDRICEAYGFSQKIQLANHFDIASSSLSNRYTRGAISYDFAAHCALETGA
NLQWLLTGEGEAFVNNRESSDAKRIEGFTLSEETLKSDKQLSVDAQFFTKPLTDGMAIRS
EGKIYFVDKQASLSDGLWLVDIKGAISIRELTKLPGRKLHVAGGKVPFECGIDDIKTLGR

VVGVYSEVN

>3T3PA 457 XRAY 2.20 0.189 0.220 no Integrin alpha—IIb <UNP ITA2B HUMAN> [HOMO SAPIENS]
LNLDPVQLTFYAGPNGSQFGFSLDFHKDSHGRVAIVVGAPRTLGPSQEETGGVEFLCPWRA
EGGQCPSLLFDLRDETRNVGSQTLQTFKARQGLGASVVSWSDVIVACAPWQHWNVLEKTE
EAEKTPVGSCFLAQPESGRRAEYSPCRGNTLSRIYVENDFSWDKRYCEAGFSSVVTQAGE
LVLGAPGGYYFLGLLAQAPVADIFSSYRPGILLWHVSSQSLSFDSSNPEYFDGYWGYSVA
VGEFDGDLNTTEYVVGAPTWSWTLGAVEILDSYYQRLHRLRGEQMASYFGHSVAVTDVNG
DGRHDLLVGAPLYMESRADRKLAEVGRVYLFLQPRGPHALGAPSLLLTGTQLYGRFGSAT
APLGDLDRDGYNDIAVAAPYGGPSGRGQVLVFLGQSEGLRSRPSQVLDSPFPTGSAFGES
LRGAVDIDDNGYPDLIVGAYGANQVAVYRAQPVVKAS

>3EC3A 250 XRAY 1.92 0.190 0.236 no Protein disulfide—isomerase A4 <UNP PDIA4 RAT> [RATTUS
NORVEGICUS]

GPLGSPPSKEILTLKQVQEFLKDGDDVVILGVFQGVGDPGYLQYQDAANTLREDYKFHHT
FSTETAKFLKVSLGKLVLMQPEKFQSKYEPRMHVMDVQGSTEASATKDYVVKHALPLVGH
RKTSNDAKRYSKRPLVVVYYSVDFSFDYRTATQFWRNKVLEVAKDFPEYTFATADEEDYA
TEVKDLGLSESGGDVNAAILDESGKKFAMEPEEFDSDALREFVMAFKKGKLKPVIKSQPV

PKNNKGAAAS

>3NNRA 228 XRAY 2. 49 0. 232 0. 260 no Transcriptional regulator, TetR family <UNP A1U6M1 MARAV>
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[MARTNOBACTER AQUAEOLET] GMTMKTRDKILLSSLELFNDKGERNITTNHTAAHLATSPGNLYYHFRNKSDITYETIFQEY
EKLVDYYLDIPEDRPITLEDMTFYLESVFDGLWSYRFFHRDLEYLLDSDPRLRQDYREFT

NRCLAATNRTFAKLADAGI TQPQPEDLRSAMSLNVWLV I TNWMAFLKTAHAAEEPASLSL
TELKQGIYQVLTLEVPYLTPEYRERVLALREKYRPTLPEAQGISGVEA

>4NHEA 328 XRAY 1.95 0. 177 0. 207 no Oxidoreductase, Gfo/TIdh/MocA family <UNP Q97PV8 STRPN>
[STREPTOCOCCUS PNEUMONTAE] SNAMLKLGVIGTGATSHHFIEAAHTSGEYQLVATYSRKLETAATFASRYQNIQLFDQLEV
FFKSSFDLVYTASPNSLHFAQAKAALSAGKHVILEKPAVSQPQEWFDLIQTAEKNNCFIF
EAARNYHEKAFTTIKNFLADKQVLGADENYAKYSSKMPDLLAGQTPNVESDRFAGGALMD
LGIYPLYAAVRLFGKANDATYHAQQLDNSIDLNGDGILFYPDYQVHIKAGKNITSNLPCE
IYTTDGTLTLNTIEHIRSATFTDHQGNQVQLPIQQAPHTMTEEVAAFAHMIQQPDLNLYQ
TWLYDAGSVHELLYTMRQTAGIRFEAEK

>2AVTA 378 XRAY 2.00 0.245 0.284 no DNA polymerase III beta subunit <GB AAF98349> [STREPTOCOCCUS
PYOGENES]

MIQFSINRTLFTHALNTTKRAISTKNATPILSSIKIEVTSTGVTLTGSNGQISIENTIPV
SNENAGLLITSPGAILLEASFFINITISSLPDISINVKETEQHQVVLTSGKSEITLKGKDV
DQYPRLQEVSTENPLILKTKLLKSTTAETAFAASLQESRPILTGVHIVLSNHKDFKAVAT
DSHRMSQRLITLDNTSADFMVVLPSKSLREFSAVFTDDIETVEVFFSPSQILFRSEHISF
YTRLLEGNYPDTDRLLMTEFETEVVENTQSLRHAMERAFLISNATONGTVKLEITQNHIS
AHVNSPEVGKVNEDLDIVSQSGSDLTISFNPTYLIESLKAIKSETVKIHFLSPVRPFTLT

PGDEEESFIQLITPVRTN

>3D37A 381 XRAY 2.10 0.222 0.273 no Tail protein, 43 kDa <UNP Q9]JZC8 NEIMB> [NEISSERIA
MENINGITIDIS MC58]

MQNNSYGYAVSVRVGGKEHRHWERYDIDSDFLIPADSFDFVIGRLGPEAATPDLSGESCE
VVIDGQIVMTGIIGSQRHGKSKGSRELSLSGRDLAGFLVDCSAPQLNVKGMTVLDAAKKL
AAPWPQTKAVVLKAENNPALGKIDIEPGETVWQALTHTANSVGLHPWLEPDGTLVVGGAD
YSSPPVATLCWSRTDSRCNIERMDIEWDTDNRFSEVTFLAQSHGRSGDSAKHDLKWVYKD
PTMTLHRPKTVVVSDADNLAALQKQAKKQLADWRLEGFTLTITVGGHKTRDGVLWQPGLR
VHVIDDEHGIDAVFFLMGRRFMLSRMDGTQTELRLKEDGIWTPDAYPKKAEAARKRKGKR  KGVSHKGKKGGKKQAETAVFE
>1INNHA 294 XRAY 1.65 0. 172 0. 191 no asparaginyl—tRNA synthetase-related peptide <UNP Q8TZN6 PYRFU>
[PYROCOCCUS FURIOSUS]

MNAVETISREISPTLDIQTKILEYMTDFFVKEGFKWLLPVIISPITDPLWPDPAGEGMEP
AEVETIYGVKMRLTHSMILHKQLATAMGLKKIFVLSPNIRLESRQKDDGRHAYEFTQLDFE
VERAKMEDIMRLIERLVYGLFRKAEEWTGREFPKTKRFEVFEYSEVLEEFGSDEKASQEM
EEPFWIINIPREFYDREVDGFWRNYDLILPYGYGEVASGGEREWEYEKIVAKIRKAGLNE
DSFRPYLEIAKAGKLKPSAGAGIGVERLVRFIVGAKHIAEVQPFPRIPGIPAVI

>3MFTA 520 XRAY 1.76 0.165 0.187 no DNA polymerase eta <UNP POLH YEAST> [SACCHAROMYCES
CEREVISIAE] GPGGDPHMSKFTWKELIQLGSPSKAYESSLACTAHIDMNAFFAQVEQMRCGLSKEDPVVC
VQWNSITAVSYAARKYGISRMDTIQEALKKCSNLIPIHTAVFKKGEDFWQYHDGCGSWVQ
DPAKQISVEDHKVSLEPYRRESRKALATFKWACDLVERASIDEVFLDLGRICFNMLMEDN
EYELTGDLKLKDALSNIREAFIGGNYDINSHLPLIPEKIKSLKFEGDVENPEGRDLITDW
DDVILALGSQVCKGIRDSIKDILGYTTSCGLSSTKNVCKLASNYKKPDAQTIVKNDCLLD
FLDCGKFEITSFWTLGGVLGKELIDVLDLPHENSIKHIRETWPDNAGQLKEFLDAKVKQS
DYDRSTSNIDPLKTADLAEKLFKLSRGRYGLPLSSRPVVKSMMSNKNLRGKSCNSIVDCI
SWLEVFCAELTSRIQDLEQEYNKIVIPRTVSISLKTKSYEVYRKSGPVAYKGINFQSHEL
LKVGIKFVTDLDIKGKNKSYYPLTKLSMTITNFDI IDLQK

>3U2GA 286 XRAY 2.30 0.180 0.221 no S-layer protein MA0829 <UNP Q8TSG7 METAC> [METHANOSARCINA
ACETIVORANS]
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MGTYEIRGQVASGFGDQSWDASSFAGFYYDIDDNVSTETLTVSDLDGNVIPEGGLVYTTT
TADVDFEYYNPDAGWDQYPYMGFFAEEY IPINPDKADKIAKLVLDSDDKYTIRTGEMLDL
GEGYATEAKQVDVDGEKVWLEFTKDGEFVDDEI ISVSTADDEANTWDVELDDIEDEDDVV
VLKVHVNQVFQGAVDSIAQIEGLWLIDYANAMTIESDDEFGNLDDVSIDGDTLKISNEDT
FTLTRDSEEEIGEGMYFMIADTSSSDLRYYPYVEKT IGLEHHHHHH

>1VROA 247 XRAY 2.49 0.192 0. 229 no Probable 2-phosphosulfolactate phosphatase <UNP COMB_CLOAB>
[CLOSTRIDIUM ACETOBUTYLICUM]

MGSDKIHHHHHHMK IDLITSADDIKEEKVKNKTAVVIDMLRATSVITTALNNGCKRVVPV
LTVEEALKKVKEYGKDAILGGERKGLKIEGFDFSNSPMEYTEDVVKGKTLIMTTTNGTRA
IKGSETARDILIGSVLNGEAVAEKIVELNNDVVIVNAGTYGEFSIDDFICSGYIINCVMD
RMKKLELTDAATTAQYVYKTNEDIKGFVKYAKHYKRIMELGLKKDFEYCCKKDIVKLVPQ

YTNGEIL

>106DA 163 XRAY 1.66 0.229 0.261 no Hypothetical UPF0247 protein TMO844 <UNP Y844 THEMA>
[THERMOTOGA MARITIMA] MSLRVRIAVIGKLDGFIKEGIKHYEKFLRRFCKPEVLEIKRVHRGSIEEIVRKETEDLTN
RILPGSFVMVMDKRGEEVSSEEFADFLKDLEMKGKDITILIGGPYGLNEEIFAKAHRVES

LSKMTEFTHGMTVLIVLEQIFRAFKI THGENYHYEGGSHHHHHH

>2DB7A 64 XRAY 1. 90 0. 192 0. 220 no Hairy/enhancer—of-split related with YRPW motif 1 <UNP
HEY1 HUMAN> [HOMO SAPIENS]

GSSGSSGGYFDAHALAMDYRSLGFRECLAEVARYLSITTEGLDASDPLRVRLVSHLNNYAS

QREA

>1AISB 200 XRAY 2.10 0.212 0.268 no TRANSCRIPTION INITIATION FACTOR IIB <UNP TF2B PYRWO>
[PYROCOCCUS WOESET ]

VSDAAERNLAFALSELDRITAQLKLPRHVEEEAARLYREAVRKGLIRGRSIESVMAACVY
AACRLLKVPRTLDEIADIARVDKKEIGRSYRF IARNLNLTPKKLFVKPTDYVNKFADELG
LSEKVRRRATETLDEAYKRGLTSGKSPAGLVAAALY TASLLEGEKRTQREVAEVARVTEV

TVRNRYKELVEKLKIKVPIA

>2FD6U 276 XRAY 1.90 0.239 0.276 no Urokinase plasminogen activator surface receptor <UNP
UPAR_HUMAN> [HOMO SAPIENS]

SLRCMQCKTNGDCRVEECALGQDLCRTTIVRLWEEGEELELVEKSCTHSEKTNRTLSYRT
GLKITSLTEVVCGLDLCNQGNSGRAVTYSRSRYLECISCGSSDMSCERGRHQSLQCRSPE
EQCLDVVTHWIQEGEEGRPKDDRHLRGCGYLPGCPGSNGFHNNDTFHFLKCCNTTKCNEG
PILELENLPQNGRQCYSCKGNSTHGCSSEETFLIDCRGPMNQCLVATGTHEPKNQSYMVR
GCATASMCQHAHLGDAFSMNHIDVSCCTKSGCNHPD

>2PJZA 263 XRAY 1.90 0.198 0.242 no Hypothetical protein ST1066 <UNP

Q972R9 SULTO> [SULFOLOBUS TOKODAII]
MIQLKNVGITLSGKGYERFSLENINLEVNGEKVIILGPNGSGKTTLLRAISGLLPYSGNI
FINGMEVRKIRNYIRYSTNLPEAYEIGVTVNDIVYLYEELKGLDRDLFLEMLKALKLGEE
ILRRKLYKLSAGQSVLVRTSLALASQPEIVGLDEPFENVDAARRHVISRY IKEYGKEGIL
VTHELDMLNLYKEYKAYFLVGNRLQGPISVSELLESSIVEGERNDALLVLDIMDKKVSIV

KGDLGMKFGALGSLNRIYGIIGA

>3LUTA 115 XRAY 1.80 0.203 0.245 no Sorting nexin—17 <UNP SNX17 HUMAN> [HOMO SAPIENS]
SNAMHFSTPETESRSGDSGGSAYVAYNIHVNGVLHCRVRYSQLLGLHEQLRKEYGANVLP
AFPPKKLFSLTPAEVEQRREQLEKYMQAVRQDPLLGSSETENSFLRRAQQETQQV

>30L0A 118 XRAY 2.09 0. 180 0.227 no Two—component sensor histidine kinase <UNP Q8YZM9 ANASP>
[NOSTOC SP.] SNAMNIQSELEFKFAHYLINNAVEASFCLGDNWQFLYVNDATCRMTEYSREQLLSMNLQD

IDVDFALHDWEE TRQKNNYTFKTRYRSQSGRIFLVEMSLTFLEDQERRFSCVEVREKS

>4DNHA 396 XRAY 2.50 0.177 0.240 no Uncharacterized protein <UNP Q92T60 RHIME> [SINORHIZOBIUM
MELILOTI]
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SLVSIDLPIEGRLARYDLTGRPVPFNSRDAKAFSRVAFAAAHVVADPLADNDPWLAPAID
WERTLAFRHRLWDLGLGVAESMDTAQRGMGLGWPEAREL IRRSLAEARGRPDALIACGAG
TDHLAPGPDVSIDDILAAYESQIEATEAEGGRITLMASRALAAAAKGPEDYIRVYDRVLS
QVKEPVITHWLGEMFDPALEGYWGNADHMAAMKTCLDVLEAHAAKVDGIKISLLSKEKET
VMRRQLPKGVRMYTGDDFNYAELIAGDEEGHSDALLGIFDAIAPVASAALEALGSGRNGE
FFELLEPTVPLSRHIFKAPTREYKTGVVFLAYLNGLQDHFVMIGGQQSARSLVHLAELFR
LADKAGALADPELATARMRRVLAMHGVEEGHHHHHH

>I1LJ8A 493 XRAY 1.70 0.171 0. 197 no mannitol dehydrogenase <UNP 008355 PSEFL> [PSEUDOMONAS
FLUORESCENS] MKLNKQNLTQLAPEVKLPAYTLADTRQGIAHIGVGGFHRAHQAYYTDALMNTGEGLDWSI
CGVGLRSEDRKARDDLAGQDYLFTLYELGDTDDTEVRVIGSISDMLLAEDSAQALIDKLA
SPETRIVSLTITEGGYCIDDSNGEFMAHLPQTQHDLAHPSSPKTVEGFTCAALTQRRAAG
TPAFTVMSCDNLPHNGAVTRKALLAFAALHNAELHDWIKAHVSFPNAMVDRITPMTSTAH
RLQLHDEHGIDDAWPVVCEPFVQWVLEDKFVNGRPAWEKVGVQFTDDVTPYEEMKIGLLN
GSHLALTYLGFLKGYRFVHETMNDPLFVAYMRAYMDLDVTPNLAPVPGIDLTDYKQTLVD
RFSNQAIADQLERVCSDGSSKFPKFTVPTINRLIADGRETERAALVVAAWALYLKGVDEN
GVSYTIPDPRAEFCQGLVSDDALISQRLLAVEEIFGTATPNSPEFVAAFERCYGSLRDNG  VTTTLKHLLKKPV
>4HVTA 711 XRAY 1.70 0.172 0.209 no Post—proline cleaving enzyme <UNP Q68XJ3 RICTY> [RICKETTSIA
TYPHI ]

MAHHHHHHMAMEDNNKQIFNPKETKFLEEAEGVEALEWAKERTSKTEKALQAMQEYKQIK
KEIETTFYDQRKTPYGVIRKGYVYNFWMDDKNPQGLWRRTLVDNYSKDKPNWEVLIDFDK
LSKKIGKKVAYRGVSNCFQNPNRYL I SMSFGGKDEMFFREWDLEKKDEFVKNGFEPITNSG
KLLEGKFTYPTWINKDTITFNLVLHKNEITSSLYPNSLY IWKRGESIEKAKKLFEVPKEY
TYVSAGKLLSDTISSSLIFISANKDEYNYDNYILDTKYKNLKLQKINMPSDATLQGSFKE
YVEWLLRSDWKFKSHNIKAGSLVALHFTDLLKTESDKTSLKILFTPTANEVENFISTTKD
RVFLATYDNVVAKVVTFTLENEQWTKPVVLKLPYQNATFGMSSYEEEEEALITIENSIVP

PTIYLWVKTHELKT IRKALYSFDSENYVLEQKEATSFDGVKIPYFLVYKKGTKFDGKNPT
LLEAYGGFQVINAPYFSRIKNEVWVKNAGVSVLANIRGGGEFGPEWHKSAQGIKRQTAFN
DFFAVSEELIKQNITSPEYLGIKGGSNGGLLVSVAMTQRPELFGAVACEVPILDMIRYKE
FGAGHSWVTEYGDPEIPNDLLHIKKYAPLENLSLTQKYPTVLITDSVLDQRVHPWHGRIF
EYVLAQNPNTKTYFLESKDSGHGSGSDLKESANYFINLYTFFANALKLKIN

>3KVHA 214 XRAY 1.70 0.185 0.217 no Protein syndesmos <UNP SDOS HUMAN> [HOMO SAPIENS]
MVPELKQISRVEAMRLGPGWSHSCHAMLYAANPGQLFGRIPMREFSVLMOMRFDGLLGFPG
GFVDRRFWSLEDGLNRVLGLGLGCLRLTEADYLSSHLTEGPHRVVAHLYARQLTLEQLHA
VEISAVHSRDHGLEVLGLVRVPLYTQKDRVGGFPNFLSNAFVSTAKCQLLFALKVLNMMP
EEKLVEALAAATEKQKKALEKLLPASSAHHHHHH

>4IIYA 371 XRAY 1.20 0.164 0.175 no MccF <UNP Q2KKH9 ECOLX> [ESCHERICHIA COLI]
MGHHHHHHHHHHHHSSGHTDDDDKHMLEMTQSHPLLAAPLAVGDTIGFFSSSAPATVTAK
NRFFRGVEFLQRKGFKLVSGKLTGKTDEFYRSGT IKERAQEFNELVYNPDITCIMSTIGGD
NSNSLLPFLDYDAITANPKITIGYADTTALLAGIYAKTGLITFYGPALIPSFGEHPPLVD
ITYESFIKILTRKQSGIYTYTLPEKWSDES INWNENKILRPKKLYKNNCAFYGSGKVEGR
VIGGNLNTLTGIWGSEWMPEIRNGDILFIEDSRKSIATVERLFSMLKLNRVFDKVSAIIL
GKHELFDCAGSKRRPYEVLTEVLDGKQIPVLDGFDCSHTHPMLTLPLGVKLAIDFDNKNI

SITEQYLSTEK

>1S9RA 410 XRAY 1.60 0.168 0.202 no Arginine deiminase <UNP ARCA MYCAR> [MYCOPLASMA ARGININI]
MSVFDSKFKGIHVYSEIGELESVLVHEPGREIDYITPARLDELLFSAILESHDARKEHKQ
FVAELKANDINVVELIDLVAETYDLASQEAKDKLIEEFLEDSEPVLSEEHKVVVRNFLKA
KKTSRELVEIMMAGITKYDLGIEADHELIVDPMPNLYFTRDPFASVGNGVTIHYMRYKVR
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QRETLFSREVFSNHPKLINTPWYYDPSLKLSIEGGDVFIYNNDTLVVGVSERTDLQTVTL
LAKNIVANKECEFKRIVAINVPKWTNLMHLDTWLTMLDKDKFLYSPIANDVFKFWDYDLV
NGGAEPQPVENGLPLEGLLQSTINKKPVLIPIAGEGASQMEIERETHFDGTNYLAIRPGV
VIGYSRNEKTNAALEAAGIKVLPFHGNQLSLGMGNARCMSMPLSRKDVKW

>2Y1EA 398 XRAY 1.65 0.187 0.213 no 1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOISOMERASE <UNP
A2VLK3 MYCTU> [MYCOBACTERIUM TUBERCULOSIS]
TMAHHHHHHVTNSTDGRADGRLRVVVLGSTGSIGTQALQVIADNPDRFEVVGLAAGGAHL
DTLLRQRAQTGVTNIAVADEHAAQRVGDIPYHGSDAATRLVEQTEADVVLNALVGALGLR
PTLAALKTGARLALANKESLVAGGSLVLRAARPGQIVPVDSEHSALAQCLRGGTPDEVAK
LVLTASGGPFRGWSAADLEHVTPEQAGAHPTWSMGPMNTLNSASLVNKGLEVIETHLLFG
TPYDRIDVVVHPQSTTHSMVTFIDGST TAQASPPDMKLP ISLALGWPRRVSGAAAACDFH
TASSWEFEPLDTDVEFPAVELARQAGVAGGCMTAVYNAANEEAAAAFLAGRIGFPATVGI T
ADVLHAADQWAVEPATVDDVLDAQRWARERAQRAVSGM

>2FK5A 200 XRAY 1.90 0. 190 0.233 no fuculose—1-phosphate aldolase <UNP Q5SHB9 THET8> [THERMUS
THERMOPHILUS]

MRARLYAAFRQVGEDLFAQGLISATAGNFSVRTKGGFLITKSGVQKARLTPEDLLEVPLE
GPIPEGASVESVVHREVYRRTGARALVHAHPRVAVALSFHLSRLRPLDLEGQHYLKEVPV
LAPKTVSATEEAALSVAEALREHRACLLRGHGAFAVGLKEAPEEALLEAYGLMTTLEESA

QILLYHRLWQGAGPALGGGE

>IMQVA 125 XRAY 1.78 0.220 0.265 no CYTOCHROME C <UNP CYCP RHOPA> [RHODOPSEUDOMONAS
PALUSTRIS] ATDVIAQRKAILKQMGEATKPIAAMLKGEAKWDQAVVQKSLAATADDSKKLPALFPADSK
TGGDTAALPKIFEDKAKFDDLFAKLAAAATAAQGT IKDEASLKANTGGVL.GNCKSCHDDF

RAKKS

>3LAAA 200 XRAY 1.35 0. 115 0. 128 no Haemagglutinin family protein <UNP Q3JLD6 BURP1>
[BURKHOLDERIA PSEUDOMALLET]
MAHHHHHHMGTLEAQTQGPGSMGSLSTSISSITTNTTNLGNSTAAALGGGATYDPATGAL
SAPSYTTYNANGTTATNTSVGAAIDNINANGIKYFHANSTDPDSVATGTNSVAIGPNAVA
NVDYSVAIGSGATTSAAVPVASASVGGLTFGGFAGSAPIGVESVGAPGAERQITNVAAGR

ISAASTDAVNGSQLYATNSN

>ANMWA 259 XRAY 1.50 0. 143 0. 179 no Pimelyl-[acyl-carrier protein] methyl ester esterase <UNP
BIOH SALTY> [SALMONELLA ENTERICA SUBSP. ENTERICA SEROVAR TYPHIMURIUM]
SNAMNDIWWQTYGEGNCHLVLLHGWGLNAEVWHCIREELGSHFTLHLVDLPGYGRSSGFG
AMTLEEMTAQVAKNAPDQATWLGWSLGGLVASQMALTHPERVQALVTVASSPCFSAREGW
PGIKPETLGGFQQQLSDDFQRTVERFLALQTLGTETARQDARTLKSVVLAQPMPDVEVLN
GGLEILKTVDLREALKNVNMPFLRLYGYLDGLVPRKIVPLLDTLWPHSTSQIMAKAAHAP

FISHPAAFCQALMTLKSSL

>4JDNA 152 XRAY 2.00 0.157 0.191 no Virulence plasmid protein pGP3-D <UNP D7DHH5 CHLTL>
[CHLAMYDIA TRACHOMATIS]

SLGLLKAFNNFPITNKIQCNGLFTPSNIETLLGGTEIGKFTVTPKSSGSMFLVSADITAS
RMEGGVVLALVREGDSKPCAISYGYSSGVPNLCSLRTSITNTGLTPTTYSLRVGGLESGV
VWVNALSNGNDILGITNTSNVSFLEVIPQTNA

>2QDJA 304 XRAY 2.00 0.231 0.276 no Retinoblastoma—associated protein <UNP RB HUMAN> [HOMO
SAPIENS] TEEPDFTALCQKLKIPDHVRERAWLTWEKVSSVDGVLGGY IQKKKELWGICIFIAAVDLD
EMSFTFTELQKNIEISVHKFFNLLKEIDTSTKVDNAMSRLLKKYDVLFALFSKLERTCEL
IYLTQPSSSISTEINSALVLKVSWITFLLAKGEVLQMEDDLVISFQLMLCVLDYFIKLSP
PMLLKEPYKTAVIPINGSPRTPRRGQNRSARIAKQLENDTRI IEVLCKEHECNIDEVKNV
YFKNFIPFMNSLGLVTSNGLPEVENLSKRYEETYLKNKDLDARLFLDHDKTLQTDSIDSF
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ETQR

>1Y8QB 640 XRAY 2.25 0.208 0.248 no Ubiquitin—-like 2 activating enzyme E1B <UNP ULE1B HUMAN>
[HOMO SAPIENS]

MALSRGLPRELAEAVAGGRVLVVGAGGIGCELLKNLVLTGFSHIDLIDLDTIDVSNLNRQ
FLFQKKHVGRSKAQVAKESVLQFYPKANIVAYHDS IMNPDYNVEFFRQF ILVMNALDNRA
ARNHVNRMCLAADVPLIESGTAGYLGQVTTIKKGVTECYECHPKPTQRTFPGATIRNTPS
EPTHCIVWAKYLFNQLFGEEDADQEVSPDRADPEAAWEPTEAEARARASNEDGDIKRIST
KEWAKSTGYDPVKLFTKLFKDDIRYLLTMDKLWRKRKPPVPLDWAEVQSQGEETNASDQQ
NEPQLGLKDQQVLDVKSYARLFSKSTETLRVHLAEKGDGAEL IWDKDDPSAMDFVTSAAN

LRMHIFSMNMKSREDIKSMAGNI TPATATTNAVIAGLIVLEGLKILSGKIDQCRTIFLNK
QPNPRKKLLVPCALDPPNPNCYVCASKPEVTVRLNVHKVTVLTLQDKIVKEKFAMVAPDV
QIEDGKGTILISSEEGETEANNHKKLSEFGIRNGSRLQADDFLQDYTLLINILHSEDLGK

DVEFEVVGDAPEKVGPKQAEDAAKS ITNGSDDGAQPSTSTAQEQDDVLIVDSDEEDSSNN
ADVSEEERSRKRKLDEKENLSAKRSRIEQKEELDDVIALD

>2NSOA 85 XRAY 2.00 0.190 0.216 no Hypothetical protein <UNP Q0S2K3 RHOSR> [RHODOCOCCUS SP. ]
MTVSDRELEECIRALLDARADSASICPSDVARAVAPDDWRPLMEPVREAAGRLADAGEVE

VTQKGAVVDPRSARGPIRIRWTRTD

>4JOSA 250 XRAY 1.45 0.152 0.175 no Adenosylhomocysteine nucleosidase <UNP BOTZL4 FRAP2>
[FRANCISELLA PHILOMIRAGIA SUBSP. PHILOMIRAGIA]
MHHHHHHSSGVDLGTENLYFQSMKKTATLGAMEIEIQPTILQKLEKYETVEYANNKYYVAN
YNGIELVVAYSKIGKVFSSLTATIMIEHFGYDALLFTGVAGGLQDLQVGDMIAATATVQH
DVDITAFGYPYGKIPISEVEIATSARILEQAKVIAKELNLNLHTGVIATGDQFVHSAERK
DFVVKEFDAKATEMEGASVNLICNEMNIPSFILRSISDTADGDAPDNFDEFAKMAANRSA

DFVMKLVDRI

>3R6DA 221 XRAY 1.25 0.150 0.179 no NAD-dependent epimerase/dehydratase <UNP D1BQI7 VEIPT>
[VEILLONELLA PARVULA DSM 2008] SNAMYKYITILGAAGQIAQKLTATLLTYTDMHITLYGRQLKTRIPPEIIDHERVIVIEGS
FQNPGKLEQAVTNAEVVFVGAMESGSDMAS TVKALSRKNIRRVIGVSMAGLSGEFPVALE
KWTFDNLPISYVQGERQARNVLRESNLNYTILRLTWLYNDPEKTDYELIPEGAQFNDAQV
SREAVVKAITFDILHAADETPFHRTSIGVGEPGTHYDKPSFH

>3CZ7A 364 XRAY 2.00 0. 158 0. 189 no Regulator of Tyl transposition protein 109 <UNP RT109 YEAST>
[SACCHAROMYCES CEREVISIAE]

MSLNDFLSSVLPVSEQFEYLSLQSIPLETHAVVTPNKDDKRVPKSTIKTQHFFSLFHQGK
VFFSLEVYVYVTLWDEADAERLIFVSKADTNGYCNTRVSVRDITKIILEFILSIDPNYYL
QKVKPAIGGSGFQQDLYLSFTCPREILTKICLFTRPASQYLFPDSSKNSKKHILNGEELM
KWWGFILDRLLIECFQNDTQAKLRIPGEDPARVRSYLRGMKYPLWQVGDIFTSKENSLAV
YNIPLFPDDPXARFIHQLAEEDRLLKVSLSSFWIELQERQEFKLSVTSSVMGISGYSLAT

PSLFPSSADVIVPKSRKQFRAIKKY ITGEEYDTEEGATEAFTNIRDFLLLRMATNLQSLT

GKRE

>2NYKA 285 XRAY 2.10 0.215 0.240 no M157 <UNP Q6XK79 9BETA> [MURID HERPESVIRUS 1]
IFNPDPDDTY IVNMDDFQFTFTMEFEVTVTRGGVHKRT ISVDNGRPVVVWDVGDRDPKIC
KICPDVSSTDIEYVFLDIQKMRLNNLLTQSLWDTQRICVRYACLFLGFDVICDVYHTTDT
VRVAYTGQTGKINIQGSGKFSTSDAKEIGTYMIKSNVREIKNRWRSTVQKLKQLAYMNAT
EVEFWYNTTGLTTCVVTSRSNVPFTVELSLNTNCSAIVTDESTVDCQILTVKAPGSHAQR
CYVTSSLGWKGVVTPPSQYRTKRVPVNISSSKWTGIVNWKGNVNR

>1RVIA 259 XRAY 1.53 0. 197 0. 209 no conserved hypothetical protein NMBO706 <GB NP_273748>
[NEISSERIA MENINGITIDIS] MKTITETLNLAPKGKNFLTADWPAPANVKTLITTRNGGVSQGAYQSLNLGTHVGDNPEAV
RRNREIVQQQVGLPVAYLNQIHSTVVVNAAEALGGTPDADASVDDTGKVACAVMTADCLP
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VLFCDRAGTAVAAAHAGWRGLAGGVLQNT TAAMKVPPVEMMAYLGPATSADAFEVGQDVE
DAFCTPMPEAATAFEGIGSGKFLADLYALARLILKREGVGGVYGGTHCTVLERDTFFSYR
RDGATGRMASLIWLDGNAV

>2BPA1 426 XRAY 3.00 0.209 NA no SUBUNIT OF BACTERIOPHAGE PHIX174 <UNP VGF BPPHX>
[ENTEROBACTERIA PHAGE PHIX174]
SNIQTGAERMPHDLSHLGFLAGQIGRLITISTTPVIAGDSFEMDAVGALRLSPLRRGLAT
DSTVDIFTFYVPHRHVYGEQWIKFMKDGVNATPLPTVNTTGY IDHAAFLGT INPDTNKIP
KHLFQGYLNTYNNYFKAPWMPDRTEANPNELNQDDARYGFRCCHLKNIWTAPLPPETELS
RQMTTSTTSIDIMGLQAAYANLHTDQERDYFMQRYRDV I SSFGGKTSYDADNRPLLVMRS
NLWASGYDVDGTDQTSLGQFSGRVQQTYKHSVPRFFVPEHGTMFTLALVRFPPTATKEIQ
YLNAKGALTYTDIAGDPVLYGNLPPREISMKDVERSGDSSKKFKTAEGQWYRYAPSYVSP
AYHLLEGFPFIQEPPSGDLQERVLIRHHDYDQCFQSVQLLQWNSQVKFNVTVYRNLPTTR

DSIMTS

>3EGLA 277 XRAY 2.41 0.181 0.218 no DegV family protein <UNP Y2349 CORGL> [CORYNEBACTERIUM
GLUTAMICUM]

SNAMPVRVIVDSSACLPTHVAEDLDITVINLHVMNNGEERSTSGLSSLELAASYARQLER
GGDDGVLALHISKELSSTWSAAVTAAAVEDDDSVRVVDTSSLGMAVGAAAMAAARMAKDG
ASLQECYDIAVDTLKRSETWIYLHRIDEIWKSGRISTATAMVSTALATRPIMRFNGGRME
TAAKTRTQSKAFAKLVELAQIRADGEPVFIATGQNEAREAAKQLEELLRNALPEGSSFMS
VDIDPTLAVHSGPGAVSVSAVFANQAPELSTGKAGAK

>2EVVA 207 XRAY 2.59 0.224 0.262 no hypothetical protein HP0218 <UNP 025006 HELPY> [HELICOBACTER
PYLORT]

MGSSHHHHHHSSGRENLYFQGHMK TFEVMIQTDSKGYLDAKFGGNAPKAFLNSNGLPTYS
PKISWQKVEGAQSYALELIDHDAQKVCGMPFVHWVVGNIAHNVLEENASMMDKRIVQGVN
SLTQGFIRSPLNESEKQRSNLNNSVY IGPMPPNGDHHYLIQVYALDIPKLALKAPFFLGD

LHDKMRNHI TATGRKEFLYKQFVRKGS

>2R8BA 251 XRAY 2.56 0.197 0.253 no Uncharacterized protein Atu2452 <UNP QSUCN1 AGRT5>
[AGROBACTERIUM TUMEFACIENS STR. ]
GHMPRPSLRRGEETSGARSLHETAPPAEKAVRKPLNLLPFRKDTPMTKDSYFHKSRAGVA
GAPLFVLLHGTGGDENQFFDFGARLLPQATILSPVGDVSEHGAARFFRRTGEGVYDMVDL

ERATGKMADF IKANREHYQAGPVIGLGFSNGANILANVLIEQPELFDAAVLMHPLIPFEP
KISPAKPTRRVLITAGERDPICPVQLTKALEESLKAQGGTVETVWHPGGHEIRSGEIDAV

RGFLAAYGGGS

>4CTAA 193 XRAY 2.30 0.238 0.284 no SMOOTHENED <UNP Q90X26 DANRE> [DANIO RERIO]
MAVILHPNETIFNDFCKKSTTCEVLKYNTCLGSPLPYTHTSLILAEDSETQEEAFEKLAM

WSGLRNAPRCWAV TQPLLCAVYMPKCENGKVELPSQHLCQATRNPCS TVERERGWPNFLK
CENKEQFPKGCQNEVQKLKFNTSGQCEAPLVKTDIQASWYKDVEGCGIQCDNPLETEDEH

SDMHKLEHHHHHH

>2NWAA 88 XRAY 2. 70 0.271 0.285 no Hypothetical protein ytmB <UNP YTMB BACSU> [BACILLUS SUBTILIS]
MGMPVEFNTLIVTKGKEVRIDENIFTLEKDGYRVYPMEIPMDVRKTKFGEKSGTAEVQKL
QWEEGRTIITYKLTSLHSVNLEHHHHHH

>4LBOA 348 XRAY 1.70 0.159 0.192 no Uncharacterized protein <UNP B9JQV3 AGRVS> [AGROBACTERIUM
VITIS]

SMRWKRMMQLLDVHCEGEIGKVAIGGVPKIPGDTVADQLHWLNTDPKGRELRHFLVLEPR
GAPIGSVNLLLPAKDSRADAAFTILQPDQAHASSGSNSICVTTALLESGMIEMQEPETVV

MLETAAGLVKAVAQCRDGHCDSVTLTMVPSFVHELDAQIATESWGEIRFDLAYGGVEFYAL
VDVRQLGLTIEPGNARRLVEAGMLLKGEINQRIQVVHPDIPAISGVAYVMFRDEDPDGAV
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RTCTTMWPGRVDRSPCGTGNSANLATLHARGRVKPGDSFLSRSIIGSQFTVGLQGLTTVA
GRSAVIPTITGRGFTYGIHQVALDAFDPLGGGEFVLTDVWGAAAETIKI

>3NHVA 144 XRAY 2.50 0.204 0.247 no BH2092 protein <UNP Q9KB42 BACHD> [BACILLUS HALODURANS]
ANPNEAYRHYMKKLSYETDIADLSIDIKKGYEGIIVVDVRDAEAYKECHIPTAISIPGNK
INEDTTKRLSKEKVIITYCWGPACNGATKAAAKFAQLGFRVKELIGGIEYWRKENGEVEG

TLGAKADLFWNMKKESLEHHHHHH

>1SZ7A 200 XRAY 1.55 0. 207 0. 245 no Trafficking protein particle complex subunit 3 <UNP TPPC3 HUMAN>
[HOMO SAPIENS]

MSHHHHHHGSSRQANRGTESKKMSSELFTLTYGALVTQLCKDYENDEDVNKQLDKMGENT
GVRLIEDFLARSNVGRCHDFRETADVIAKVAFKMYLGITPSITNWSPAGDEFSLILENNP
LVDFVELPDNHSSLIYSNLLCGVLRGALEMVOMAVEAKFVQDTLKGDGVTEIRMRFIRRT

EDNLPAGEEAAAWSHPQFEK

>3C8DA 403 XRAY 1.80 0. 150 0. 194 no Enterochelin esterase <UNP Q83SB9 SHIFL> [SHIGELLA FLEXNERI 2A
STR. 2457T]

SNAMTALKVGSESWWQSKHGPEWQRLNDEMFEVTFWWRDPQGSEEYSTIKRVWVYITGVT
DHHQONSQPQSMQRIAGTDVWQWTTQLNANWRGSYCFIPTERDDIFSAPSPDRLELREGWR
KLLPQATADPLNPQSWKGGLGHAVSALEMPQAPLQPGWDCPQAPETPAKET TWKSERLKN
SRRVWIFTTGDVTAEERPLAVLLDGEFWAQSMPVWPVLTSLTHRQQLPPAVYVLIDATDT
THRAHELPCNADFWLAVQQELLPLVKVIAPFSDRADRTVVAGQSFGGLSALYAGLHWPER
FGCVLSQSGSYWWPHRGGQQEGVLLEKLKAGEVSAEGLRIVLEAGIREPMIMRANQALYA
QLHPIKESIFWRQVDGGHDALCWRGGLMQGLIDLWQPLFHDRS

>212XB 258 XRAY 2.50 0.184 0.231 no Methyltransferase 1 <UNP P94920 METBA> [METHANOSARCINA
BARKERT]

MLDFTEASLKKVLTRYNVALEKALTPEEAAEELYPKDELIYPIAKATFEGEEDDVVEGLQ
AATEAGKDPIDLIDDALMVGMGVVIRLYDEGVIFLPNVMMSADAMLEGIEYCKENSGATP
KTKGTVVCHVAEGDVHDIGKNIVTALLRANGYNVVDLGRDVPAEEVLAAVQKEKPIMLTG

TALMTTTMYAFKEVNDMLLENG IKIPFACGGGAVNQDEFVSQFALGVYGEEAADAPKIADA

ITAGTTDVTELREKFHKH

>3DMLA 116 XRAY 1. 90 0. 157 0. 201 no Putative uncharacterized protein <UNP QS8KM22 PARDE> [PARACOCCUS
DENITRIFICANS]

MRGSHHHHHHGSDDDDKAELRLLMFEQPGCLYCARWDAETAPQYPLTDEGRAAPVQRLQM
RDPLPPGLELARPVTFTPTFVLMAGDVESGRLEGYPGEDFFWPMLARLIGQAEPGQ

>1GQTA 708 XRAY 1.48 0.133 0. 168 no ALPHA-GLUCURONIDASE <PDB 1GQI> [PSEUDOMONAS CELLULOSA]
EDGYDMWLRYQPTADQTLLKTYQKQIRHLHVAGDSPTINAAAAELQRGLSGLLNKPIVAR
DEKLKDYSLVIGTPDNSPLIASLNLGERLQALGAEGYLLEQTRINKRHVVIVAANSDVGV
LYGSFHLLRLIQTQHALEKLSLSSAPRLQHRVVNHWDNLNRVVERGYAGLSLWDWGSLPN
YLAPRYTDYARINASLGINGTVINNVNADPRVLSDQFLQKIAALADAFRPYGIKMYLSIN
FNSPRAFGDVDTADPLDPRVQQWWKTRAQKIYSYIPDFGGFLVKADSEGQPGPQGYGRDH
AEGANMLAAALKPFGGVVFWRAFVYHPDIEDRFRGAYDEFMPLDGKFADNVILQIKNGPI
DFQPREPFSALFAGMSRTNMMMEFQITQEYFGFATHLAYQGPLFEESLKTETHARGEGST

IGNTLEGKVFKTRHTGMAGY INPGTDRNWTGHPFVQSSWYAFGRMAWDHQTSAATAADEW
LRMTFSNQPAF TEPVKQMMLVSREAGVNYRSPLGLTHLYSQGDHYGPAPWTDDLPRADWT
AVYYHRASKTGIGENRTKTGSNALAQYPEPTAKAWGDLNSVPEDL ILWFHHLSWDHRMQS
GRNLWQELVHKYYQGVEQVRAMQRTWDQQEAYVDAARFAQVKALLQVQEREAVRWRNSCV
LYFQSVAGRPTPANYEQPEHDLEYYKMLARTTYVPEPWHPASSSRVLK

>AHYLA 117 XRAY 1.75 0.209 0.229 no Stage 11 sporulation protein <UNP DOLNN2 HALO1> [HALIANGIUM
OCHRACEUM]
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SNATDTQIRTEQGIDITTLHGHLDTRSSPAVQAAVLPRVTAKGKMILDLREVSYMSSAGL
RVLLSLYRHTSNQQGALVLVGVSEEIRDTMEI TGFWNFFTACASMDEALRILGSESA

>3W08A 352 XRAY 1.80 0.158 0.189 no Aldoxime dehydratase <UNP Q7WSJ4 9PSED> [PSEUDOMONAS
CHLORORAPHIS]

MESAIDTHLKCPRTLSRRVPEEYQPPFPMWVARADEQLQQVVMGYLGVQYRGEAQREAAL
QAMRHIVSSFSLPDGPQTHDLTHHTDSSGFDNLMVVGYWKDPAAHCRWLRSAEVNDWWTS
QDRLGEGLGYFREISAPRAEQFETLYAFQDNLPGVGAVMDSTSGEIEEHGYWGSMRDRFP
ISQTDWMKPTNELQVVAGDPAKGGRVVIMGHDNTALTRSGQDWADAEAEERSLYLDEILP
TLQDGMDFLRDNGQPLGCYSNRFVRNIDLDGNFLDVSYNIGHWRSLEKLERWAESHPTHL
RIFVTFFRVAAGLKKLRLYHEVSVSDAKSQVFEY INCHPHTGMLRDAVVAPT

>2GIYA 191 XRAY 1.78 0.198 0.220 no Glycoprotein E <UNP VGLE HHV11> [HUMAN HERPESVIRUS 1]
GAPEVSHVRGVTVRMETPEAILFSPGETFSTNVSIHATAHDDQTYSMDVVWLREFDVPTSC
AEMRIYESCLYHPQLPECLSPADAPCAASTWTSRLAVRSYAGCSRTNPPPRCSAEAHMEP
VPGLAWQAASVNLEFRDASPQHSGLYLCVVYVNDHIHAWGHITISTAAQYRNAVVEQPLD

TEGRGHHHHHH

>2XN6A 350 XRAY 1.29 0.209 0. 235 no THYROXINE-BINDING GLOBULIN <UNP THBG HUMAN> [HOMO SAPIENS]
SSQPNATLYKMSSINADFAFNLYRRFTVETPDKNIFFSPVSISAALVMLSFGACCSTQTE

IVETLGENLTDTPMVEIQHGFQHL ICSLNFPKKELELQIGNALF IGKHLKPLAKFLNDVK
TLYETEVFSTDFSNISAAKQEINSHVEMQTKGKVVGLIQDLKPNT IMVLVNY THFKAQWA
NPFDPSKTEDSSSFLIDKTTTVQVPMMHQMDQY YHLVDMELNCTVLQMDYSKNALALFVL
PKEGQMESVEAAMSSKTLKKWNRLLQKGWVDLFVPKFSTSATYDLGATLLKMGIQHAYSE
NADFSGLTEDNGLKLSNAAHKAVLHIGEKGTEAAGAMFLEAIPRSIPNTF

>2WMYA 150 XRAY 2. 21 0.209 0.261 no PUTATIVE ACID PHOSPHATASE WZB <UNP Q9X4B8 ECOLX> [ESCHERICHIA
COLI]

GAMAKLMFDSILVICTGNICRSPIGERLLRRLLPSKKINSAGVGALVDHTADESAIRVAE
KNGLCLKGHRGTKFTSALARQYDLLLVMEYSHLEQISRIAPEARGKTMLFGHWLDSKEIP DPYRMSDEAFDSVYQLLEQASKRWAEKLGE
>4J5RA 146 XRAY 1. 25 0. 120 0. 153 no O—acetyl-ADP-ribose deacetylase 1 <UNP OARD1 HUMAN> [HOMO SAPIENS]
GSHMGSRITYVKGDLFACPKTDSLAHCISEDCRMGAGIAVLFKKKFGGVQELLNQQKKSG
EVAVLKRDGRYTYYLITTKKRASHKPTYENLQKSLEAMKSHCLKNGVTDLSMPRIGCGLDR

LQWENVSAMIEEVFEATDIKITVYTL

>1RRMA 386 XRAY 1.60 0.193 0.211 no Lactaldehyde reductase <UNP FUCO ECOLI> [ESCHERICHIA COLI]
MMANRMILNETAWEGRGAVGALTDEVKRRGYQKALTVTDKTLVQCGVVAKVTDKMDAAGL
AWATYDGVVPNPTITVVKEGLGVFQNSGADYLTAIGGGSPQDTCKAIGI ISNNPEFADVR
SLEGLSPTNKPSVPILAIPTTAGTAAEVTINYVITDEEKRRKFVCVDPHDIPQVAFIDAD

MMDGMPPALKAATGVDALTHAIEGY ITRGAWALTDALHIKAIEI TAGALRGSVAGDKDAG
EEMALGQYVAGMGFSNVGLGLVHGMAHPLGAFYNTPHGVANATLLPHVMRYNADFTGEKY
RDIARVMGVKVEGMSLEEARNAAVEAVFALNRDVGIPPHLRDVGVRKEDIPALAQAALDD

VCTGGNPREATLEDIVELYHTAWEGG

>3HVZA 78 XRAY 2. 20 0. 226 0. 254 no Uncharacterized protein <UNP A7VWX7 9CLOT> [CLOSTRIDIUM LEPTUM]
MDLAPEEVEVFTPKGDVISLPIGSTVIDFAYATHSAVGNRMIGAKVDGRIVPIDYKVKTG

EIIDVLTTKELEHHHHHH

>1CFBA 205 XRAY 2.00 0.202 NA no DROSOPHILA NEUROGLIAN <UNP NRG DROME> [DROSOPHILA
MELANOGASTER]

IVQDVPNAPKLTGITCQADKAETHWEQQGDNRSPILHYTIQFNTSFTPASWDAAYEKVPN

TDSSFVVQMSPWANYTFRV IAFNKIGASPPSAHSDSCTTQPDVPFKNPDNVVGQGTEPNN
LVISWTPMPEIEHNAPNFHYYVSWKRDIPAAAWENNNIFDWRQNNIVIADQPTFVKYLIK

VVAINDRGESNVAAEEVVGYSGEDR
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>2V8TA 302 XRAY 0.98 0. 101 0. 117 no MANGANESE-CONTAINING PSEUDOCATALASE <UNP Q84DB4 THETH> [THERMUS
THERMOPHILUS ]

MFLRIDRLQIELPMPKEQDPNAAAAVQALLGGRFGEMSTLMNYMYQSFNFRGKKALKPYY
DLIANTATEELGHIELVAAT INSLLAKNPGKDLEEGVDPASTPLGFAKDVRNAAHF TAGG
ANSLVMGAMGEHWNGEYVFTSGNLILDLLENFFLEVAARTHKLRVYEMTDNPVAREMIGY
LLVRGGVHAAAYGKALESLTGVEMTKMLP IPK IDNSKIPEAKKYMDLGFHRNLYRFSPED
YRDLGLIWKGASPEDGTEVVVVDGPPTGGPVFDAGHDAAEFAPEFHPGELYETAKKLYEK

AK

>2BWFA 77 XRAY 1.15 0. 185 0.195 no UBIQUITIN-LIKE PROTEIN DSK2 <UNP DSK2 YEAST>
[SACCHAROMYCES CEREVISTAE]

LDMSLNIHIKSGQDKWEVNVAPESTVLQFKEA INKANGIPVANQRLIYSGKILKDDQTVE

SYHIQDGHSVHLVKSQP

>3RNLA 311 XRAY 1.75 0. 157 0. 181 no Sulfotransferase <UNP C8WTE4 ALTAD> [ALICYCLOBACILLUS
ACTIDOCALDARTUS SUBSP. ACIDOCALDARTUS]
SNAMGVARPNFFIVGAAKCGTSSLDRYLSQHPDIYIPPKKEAHFFSIPDFPERFTGPGDE
GMNLYTITRDEDAYMRLFDGVRGERAVGEASVFYLFYPGTAQRMYDAYPDAKTLIMLRNPV
DRAFSAYMHLVRDERETLSFRESLAKEEERTRQHYEPLWYYRAVGLYAAQVKRYLDVFGR
EQVKVILFEEFARDPVQVVRDCCAFLGVSTDFVPDTSIRHNESGVPKSRSLYNFIAKPNA
LKETVKPFIPAAVRERLGNRAKSMVLGRMEMEPDLREELTAFFAPDVARLEALTHRDLSA

WRRPARAAGSQ

>4T00A 497 XRAY 1.90 0.182 0.214 no Protein ELYS <UNP ELYS MOUSE> [MUS MUSCULUS]
PGSMQDLTAQVTSDLLHFPEVTIEALGEDEITLESVLRGKFAAGKNGLACLACGPQLEVV
NSLTGERLSAYRFSGVNEQPPVVLAVKEFSWHKRTGLLIGLEEADGSVLCLYDLGISRVV
KAVVLPGRVTAIEPTINHGGASASTQHLHPSLRWLFGVAAVVTDVGQILLIDLCLDDLSC
SQNEVEASDLEVITGIPAEVPHIRERVMREGRHLCFQLVSPLGVAISTLSYINRTNQLAV
GFSDGYLALWNMKSMKREYYTQLEGGRVPVHAVAFQEPENDPRNCCYLWAVQSTQDSEGD
VLSLHLLQLAFGDRKCLASGQILYEGLEYCEERYTLDLAGGTFPLRGQTSNTKLLGCQSI
ERFPSHGDREESMREALSPDTSVSVETWQVNIYGQGKPSVYLGLFDINRWYHAQMPDSLR
SGESLHNCSYFALWSLDSVVSRTSPHHILDILVHERSLNRGVPPSYPPPEQFFNPSTENF

DATCLLDSGVIHVTCAG

>3T8JA 311 XRAY 1.60 0.157 0.170 no Purine nucleosidase, (IunH-1) <UNP Q97ZS5 SULSO> [SULFOLOBUS
SOLFATARICUS]

MRHFIIDCDTAEDDVLSLYLLLKNNIDVVAVTIVEGNISYEQEVKNALWALEQVNREIPV
YPGANKPLLKNYITVEKVHGKGGIGDVTVEPKRLKAQEKHAALATIDLANEYAGELEFLA
ISPLTNLALAYLLDNSTVKKTKKVWVMGGAVFGIGNITPVAEFNIWVDPDAAKIVENAGE

DITMIPWDVIINYPVTDEEWNV IKNMKTRMSELYVSMYLHYRQYSSTVQKINGHPHPDAT
TTATAIDGSIATRREKRFVVIDNTDNITRGMTLVDRFDADTSWSDKPNAEIVYEINKKSF

MEKTYDLLNWEF

>2H1EA 177 XRAY 2.20 0.192 0. 246 no Chromo domain protein 1 <UNP CHD1 YEAST> [SACCHAROMYCES
CEREVISIAE]

MKKHHHHHHEDFHGIDIVINHRLKTSLEEGKVLEKTVPDLNNCKENYEFLIKWTDESHLH
NTWETYESIGQVRGLKRLDNYCKQF I IEDQQVRLDPYVTAEDIEIMDMERERRLDEFEEF
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HVPERIIDSQRASLEDGTSQLQYLVKWRRLNYDEATWENATDIVKLAPEQVKHFQKK

>4E2VA 386 XRAY 1.18 0.139 0. 153 no Queuine tRNA-ribosyltransferase <UNP TGT ZYMMO>
[ZYMOMONAS MOBILIS]

MVEATAQETDRPRFSFSTAAREGKARTGT IEMKRGVIRTPAFMPVGTAATVKALKPETVR

ATGADI ILGNTYHLMLRPGAERIAKLGGLHSFMGWDRPILTDSGGFQVMSLSSLTKQSEE
GVTFKSHLDGSRHMLSPERSIEIQHLLGSDIVMAFDEVTPYPATPSRAASSMERSMRWAK
RSRDAFDSRKEQAENAALFGTQQGSVFENLRQQSADALAETGEDGYAVGGLAVGEGQDEM
FRVLDFSVPMLPDDKPHYLMGVGKPDDIVGAVERGIDMEDCVLPTRSGRNGQAFTWDGPI
NIRNARFSEDLKPLDSECHCAVCQKWSRAYITHHLIRAGEILGAMLMTEHNTAFYQQLMQK
IRDSISEGRFSQFAQDFRARYFARNS

>10TGA 125 XRAY 2.10 0.179 NA no 5-CARBOXYMETHYL-2-HYDROXYMUCONATE ISOMERASE <UNP
HPCD ECOLI> [ESCHERICHIA COLI]
PHFIVECSDNIREEADLPGLFAKVNPTLAATGIFPLAGIRSRVHWVDTWQMADGQHDYAF
VHMTLKIGAGRSLESRQQAGEMLFELIKTHFAALMESRLLALSFEIEELHPTLNFKQNNV

HALFK

>3G89A 249 XRAY 1.50 0.184 0.210 no Ribosomal RNA small subunit methyltransferase G <UNP
RSMG_THET8> [THERMUS THERMOPHILUS]
MFHGKHPGGLSERGRALLLEGGKALGLDLKPHLEAFSRLYALLQEASGKVNLTALRGEEE
VVVKHFLDSLTLLRLPLWQGPLRVLDLGTGAGFPGLPLKIVRPELELVLVDATRKKVAFV
ERATEVLGLKGARALWGRAEVLAREAGHREAYARAVARAVAPLCVLSELLLPFLEVGGAA
VAMKGPRVEEELAPLPPALERLGGRLGEVLALQLPLSGEARHLVVLEKTAPTPPAYPRRP

GVPERHPLC

>3IB7A 330 XRAY 1. 60 0.218 0. 177 no Icc protein <UNP 006629 MYCTU> [MYCOBACTERTUM
TUBERCULOSTS]

GAMGIRNSKAYVEHRLRAAEHPRPDYVLLHISDTHLIGGDRRLYGAVDADDRLGELLEQL
NQSGLRPDATVFTGDLADKGEPAAYRKLRGLVEPFAAQLGAELVWVMGNHDDRAELRKFL
LDEAPSMAPLDRVCMIDGLRITVLDTSVPGHHHGETRASQLGWLAEELATPAPDGTILAL
HHPPTPSVLDMAVTVELRDQAALGRVLRGTDVRAILAGHLHYSTNATFVGIPVSVASATC
YTQDLTVAAGGTRGRDGAQGCNLVHVYPDTVVHSVIPLGGGETVGTFVSPGQARRKTAES
GIFIEPSRRDSLFKHPPMVLTSSAPRSPVD

>415VA 333 XRAY 2.70 0.185 0.261 no 5,5 -P-1, P-4-tetraphosphate phosphorylase 2 <UNP
APA2 YEAST> [SACCHAROMYCES CEREVISIAE]

MGHHHHHHMIEENLKQK THDKFVAAKKNGHLKVTHAESKKLKDPQTTTQYWVTFAPSLAL
KPDANKNSDSKAEDPFANPDEELVVTEDLNGDGEYKLLLNKFPVVPEHSLLVTSEFKDQR
SALTPSDLMTAYNVLCSLQGDKDDDVTCERYLVFYNCGPHSGSSQDHKALQIMQMPEKE T
PFQDVLCNGKDHFLPTENAEPLQDDKVSFAHFVLPLPESSDQVDEDLLAMCYVSLMQRAL
TFFQDWTNESPELTKSYNVLLTKKWICVVPRSHAKSGPPLMLNINSTGYCGMILVKDREK
LENLTEDPHLVDKSLLQCGFPNTAGQKPTEYHY

>4J5TA 811 XRAY 2. 04 0. 226 0. 235 no Mannosyl-oligosaccharide glucosidase <UNP CWH41 YEAST>
[SACCHAROMYCES CEREVISIAE]

AEFMEEYQKFTNESLLWAPYRSNCYFGMRPRYVHESPL IMGIMWENSLSQDGLHSLRHFA

TPQDKLQKYGWEVYDPRIGGKEVF IDEKNNLNLTVYFVKSKNGENWSVRVQGEPLDPKRP
STASVVLYFSQNGGEIDGKSSLAMIGHDGPNDMKFFGYSKELGEYHLTVKDNFGHYFKNP
EYETMEVAPGSDCSKTSHLSLQIPDKEVWKARDVFQSLVSDSIRDILEKEETKQRPADLI

PSVLTIRNLYNFNPGNFHY TQKTFDLTKKDGFQFDITYNKLGTTQSISTREQVTELITWS
LNEINARFDKQFSFGEGPDSIESVEVKRRFALETLSNLLGGIGYFYGNQLIDRETEFDES
QFTEIKLLNAKEEGPFELFTSVPSRGFFPRGFYWDEGFHLLQIMEYDFDLAFEILASWFE
MIEDDSGWIARETTLGNEARSKVPQEFQVQNPNTANPPTLLLAFSEMLSRATENTGDENS
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DSYHQVMENSRTAKFMTNNLEANPGLLTEYAKKIYPKLLKHYNWFRKSQTGLIDEYEEIL
EDEGIWDKIHKNEVYRWVGRTEFTHCLPSGMDDYPRAQPPDVAELNVDALAWVGVMTRSMK
QIAHVLKLTQDEQRYAQIEQEVVENLDLLHWSENDNCYCDISIDPEDDEIREFVCHEGYV
SVLPFALKLIPKNSPKLEKVVALMSDPEKIFSDYGLLSLSRQDDYFGKDENYWRGPTWMN
INYLCLDAMRYYYPEVILDVAGEASNAKKLYQSLKINLSNNIYKVWEEQGYCYENYSPID
GHGTGAEHFTGWTALVVNILGRFRSHHHHHH

>2VIWA 149 XRAY 2.00 0.210 0.249 no GAF FAMILY PROTEIN <UNP AOR2U9 MYCS2> [MYCOBACTERIUM
SMEGMATIS]

DPATVFRLVAAEALTLTGADGTLVAVPADPDASAAEELVIVEVAGAVPAEVEASATPVQD
NAIGQAFRDRAPRRLDVLDGPGLGGPALVLPLRATDTVAGVLVAVQGSGARPFTAEQLEM
MTGFADQAAVAWQLASSQRRMSELDILAD

>2BM1A 691 XRAY 2.60 0.220 0.297 no ELONGATION FACTOR G <UNP EFG THETH> [THERMUS
THERMOPHILUS ]

MAVKVEYDLKRLRNIVIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERE

RGITITAAVTTCFWKDHRINI IDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSET
VWRQAEKYKVPRTAFANKMDKTGADLWLV IRTMQERLGARPVVMQLPTGREDTFSGIIDV
LRMKAYTYGNDLGTDIRETPTPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEE
ELVAATRKGTIDLKITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVE
THPDPNGPLAALAFKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHA
NHREEVEELKAGDLGAVVGLKETITGDTLVGEDAPRVILESIEVPEPVIDVATEPKTKAD
QEKLSQALARLAEEDPTFRVSTHPETGQTI ISGMGELHLEITVDRLKREFKVDANVGKPQ

VAYRETITKPVDVEGKF IRQTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEY IP
AVQKGIEEAMQSGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPV
TLEPIMRVEVTTPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLR
SKTQGRGSFVMFFDHYQEVPKQVQEKLIKGQ

>3RPJA 134 XRAY 1. 90 0. 184 0. 211 no Curlin genes transcriptional regulator <UNP B4EUU9 PROMH>
[PROTEUS MIRABILIS]

SNAMTSSLHPTRGKLLKRFAQIGPY IREQQCQESQFFFDCLAVCVNKKVTPEKREFWGWW
MELERNGEQLIYYYQVGLFDKNGDWVNQV ISKKDVIESTHETLIRFHDFLQAAVSELEMT

LVPDEKMSNFPLPL

>1PL8A 356 XRAY 1.90 0.195 0.222 no human sorbitol dehydrogenase <UNP DHSO HUMAN> [HOMO
SAPTENS]

AAAAKPNNLSLVVHGPGDLRLENYPIPEPGPNEVLLRMHSVGICGSDVHYWEYGRIGNF I
VKKPMVLGHEASGTVEKVGSSVKHLKPGDRVAIEPGAPRENDEFCKMGRYNLSPSIFFCA
TPPDDGNLCRFYKHNAAFCYKLPDNVTFEEGALIEPLSVGIHACRRGGVTLGHKVLVCGA
GPIGMVTLLVAKAMGAAQVVVTDLSATRLSKAKEIGADLVLQISKESPQEIARKVEGQLG
CKPEVTIECTGAEASIQAGIYATRSGGTLVLVGLGSEMTTVPLLHAAIREVDIKGVEFRYC
NTWPVAISMLASKSVNVKPLVTHRFPLEKALEAFETFKKGLGLK IMLKCDPSDQNP

>3T94A 270 XRAY 1.45 0.170 0.185 no 5 —methylthioadenosine phosphorylase (MtaP) <UNP
Q97W94 SULSO> [SULFOLOBUS SOLFATARICUS]
MIEQNEKASIGIIGGSGLYDPGIFSESKEIKVYTPYGQPSDFITIGKIGNKSVAFLPRHG
RGHRIPPHKINYRANIWALKELGVRWVISVSAVGSLRMDYKLGDFVIPDQFIDMTKNREY
SFFDGPVVAHVSMADPFCNSLRKLATETAKELNIKTHESGTYICIEGPRFSTRAESRTWR
EVYKADIIGMTLVPEVNLACEAQMCYATIAMVTDYDVFAEIPVTAEEVTRVMAENTEKAK
KLLYALTIQKLPEKPEEGSCSCCNSLKTALV

>3NOAA 361 XRAY 2.20 0.173 0.200 no Tyrosine—protein phosphatase auxilin <UNP AUXI BOVIN>
[BOS TAURUS]

DTLKDTSSRVIQSVTSYTKGDLDETYVTSRIIVMSFPLDSVDIGFRNQVDDIRSFLDSRH

LDHYTVYNLSPKSYRTAKFHSRVSECSWP IRQAPSLHNLFAVCRNMYNWLLQNPKNVCVV
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HCLDGRAASSILVGAMFIFCNLYSTPGPAVRLLYAKRPGIGLSPSHRRYLGYMCDLLADK
PYRPHFKPLTIKSITVSPVPFENKQRNGCRPYCDVLIGETKIYTTCADFERMKEYRVQDG
KIFIPLSITVQGDVVVSMYHLRSTIGSRLQAKVTNTQIFQLQFHTGFIPLDTTVLKFTKP
ELDACDVPEKYPQLFQVTLDVELQPHDKVMELTPPWEHYCTKDVNPS TLFSSHQEHQDTL

v

>2AHRA 259 XRAY 2.15 0.175 0. 210 no putative pyrroline carboxylate reductase <UNP
Q9A1S9 STRP1>

[STREPTOCOCCUS PYOGENES]
SNAMKIGIIGVGKMASATIKGLKQTPHELIISGSSLERSKETAEQLALPYAMSHQDLIDQ
VDLVILGIKPQLFETVLKPLHFKQPIISMAAGISLQRLATFVGQDLPLLRIMPNMNAQIL
QSSTALTGNALVSQELQARVRDLTDSFGSTFDISEKDFDTFTALAGSSPAYIYLFIEALA
KAGVKNGIPKAKALEIVTQTVLASASNLKTSSQSPHDF IDAICSPGGTTIAGLMELERLG

LTATVSSAIDKTIDKAKSL

>3S2RA 83 XRAY 1.14 0. 187 0.199 no AT5g51720/M1024 14 <UNP Q9FLI7 ARATH> [ARABIDOPSIS

THALIANA]

GSHMRKQQRMVVVRAEGGGG INPETRKNEDKVVDSVVVTELSKNITPYCRCWRSGTFPLC

DGSCVKHNKANGDNVGPLLLKKQ

>3UP3A 243 XRAY 1.25 0.167 0. 180 no aceDAF-12 <PDB 3UP3> [ANCYLOSTOMA CEYLANICUM]

GSYQLNAAELQALDLIQEAFKGMNDPMEQGRQATSFLKNEKSPAD IMNIMDVTMRRFVKM

AKRLPAFNDLSQDGKFALLKGGMIEMLTVRGVRREDSSSGSWTTPTLGESSEVS INMFDQ

LNADVRSEQKMRFLQFFKIFHEDIRSNDLVISMIMLIVLFSPRDSITDPEDRRI IARHHE

QFSALLNRYLESLYGDDAHQLNEQLPTALRMLREISASSGMLFLGTVNTSEAEPLPREFF

KVE

>2QJWA 176 XRAY 1.35 0.184 0.216 no Uncharacterized protein XCC1541 <UNP QS8PAE4 XANCP>

[XANTHOMONAS CAMPESTRIS PV. CAMPESTRIS]

GMSRGHCTLAHGFESGPDALKVTALAEVAERLGWTHERPDFTDLDARRDLGQLGDVRGRL

QRLLETARAATEKGPVVLAGSSLGSYTAAQVSLQVPTRALFLMVPPTKMGPLPALDAAAV

PISTVHAWHDELIPAADVIAWAQARSARLLLVDDGHRLGAHVQAASRAFAELLQSL

>3EATX 293 XRAY 2. 50 0. 189 0. 225 no Pyoverdine biosynthesis protein PveB <UNP Q91114 PSEAE>

[PSEUDOMONAS AERUGINOSA]

GHMNAYLSDQPVRLSPLRDEQGNQPRFGLLLEPGRPGMHVGELPAQWLKGLARSHHLLLL

RGFAAFADAESLTRYCHDFGEVMLWPFGAVLELVEQEGAEDHIFANNYVPLHWDGMYLET

VPEFQVFHCVDAPGDSDGGRTTFSSTPAALQLADSSELELWRRASGRYQRSAAHYSSRSA

APTVERHPRREFPILRFCEPPVEGDASF INPSEFHYDG I APEQRGELLASLRRCLYHPQA

HYAHRWRSDDLV IADNLTLLHGREAFAHRAPRHLRRVHIHAEPALRNPHLQRD

>1ZUPA 315 XRAY 2.20 0.230 0.266 no hypothetical protein TM1739 <UNP Q9X261 THEMA>

[THERMOTOGA MARITIMA]

MGSDK THHHHHHMQVR I ERAERTESELEEHVGDQTFVEESRFLEEDEQREGE ILDQI IFV

DGKRRSFVRITTDEGITGIFAELCVGAV IWDREGGTKTLFSPDKPPVKERVLGFSQSFQE

EGYEEVGGILFKVVKEGKDAMQSIDLYMRSLE IEEVRKHMDKNIL IVKDGPAARELPFEE

NVGPIGLVKNIGVTELSKEDFKKLRFLKKGKRSKMFVSSRETPLKKVGAYVKLIDGEGIR

GLVRLETYVKDDNQIPYIRKVFDDLAKTLPHLTADLPIPRLPENILPTIQFLEENLSYYLT

DKNYMNTRLFAYIGR

>3JYBA 145 XRAY 2.04 0.201 0.235 no Sensor protein <UNP QOHUV7 PSEAE> [PSEUDOMONAS

AERUGINOSA]

ATTPSANQNWRLLRDESAQLRIADVLQRKEQFRPLAKRSFIFPASPQAVWLQVQLPAQKV

PSWLWIFAPRVQYLDYYLVQDGQLVRDQHTGESRPFQERPLPSRSYLFSLPVDGKPMTLY

VRMTSNHPLMAWFDQIDEAGLVGLE

>2XEPA 458 XRAY 1.50 0.201 0.217 no ORF12 <UNP Q83762 STRCL> [STREPTOMYCES CLAVULIGERUS]
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MMKKADSVPTPAEAALAAQTALAADDSPMGDAARWAMGLLTSSGLPRPEDVAARFIPTFA
AAGNFAETVREWRSKGPFTVRAYHPVAHKGWVVLSAPAGVRYILSLTLDSSGLIRILTLK
PETVIPDMVTWNDVEETLHTPGVQHSVYAVRLTPDGHEVLHASAPERPMPTGSAYKLYLM
RALVAEIEKGTVGWDEILTLTPELRSLPTGDMQDLPDGTRVTVRETAHKMIALSDNTGAD
LVADRLGREVVERSLAAAGHHDPSLMRPFLTSHEVFELGWGDPERRAEWVRQDEAGRREL
LEKMAGVMTVRGSDLGATVHQLGIDWHMDAFDVVRVLEGLLQDSGRDTSGTVEEILTAYP
GLLIDEERWRRVYFKAGSSPGVMMFCWLLQDHAGISYVLVLRQSADEQRLIGDGLFLRGI
GAKIIEAEAKLLSSGERRGAGTAAAGDDRASAGEAARR

>1VH5A 148 XRAY 1. 34 0. 188 0. 228 no Hypothetical protein ydil <UNP YDIT_ECOLI> [ESCHERICHIA
COLT]
MSLIWKRKITLEALNAMGEGNMVGFLDIRFEHIGDDTLEATMPVDSRTKQPFGLLHGGAS
VVLAESIGSVAGYLCTEGEQKVVGLEINANHVRSAREGRVRGVCKPLHLGSRHQVWQIET
FDEKGRLCCSSRLTTAILEGGSHHHHHH

>2QXFA 482 XRAY 1. 50 0. 200 0. 224 no Exodeoxyribonuclease T <UNP EX1_ECOLI> [ESCHERICHIA COLT]
MMNDGKQQSTFLFHDYETFGTHPALDRPAQFAATRTDSEFNV IGEPEVEYCKPADDYLPQ
PGAVLITGITPQEARAKGENEAAFAARTHSLFTVPKTCILGYNNVRFDDEVTRNIFYRNF
YDPYAWSWQHDNSRWDLLDVMRACYALRPEGINWPENDDGLPSFRLEHLTKANGIEHSNA
HDAMADVYATIAMAKLVKTRQPRLEDYLEFTHRNKHKLMAL IDVPQMKPLVHVSGMFGAWR
GNTSWVAPLAWHPENRNAVIMVDLAGDISPLLELDSDTLRERLYTAKTDLGDNAAVPVKL
VHINKCPVLAQANTLRPEDADRLGINRQHCLDNLKILRENPQVREKVVAIFAEAEPFTPS
DNVDAQLYNGFFSDADRAAMKTVLETEPRNLPALDITFVDKRIEKLLFNYRARNFPGTLD
YAEQQRWLEHRRQVFTPEFLQGYADELQMLVQQYADDKEKVALLKALWQYADETVEHHHH
HH

>2I1P2A 334 XRAY 1.80 0.196 0. 247 no Probable phenazine—specific methyltransferase <UNP
QOHWH2 PSEAE> [PSEUDOMONAS AERUGINOSA]
MNNSNLAAARNLIQVVTGEWKSRCVYVATRLGLADLIESGIDSDETLAAAVGSDAERIHR
LMRLLVAFEIFQGDTRDGYANTPTSHLLRDVEGSFRDMVLEYGEEFHAAWTPACEALLSG
TPGFELAFGEDFYSYLKRCPDAGRRFLLAMKASNLAFHEIPRLLDFRGRSFVDVGGGSGE
LTKAILQAEPSARGVMLDREGSLGVARDNLSSLLAGERVSLVGGDMLQEVPSNGDIYLLS
RIIGDLDEAASLRLLGNCREAMAGDGRVVVIERT ISASEPSPMSVLWDVHLFMACAGRHR
TTEEVVDLLGRGGFAVERIVDLPMETRMIVAARA

>2HQ9A 149 XRAY 1.95 0. 183 0. 243 no M116688 protein <UNP Q988L5 RHILO> [MESORHIZOBIUM LOTI]
GMLVRTLSALECTKVLTANRVGRLACAKDGQPYVVPLYYAYSDAHLYAFSMPGKK TEWMR
ANPRVSVQVDEHGQGRGWKSVVVDGRYEELPDL IGHKLQRDHAWSVLSKHTDWWEPGALK
PVTPPTADSAPHVFFRILIEQVSGREASE

>2HAZA 105 XRAY 1. 70 0. 219 0. 286 no Neural cell adhesion molecule 1 <UNP NCA12 HUMAN> [HOMO
SAPIENS]

GSHMDTPSSPSIDQVEPYSSTAQVQFDEPEATGGVPILKYKAEWRAVGEEVWHSKWYDAK
EASMEGIVTIVGLKPETTYAVRLAALNGKGLGEISAASEFKTQPV

>2VSOE 284 XRAY 2.60 0.215 0. 260 no EUKARYOTIC INITIATION FACTOR 4F SUBUNIT P150 <UNP
IF4F1 YEAST> [SACCHAROMYCES CEREVISIAE]
MLVPSANRWVPKFKSKKTEKKLAPDGKTELLDKDEVERKMKSLLNKLTLEMFDAISSEIL
ATANISVWETNGETLKAVIEQIFLKACDEPHWSSMYAQLCGKVVKELNPDITDETNEGKT
GPKLVLHYLVARCHAEFDKGWTDKLPTNEDGTPLEPEMMSEEYYAAASAKRRGLGLVRFI
GFLYRLNLLTGKMMFECFRRLMKDLTDSPSEETLESVVELLNTVGEQFETDSFRTGQATL
EGSQLLDSLFGILDNITIQTAKISSRIKFKLIDIKELRHDKNWNS

>1H12A 405 XRAY 1. 20 0. 108 0. 130 no ENDO-1, 4-BETA-XYLANASE <UNP QS8RJN8> [PSEUDOALTEROMONAS
HALOPLANKTIS]

AFNNNPSSVGAYSSGTYRNLAQEMGKTNIQQKVNSTFDNMEGYNNTQQLYYPYTENGVYK
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AHYTKATNPDEGDDIRTEGQSWGMTAAVMLNKQEEFDNLWRFAKAYQKNPDNHPDAKKQG
VYAWKLKLNQNGFVYKVDEGPAPDGEEYFAFALLNASARWGNSGEFNYYNDATTMLNTIK
NKLMENQITRFSPYIDNLTDPSYHIPAFYDYFANNVTNQADKNYWRQVATKSRTLLKNHF
TKVSGSPHWNLPTFLSRLDGSPVIGY IFNGQANPGQWYEFDAWRY IMNVGLDAHLMGAQA
WHKSAVNKALGFLSYAKTNNSKNCYEQVYSYGGAQNRGCAGEGQKAANAVALLASTNAGQ
ANEFFNEFWSLSQPTGDYRYYNGSLYMLAMLHVSGNFKFYNNTEN

>1VLYA 338 XRAY 1. 30 0. 136 0. 168 no Unknown protein from 2D-page <UNP UP14 ECOLI> [ESCHERICHIA
COLT]

MGSDK THHHHHHMAFTPFPPRQPTASARLPLTLMTLDDWALAT I TGADSEKYMQGQVTAD
VSQMAEDQHLLAAHCDAKGKMWSNLRLFRDGDGFAWIERRSVREPQLTELKKYAVESKVT
TAPDDERVLLGVAGFQARAALANLFSELPSKEKQVVKEGATTLLWFEHPAERFLIVTDEA
TANMLTDKLRGEAELNNSQQWLALNTEAGFPYV IDAANSGQF TPQATNLQALGGTSFKKGC
YTGQEMVARAKFRGANKRALWLLAGSASRLPEAGEDLELKMGENWRRTGTVLAAVKLEDG
QVVVQVVMNNDMEPDSIFRVRDDANTLHIEPLPYSLEE

>2X1QA 127 XRAY 1.06 0.214 0.229 no GELSOLIN NANOBODY <PDB 2X1Q> [LAMA GLAMA]
QVQLQESGGGLVQPGGSLRLSCAASGRTFSNYRMGWFRQAPGKEREFVATTSQSGAATAY

ADSVKGRFTFSRDNAKNLLYLEMLSLEPEDTAVYYCAASSRVFYTEVLQTTTGYDYWGQG
TQVTVSS

>3GYBA 280 XRAY 1.60 0. 219 0. 231 no Transcriptional regulators (LACI-FAMILY TRANSCRIPTIONAL
REGULATORY PROTEIN) <UNP Q8NTY1 CORGL> [CORYNEBACTERIUM GLUTAMICUM]
MSLRTQLIAVLIDDYSNPWFIDLIQSLSDVLTPKGYRLSVIDSLTSQAGTDPITSALSMR
PDGITTAQDIPDFTVPDSLPPFVIAGTRITQASTHDSVANDDFRGAETATKHLIDLGHTH
TAHLRVGSGAGLRRFESFEATMRAHGLEPLSNDYLGPAVEHAGYTETLALLKEHPEVTAT
FSSNDITAIGALGAARELGLRVPEDLSIIGYDNTPLAQTRLINLTTIDDNSIGVGYNAAL
LLLSMLDPEAPHPEIMHTLQPSLIERGTCAPREGHHHHHH
>3BA3A 145 XRAY 1.55 0.171 0. 196 no Pyridoxamine 5 —phosphate oxidase—like protein <UNP
Q890D6 LACPL> [LACTOBACILLUS PLANTARUM WCFS1]
GMDISLLKQVVQSTNKIALSTAVNNEADVKIVNFVWYEAQPDTLYFSSVKTSPALKVYDQ
NPDIAFITIPNDGTAGNPYLRAQHVKLQRSTKTMTDLLPQYLETVPNYQQVWDAIGSTLV
VFELKLTDLFVDAGVGGEKQTLTEN
>3H6QA 169 XRAY 1.64 0. 162 0. 193 no Macrocypin la <UNP B9V973 9AGAR> [MACROLEPIOTA PROCERA]
MGFEDGFYTILHLAEGQHPNSKIPGGMYASSKDGKDVPVTAEPLGPQSKIRWWIARDPQA
GDDMYTITEFRIDNSIPGQWSRSPVETEVPVYLYDRIKAEETGYTCAWRIQPADHGADGV
YHIVGNVRIGSTDWADLREEYGEPQVYMKPVPVIPNVYTPRWFILGYEE
>3L7IA 729 XRAY 2.70 0. 213 0. 260 no Teichoic acid biosynthesis protein F <UNP Q5HLM5 STAEQ>
[STAPHYLOCOCCUS EPIDERMIDIS]
MNKLTTTVTYYNAEEYITGCLESTKQQRTQDENLT ITVNDGSTDQSKKLMDEATKDYDKNT
RFIDLDENSGHAHARNIALEEVETPYFMFLDADDELASYAITFYLEKFNNTDGLIAPIHS
FTTQRPQFVDLDRVRVEYFNAKENTNSFLRKQSACNT TFRTATVRAHHIRENENLNTYVD
WSEFVLEYMKYVNKFVRIFNFPFYFRGEVYDPFETLTLSEQNFDILFKDYVNSEFYDATKRA
TNPKVREFIVTKMGNKIANEFEPTRYDINERYQTHKDTLVELSKFLHVHLVKNQKLINKI
ETILLMNNETDKAFKVNQFRKTLRHVKNIVLRRKNKERSLYDLTDKEDNVKPKTIVFESF
GGKNYSDSPKY IYEYMQKYYPNYRY IWSFKNPDKNVVPGSAEKVKRNSAEYYQAYSEASH
WVSNARTPLYLNKKENQTY IQTWHGTPLKRLANDMKVVRMPGTTTPKYKRNFNRETSRWD
YLISPNRYSTEIFRSAFWMDEERILEIGYPRNDVLVNRANDQEYLDEIRTHLNLPSDKKV
IMYAPTWRDDEFVSKGKYLFELKIDLDNLYKELGDDYVILLRMHYLISNALDLSGYENFA
IDVSNYNDVSELFLISDCLITDYSSVMEFDYGILKRPQFFFAYDIDKYDKGLRGFYMNYME
DLPGPIYTEPYGLAKELKNLDKVQQQYQEKIDAFYDRFCSVDNGKASQY IGDLIHKDIKE
QLEHHHHHH
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>1HT9A 274 XRAY 2. 40 0. 232 0. 268 no DIPEPTIDE TRANSPORT PROTEIN DPPA <UNP DPPA BACSU>
[BACTLLUS SUBTILIS]

MKLYMSVDMEGISGLPDDTFVDSGKRNYERGRLIMTEEANYCIAEAFNSGCTEVLVNDSH
SKMNNLMVEKLHPEADLISGDVKPFSMVEGLDDTFRGALFLGYHARASTPGVMSHSMIFG

VRHFY INDRPVGELGLNAYVAGYYDVPVLMVAGDDRAAKEAEELIPNVTTAAVKQTISRS
AVKCLSPAKRGRLLTEKTAFALQNKDKVKPLTPPDRPVLSIEFANYGQAEWANLMPGTEL
KTGTTTVQFQAKDMLEAYQAMLVMTELAMRTSF

>4E0JB 258 XRAY 1.65 0.197 0.215 no Cyclin-A2 <UNP CCNA2 HUMAN> [HOMO SAPIENS]
VPDYHEDIHTYLREMEVKCKPKVGYMKKQPDITNSMRAILVDWLVEVGEEYKLQNETLHL
AVNYIDRFLSSMSVLRGKLQLVGTAAMLLASKFEEIYPPEVAEFVYITDDTYTKKQVLRM
EHLVLKVLTFDLAAPTVNQFLTQYFLHQQPANCKVESLAMFLGELSLIDADPYLKYLPSV
TAGAAFHLALYTVTGQSWPESLIRKTGYTLESLKPCLMDLHQTYLKAPQHAQQSIREKYK

NSKYHGVSLLNPPETLNL

>1J5PA 253 XRAY 1. 90 0. 224 0. 260 no ASPARTATE DEHYDROGENASE <UNP Q9X1X6 THEMA> [THERMOTOGA
MARTTIMA]

MGSDKITHHHHHHMTVL I IGMGNIGKKLVELGNFEKIYAYDRISKDIPGVVRLDEFQVPSD
VSTVVECASPEAVKEYSLQILKNPVNY ITISTSAFADEVFRERFFSELKNSPARVFEPSG

AIGGLDVLSSIKDFVKNVRIET IKPPKSLGLDLKGKTVVFEGSVEEASKLFPRNINVAST
IGLIVGFEKVKVTIVADPAMDHNIHIVRISSAIGNYEFKIENTPSPENPKTSMLTVYSIL

RTLRNLESKIIFG

>3CULA 141 XRAY 2. 60 0. 189 0. 300 no Two component transcriptional regulator, AraC family
<UNP A9KIW7 CLOPH> [CLOSTRIDIUM PHYTOFERMENTANS ISDG]
MSLRILIVDDEKLTRDGLTIANTNWKALSFDQIDQADDGINATQTALKHPPNVLLTDVRMP
RMDGIELVDNILKLYPDCSVIFMSGYSDKEYLKAAIKFRAIRYVEKPIDPSEIMDALKQS

TQTVLQHQAQQDSEGHHHHHH

>1QWOA 442 XRAY 1.50 0.162 0. 186 no phytase <UNP PHYA ASPFU> [ASPERGILLUS FUMIGATUS]
SAGSKSCDTVDLGYQCSPATSHLWGQYSPFFSLEDELSVSSKLPKDCRITLVQVLSRHGA
RYPTSSKSKKYKKLVTAIQANATDFKGKFAFLKTYNYTLGADDLTPFGEQQLVNSGIKEFY
QRYKALARSVVPFIRASGSDRVIASGEKF IEGFQQAKLADPGATNRAAPATSVITPESET
FNNTLDHGVCTKFEASQLGDEVAANFTALFAPDIRARAEKHLPGVTLTDEDVVSLMDMCS
FDTVARTSDASQLSPFCQLFTHNEWKKYNYLQSLGKYYGYGAGNPLGPAQGIGFTNELTA
RLTRSPVQDHTSTNSTLVSNPATFPLNATMYVDFSHDNSMVSIFFALGLYNGTEPLSRTS
VESAKELDGYSASWVVPFGARAYFETMQCKSEKEPLVRALINDRVVPLHGCDVDKLGRCK

LNDFVKGLSWARSGGNWGECFS

>5CSMA 256 XRAY 2.00 0. 186 0.236 no CHORISMATE MUTASE <UNP CHMU YEAST> [SACCHAROMYCES
CEREVISIAE]

MDETKPETVLNLQNIRDELVRMEDS I IFKFIERSHFATCPSVYEANHPGLETPNFKGSFL
DWALSNLETAHSRIRRFESPDETPFFPDKTQKSFLPSTNYPQILAPYAPEVNYNDK TKKV
YTEKITPLISKRDGDDKNNFGSVATRDIECLQSLSRRTHFGKFVAEAKFQSDIPLYTKLI
KSKDVEGIMKNITNSAVEEKILERLTKKAEVYGVDPTERRIERRISPEYLVKIYKEIVIP

ITKEVEVEYLLRRLEE

>3U12A 141 XRAY 2.08 0.210 0.232 no USP37 protein <UNP Q86W68 HUMAN> [HOMO SAPIENS]
MGSSHHHHHHSSGLVPRGSLKIHGPIRIRSMQTGI TKWKEGSFEIVEKENKVSLVVHYNT
GGIPRIFQLSHNIKNVVLRPSGAKQSRLMLTLQDNSFLSIDKVPSKDAEEMRLFLDAVHQ

NRLPAAMKPSQGSGSFGAILG

>3ABHA 312 XRAY 2. 00 0.234 0. 271 no Protein kinase C and casein kinase substrate in neurons
protein 2

<UNP PACN2_HUMAN> [HOMO SAPIENS]
GSSGSSGMSVTYDDSVGVEVSSDSFWEVGNYKRTVKRIDDGHRLCSDLMNCLHERARIEK
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AYAQQLTEWARRWRQLVEKGPQYGTVEKAWMAFMSEAERVSELHLEVKASLMNDDFEKIK
NWQKEAFHKQMMGGFKETKEAEDGFRKAQKPWAKKLKEVEAAKKAHHAACKEEKLATSRE
ANSKADPSLNPEQLKKLQDKIEKCKQDVLKTKEKYEKSLKELDQGTPQYMENMEQVFEQC
QQFEEKRLRFFREVLLEVQKHLDLSNVAGYKATYHDLEQS IRAADAVEDLRWEFRANHGPG

MAMNWPQFEEWS

>3COFB 91 XRAY 1.80 0.207 0.226 no Uncharacterized protein AF 1514 <UNP Y1514 ARCFU>
[ARCHAEOGLOBUS FULGIDUS DSM 4304]
MEIMDEIKVNLQKEVSLEEAERYAKNTASKYGDGILLSVHDSKTGYRAPEVYCCGEKPWE
VYACNRGANLKISVNQFEFYFRIEVEGQAKY

>17Z6RA 406 XRAY 2.70 0.206 0.263 no Mlc protein <UNP MLC ECOLI> [ESCHERICHIA

COLI] MVAENQPGHIDQIKQTNAGAVYRLIDQLGPVSRIDLSRLAQLAPASITKIVHEMLEAHLY
QELEIKEAGNRGRPAVGLVVETEAWHYLSLRISRGEIFLALRDLSSKLVVEESQELALKD
DLPLLDRIISHIDQFFIRHQKKLERLTSIAITLPGIIDTENGIVHRMPFYEDVKEMPLGE
ALEQHTGVPVYIQHDISAWTMAEALFGASRGARDVIQVVIDHNVGAGVITDGHLLHAGSS
SLVEIGHTQVDPYGKRCYCGNHGCLETIASVDSILELAQLRLNQSMSSMLHGQPLTVDSL
CQAALRGDLLAKDIITGVGAHVGRILAIMVNLENPQKILIGSPLSKAADILFPVISDSIR
QQALPAYSQHISVESTQFSNQGTMAGAALVKDAMYNGSLLIRLLQG

>3P1UA 529 XRAY 2.05 0.244 0.265 no SusD homolog <UNP A6L9L2 PARDS> [PARABACTEROIDES
DISTASONIS ATCC 8503]

GNENPDKPTDDVNYNMNEPRLASTLRGGLITEGNVEQRLKPLQIDFYSQMTVDGGGWGTK
NYIQDDEWNNLVWEEYLKQIASINIVIRSLTEKDKDAYANTIAFARTIWRVYVHTLAADKF
GPMPFPAYEIVEANPPYKSLKDIYDEYFRELDAAINGFENDSAQPIFSDAGIDLIYKNDVS
KWKRFANSLRLRLAVRLTEVDQEKCIAEANAATSSPAGLISDKADNAYMPPKADGSWGQD
YNYTMEQITWSGPTCMSKSVEKLVTNTGGVAWPQGVVNQTSGVAVSSVHPEKVDPRAPKT
FQPGIENGDWKGLVYGPKAEEANTGIYQSKQCAELGFT IKDGYPYKSRPYDLFLSEEVHF
LKAELYARGFIAGDAKSEYEAGVRASFATWGVTSEVDDYLTSTEKNEAGTSARYDDQQGA
GNTALEKIITQKYIAGIPDLAQEGWNDKRRLNLPRLDVAVYRDQAVYNNNDKDILKSANF
IKRMRYPTKESLINATEYEKGKSMLGGKGDIVSTPLWWDKNSNYCTSSK

>20ZVA 260 XRAY 1.70 0.180 0.214 no Hypothetical protein Atu0636 <UNP Q8UHP4 AGRT5>
[AGROBACTERIUM TUMEFACIENS STR. ]
MGSSHHHHHHSSGRENLYFQGHMDAMLLASLVADDRACRIADLGAGAGAAGMAVAARLEK
AEVTLYERSQEMAEFARRSLELPDNAAFSARIEVLEADVTLRAKARVEAGLPDEHFHHV I
MNPPYNDAGDRRTPDALKAEAHAMTEGLFEDWIRTASAIMVSGGQLSLISRPQSVAEI TA
ACGSRFGGLEITLIHPRPGEDAVRMLVTAIKGSRARLTFRAPLIMHETGSHAFTPFVDDL

NNGRAAYARNVRAIRTASGS

>1DJ8A 89 XRAY 2.00 0.209 0.261 no PROTEIN HNS—-DEPENDENT EXPRESSION A <UNP HDEA ECOLI>
[ESCHERICHIA COLI]

ADAQKAADNKKPVYNSWTCEDFLAVDESFQPTAVGFAEALNNKDKPEDAVLDVQGIATVTP
ATVQACTQDKQANFKDKVKGEWDKIKKDM

>27ZE7A 253 XRAY 2. 10 0. 195 0. 254 no Isopentenyl transferase <UNP IPTZ AGRT5> [AGROBACTERIUM
TUMEFACIENS]

MLLHLIYGPTCSGKTDMAIQTAQETGWPVVALDRVQCCPQIATGSGRPLESELQSTRRIY
LDSRPLTEGILDAESAHRRLIFEVDWRKSEEGLILEGGSISLLNCMAKSPFWRSGFQWHV
KRLRLGDSDAFLTRAKQRVAEMFATREDRPSLLEELAELWNYPAARPILEDIDGYRCAIR
FARKHDLAISQLPNIDAGRHVELIEATANEYLEHALSQERDFPQWPEDGAGQPVCPVTLT

RIRGSRSHHHHHH

>2W3GA 153 XRAY 1.40 0. 193 0. 217 no TWO COMPONENT SENSOR HISTIDINE KINASE DEVS (GAF FAMILY
PROTEIN) <UNP P95194 MYCTU> [MYCOBACTERIUM TUBERCULOSIS]
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GAMDPDLEATLRAIVHSATSLVDARYGAMEVHDRQHRVLHFVYEGIDEETVRRIGHLPKG
LGVIGLLIEDPKPLRLDDVSAHPASIGFPPYHPPMRTFLGVPVRVRDESFGTLYLTDKTN
GQPFSDDDEVLVQALAAAAGTAVANARLYQQAK

>1000A 147 XRAY 1.85 0.215 0.262 no Mago nashi protein <UNP MGN DROME> [DROSOPHILA
MELANOGASTER]

MSTEDFYLRYYVGHKGKFGHEFLEFEFRPDGKLRYANNSNYKNDTMIRKEAFVHQSVMEE
LKRITIDSEIMQEDDLPWPPPDRVGRQELEIVIGDEHISFTTSKTGSLVDVNRSKDPEGL
RCEYYLVQDLKCLVFSLIGLHFKIKPI

>1BSOA 384 XRAY 1.65 0.178 0.212 no 8-AMINO-7-OXONANOATE SYNTHASE <UNP BIOF ECOLI>
[ESCHERICHIA COLI]

MSWQEK INAALDARRAADALRRRYPVAQGAGRWLVADDRQYLNFSSNDYLGLSHHPQI IR
AWQQGAEQFGIGSGGSGHVSGYSVVHQALEEELAEWLGYSRALLFTSGFAANQAV TAAMM
AKEDRIAADRLSHASLLEAASLSPSQLRRFAHNDVTHLARLLASPCPGQQMVVTEGVESM
DGDSAPLAETQQVTQQHNGWLMVDDAHGTGVIGEQGRGSCWLQKVKPELLVVTFGKGFGV
SGAAVLCSSTVADYLLQFARHLIYSTSMPPAQAQALRASLAVIRSDEGDARREKLAALIT
RFRAGVQDLPFTLADSCSATIQPLIVGDNSRALQLAEKLRQQGCWVTAIRPPTVPAGTARL
RLTLTAAHEMQDIDRLLEVLHGNG

>1VQOT 120 XRAY 2. 20 0. 215 0. 246 no 50S ribosomal protein L24P <UNP RL24 HALMA> [HALOARCULA
MARISMORTUT]

MSKQPDKQRKSQRRAPLHERHKQVRATLSADLREEYGQRNVRVNAGDTVEVLRGDFAGEE
GEVINVDLDKAVIHVEDVTLEKTDGEEVPRPLDTSNVRVTDLDLEDEKREARLESEDDSA

>1VR7A 142 XRAY 1.20 0.120 0. 150 no S—adenosylmethionine decarboxylase proenzyme <UNP
SPEH THEMA> [THERMOTOGA MARITIMA]
MGSDKIHHHHHHMKSLGRHLVAEFYECDREVLDNVQLIEQEMKQAAYESGATIVTSTFHR
FLPYGVSGVVVISESHLTIHTWPEYGYAAIDLFTCGEDVDPWKAFEHLKKALKAKRVHVV

EHERGRYDEIGIPEDSPHKAAV

>21D6A 202 XRAY 1. 75 0. 211 0. 251 no TRANSCRIPTIONAL REGULATOR, TetR FAMILY <UNP Q9X0CO THEMA>
[ THERMOTOGA MARITIMA]

GHMLSKRDATLKAAVEVFGKKGYDRATTDEIAEKAGVAKGLIFHYFKNKEELYYQAYMSV
TEKLQKEFENFLMKNRNRDIFDFMERWIEKKLEYSASHPEEADFLITLVSVDEGLRKRIL
LDLEKSQRVFFDFVREKLKDLDLAEDVTEEIALKFLMWFFSGFEEVYLRTYQGKPELLKR

DMNTLVEEVKVMLRILKKGMTK

>1GNYA 153 XRAY 1.63 0.152 0. 177 no XYLANASE 10C <UNP Q59675> [PSEUDOMONAS CELLULOSA]
GNVVIEVDMANGWRGNASGSTSHSGITYSADGVTFAALGDGVGAVFDIARPTTLEDAVIA
MVVNVSAEFKASEANLQIFAQLKEDWSKGEWDCLAGSSELTADTDLTLTCTIDEDDDKEN
QTARDVQVGIQAKGTPAGTITIKSVTITLAQEA

>4FMRA 265 XRAY 2.25 0.171 0.213 no uncharacterized hypothetical protein <UNP

A6L2B2 BACVS8> [BACTEROIDES VULGATUS]
GAKNVLKAWLVDNTVTTDDKTDKIFQLETTRSIDKEIILDRMVAKNPGVRRETMALGIEL
MEEVVAEALMNGESVNTGLFRGVAQFRGVAKQNAWDAATNSTYVSLTQGKALREATKDTR
VDVLGERPTKFYIGSGQDATTRATDESATAGRNEFTLEGKNLTVAGTDPSVGVTLASAATG

TVTKIDNDMIVLNEPSRLI ILLPASLEDGEYMLTVTTQYRGGGGALLKTPRSTSHTIYIG
GAPETGGSTGPPGDSDGDLNENPLG

>1CC5A 83 XRAY 2. 50 0. 290 NA no CYTOCHROME C5 <UNP CYC5 AZOVI> [AZOTOBACTER VINELANDII]
GGGARSGDDVVAKYCNACHGTGLLNAPKVGDSAAWKTRADAKGGLDGLLAQSLSGLNAMP
PKGTCADCSDDELKAAIGKMSGL
>2GJ4A 824 XRAY 1.60 0. 189 0. 226 no Glycogen phosphorylase, muscle form <UNP PYGM RABIT>
[ORYCTOLAGUS CUNICULUS]
QISVRGLAGVENVTELKKNFNRHLHFTLVKDRNVATPRDYYFALAHTVRDHLVGRWIRTQ
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QHYYEKDPKRIYYLSLEFYMGRTLQNTMVNLALENACDEATYQLGLDMEELEEIEEDAGL
GNGGLGRLAACFLDSMATLGLAAYGYGIRYEFGIFNQKICGGWQMEEADDWLRYGNPWEK
ARPEFTLPVHFYGRVEHTSQGAKWVDTQVVLAMPYDTPVPGYRNNVVNTMRLWSAKAPND

FNLKDFNVGGY IQAVLDRNLAENISRVLYPNDNFFEGKELRLKQEYFVVAATLQDIIRRF
KSSKFGCRDPVRTNFDAFPDKVAIQLNDTHPSLATPELMRVLVDLERLDWDKAWEVTVKT
CAYTNHTVLPEALERWPVHLLETLLPRHLQTTYETNQRFLNRVAAAFPGDVDRLRRMSLV
EEGAVKRINMAHLCIAGSHAVNGVARIHSEILKKTIFKDFYELEPHKFQNKTNGITPRRW
LVLCNPGLAEITAERIGEEYISDLDQLRKLLSYVDDEAFIRDVAKVKQENKLKFAAYLER
EYKVHINPNSLFDVQVKRIHEYKRQLLNCLHVITLYNRIKKEPNKFVVPRTVMIGGKAAP
GYHMAKMIIKLITAIGDVVNHDPVVGDRLRVIFLENYRVSLAEKVIPAADLSEQISTAGT

EASGTGNMKFMLNGALT IGTMDGANVEMAEEAGEENFF IFGMRVEDVDRLDQRGYNAQEY
YDRIPELRQITEQLSSGFFSPKQPDLFKDIVNMLMHHDRFKVFADYEEYVKCQERVSALY
KNPREWTRMVIRNIATSGKFSSDRTIAQYAREIWGVEPSRQRLP

>2RBFA 54 XRAY 2. 25 0. 208 0. 246 no Bifunctional protein putA <UNP PUTA ECOLI> [ESCHERICHIA
COLI] GHMGTTTMGVKLDDATRERIKSAATRIDRTPHWLIKQAIFSYLEQLENSDTLPE

>2F4TA 197 XRAY 2. 25 0. 193 0. 248 no hypothetical protein TM0957 <UNP Q9X052 THEMA> [ THERMOTOGA
MARTTIMA]

MGSDK THHHHHHEEMEKGFDPKRYARELWFKLQDMMNEGLGYDAVEVLNTLDENPELAHQ
KFAKVVGVSNYRYYIIQGVGEIVEIKDDGILVKVRENRKVPDLFLSNHIFGNGIVNATGI
AKMEDFDRIIDFNLTATELNKIVKEEVVNSFLKQLSKGAGSVGSLVRFIAVFTLLKDEETL

KYPIEAIPLYLEIQGGF

>1R7AA 504 XRAY 1.77 0.164 0.195 no sucrose phosphorylase <UNP Q84HQ2 BIFAD>
[BIFIDOBACTERIUM ADOLESCENTIS]
MKNKVQLITYADRLGDGTIKSMTDILRTREDGVYDGVHILPFFTPFDGADAGFDPIDHTK
VDERLGSWDDVAELSKTHNIMVDAIVNHMSWESKQFQDVLAKGEESEYYPMFLTMSSVFP
NGATEEDLAGIYRPRPGLPFTHYKFAGKTRLVWVSFTPQQVDIDTDSDKGWEYLMSIFDQ

MAASHVSY IRLDAVGYGAKEAGTSCEMTPKTFKLISRLREEGVKRGLEILIEVHSYYKKQ
VEIASKVDRVYDFALPPLLLHALSTGHVEPVAHWTDIRPNNAVTVLDTHDGIGVIDIGSD
QLDRSLKGLVPDEDVDNLVNT IHANTHGESQAATGAAASNLDLYQVNSTYYSALGCNDQH
YIAARAVQFFLPGVPQVYYVGALAGKNDMELLRKTNNGRD INRHYYSTAEIDENLKRPVV
KALNALAKFRNELDAFDGTFSYTTDDDTSISFTWRGETSQATLTFEPKRGLGVDNTTPVA
MLEWEDSAGDHRSDDLIANPPVVA

>INRTA 306 XRAY 1. 90 0. 216 0. 246 no Hypothetical protein HI0754 <UNP Y754 HAEIN> [HAEMOPHILUS
INFLUENZAE]

SNAMNDT TLKSLSTLITEQRNPNSVDIDRQSTLETVRLMNEEDKLVPLATESCLPQTSLA
VEQIVQAFQQGGRLIYIGAGTSGRLGVLDASECPPTFGVSTEMVKGITAGGECATRHPVE
GAEDNTKAVLNDLQSITHFSKNDVLVGIAASGRTPYVIAGLQYAKSLGALTISIASNPKSE
MAETADIAIETIVGPEILTGSSRLKSGTAQKMVLNMLTTASMILLGKCYENLMVDVQASN
EKLKARAVRIVMQATDCNKTLAEQTLLEADQNAKLA TMMILSTLSKSEAKVLLERHQGKL

RNALSK

>3IWFA 107 XRAY 1.40 0. 179 0. 205 no Transcription regulator RpiR family <UNP Q8CNB1 STAES>
[STAPHYLOCOCCUS EPIDERMIDIS]
MPNILYKIDNQYPYFTKNEKKIAQFILNYPHKVVNMTSQETANQLETSSTSIIRLSKKVT
PGGFNELKTRLSKFLPKEVTQYNVELVDNEST ISLKNKLHSRSKAAL

>2YZQA 282 XRAY 1.63 0.225 0. 243 no Putative uncharacterized protein PH1780 <UNP
059416 PYRHO> [PYROCOCCUS HORIKOSHIT]
MRVKTIMTQNPVTITLPATRNYALELFKKYKVRSFPVVNKEGKLVGIISVKRILVNPDEE
QLAMLVKRDVPVVKENDTLKKAAKLMLEYDYRRVVVVDSKGKPVGILTVGDIIRRYFAKS
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EKYKGVEIEPYYQRYVSIVWEGTPLKAALKALLLSNSMALPVVDSEGNLVGIVDETDLLR
DSEIVRIMKSTELAASSEEEWILESHPTLLFEKFELQLPNKPVAEIMTRDVIVATPHMTV
HEVALKMAKYSIEQLPVIRGEGDLIGLIRDFDLLKVLVKSKA

>20IXA 186 XRAY 1.80 0.212 0.259 no Xanthomonas outer protein D <UNP Q3BYJ5 XANC5>
[XANTHOMONAS EUVESICATORIA]
ATSWLLDGHLRAYTDDLARRLRGEPNAHLLHFADSQVVTMLSSADPDQQARAQRLLAGDD
IPPIVFLPINQPNAHWSLLVVDRRNKDAVAAYHYDSMAQKDPQQRYLADMAAYHLGLDYQ
QTHEMPIAIQSDGYSAGDHVLTGIEVLAHRVLDGTFDYAGGRDLTDIEPDRGLIRDRLAQ

AEQAPA

>4TUJA 464 XRAY 1.90 0.175 0. 201 no Polymerase acidic protein <UNP PA I133A0> [INFLUENZA A
VIRUS] GNARIEPFLKSTPRPLRLPDGPPCSQRSKFLLMDALKLSIEDPSHEGEGIPLYDAIKCMR
TFFGWKEPNVVKPHEKGINPNYLLSWKQVLAELQDIENEEKIPRTKNMKKTSQLKWALGE
NMAPEKVDFDDCKDVGDLKQYDSDEPELRSLASWIQNEFNKACELTDSSWIELDEIGEDA
APIEHIASMRRNYFTAEVSHCRATEY IMKGVY INTALLNASCAAMDDFQLIPMISKCRTK

EGRRKTNLYGF I TKGRSHLRNDTDVVNEFVSMEFSLTDPRLEPHKWEKYCVLEVGDMLLRS
AIGHVSRPMFLYVRTNGTSKIKMKWGMEMRRCLLQSLQQIESMIEAESSVKEKDMTKEFF
ENKSETWPVGESPKGVEEGSIGKVCRTLLAKSVENSLYASPQLEGFSAESRKLLLIVQAL
RDNLEPGTFDLGGLYEAIEECLINDPWVLLNASWENSFLTHALR

>2XMEA 232 XRAY 1.89 0.208 0.237 no CTP-INOSITOL-1-PHOSPHATE CYTIDYLYLTRANSFERASE <UNP
029976 ARCFU> [ARCHAEOGLOBUS FULGIDUS]
MINVDGEYLKIFAGRIKLMKAVILAAGLGTRLGGVPKPLVRVGGCEIILRTMKLLSPHVS
EFIIVASRYADDIDAFLKDKGENYKIVRHDRPEKGNGYSLLVAKNHVEDRFILTMGDHVY
SQQFIEKAVRGEGVIADREPRFVDIGEATKIRVEDGRVAKIGKDLREFDCVDTGFFVLDD
SIFEHAEKLRDREEIPLSEIVKLARLPVTYVDGELWMDVDTKEDVRRANRAL

>2XTSA 390 XRAY 1.33 0.107 0.111 no SULFITE DEHYDROGENASE <UNP P72178 PARDE> [PARACOCCUS
PANTOTROPHUS ]

AGTPDPLITEIQPWASEFGEAVDAHPYGLPIHFESHVKRQYVEWLTESPVSSINFTPIHA
LEGTITPQGCAFERHHSGATELSKQDYRLMINGLVEKPLVFTFEDLLRFPRTTTTAFCEC
AANGGMEWGGAQLEGCQYTQGMIHNMEYVGVPLSVLLAEAGVKPEGKWLYAEGADASSNG
RSFPMEKVMDDVMLAFFANGEALRKEHGYPARLVVPGWEGNMWVKWVRRLGIYDKAVESR
EETSKYTDLMPDGRARKWTWVMDAKSVITSPSPQVP IRHGKGPLVISGLAWSGNGRITRV
DVSLDGGKNWTTARITGQALPKALTRFHLD IDWDGSEMLLQSRAVDETGYVQPTKDALRA
TRGRNNVYHNNGIQTWWVKADGEVENVEIA

>3FS3A 359 XRAY 2.30 0.218 0.285 no Nucleosome assembly protein 1, putative <UNP
Q81608 PLAF7> [PLASMODIUM FALCIPARUM]
MAANEGNQPIPPEEEKEISSLLESIKIGKTSLKYRCFYLYDDKMTDLTEEQKETLKKLKL
YQKEYYDYESKFEYELFLLRQKYHDLYGPIYDKRREALVGNGEAKIGTPNLPEFWLRALR
NNNTVSHVIEDHDEEILVYLNDIRCDY IKKNKEKKEGF ILSFYFATNPFFSNSVLTKTYH
MKCVDCDNEPVLLHTEATVIDWYDNKNILKKNVVKKQHNKNSREVKTVQQTVNRDSFFHF
FTSHKVPNSNVIKQLSKHEVAQLEMI IEGDYEVALTIKERIIPYAVDYYLGIIIESESNS
IVSDVDSSYSSSENNSNYNSYESNNSAYNDENSNVDTNEYDDNEEEEEGAKSNEDPLTS

>1EKQA 272 XRAY 1.50 0. 216 0. 251 no HYDROXYETHYLTHIAZOLE KINASE <UNP THIM BACSU> [BACILLUS

SUBTILIS]

MDAQSAAKCLTAVRRHSPLVHSITNNVVTNFTANGLLALGASPVMAYAKEEVADMAKTAG

ALVLNIGTLSKESVEAMI TAGKSANEHGVPVILDPVGAGATPFRTESARDITREVRLAAT

RGNAAETAHTVGVTDWLIKGVDAGEGGGDI TRLAQQAAQKLNTVIAITGEVDVIADTSHV

YTLHNGHKLLTKVTGAGCLLTSVVGAFCAVEENPLFAATAATSSYGVAAQLAAQQTADKG

PGSFQIELLNKLSTVTEQDVQEWATIERVTVS

>4KM6A 208 XRAY 1.55 0.171 0. 200 no Folate receptor alpha <UNP FOLR1 HUMAN> [HOMO SAPIENS]
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GSSRTELLNVCMNAKHHKEKPGPEDKLHEQCRPWRKNACCSTNTSQEAHKDVSYLYRFNW
NHCGEMAPACKRHFIQDTCLYECSPNLGPWIQQVDQSWRKERVLNVPLCKEDCEQWWEDC
RTSYTCKSNWHKGWNWTSGFNKCAVGAACQPFHFYFPTPTVLCNEIWTHSYKVSNYSRGS
GRCIQMWEDPAQGNPNEEVARFYAAAMS

>2ASTB 336 XRAY 2. 30 0. 203 0. 221 no S—phase kinase—associated protein 2 <UNP SKP2 HUMAN> [HOMO
SAPTENS]

RENFPGVSWDSLPDELLLGIFSCLCLPELLKVSGVCKRWYRLASDESLWQTLDLTGKNLH
PDVTGRLLSQGVIAFRCPRSFMDQPLAEHFSPFRVQHMDLSNSVIEVSTLHGILSQCSKL
QNLSLEGLRLSDPIVNTLAKNSNLVRLNLSGCSGFSEFALQTLLSSCSRLDELNLSWCED
FTEKHVQVAVAHVSETITQLNLSGYRKNLQKSDLSTLVRRCPNLVHLDLSDSVMLKNDCF
QEFFQLNYLQHLSLSRCYDITPETLLELGEIPTLKTLQVFGIVPDGTLQLLKEALPHLQI
NCSHFTTIARPTIGNKKNQETWGTKCRLTLQKPSCL

>3JU2A 284 XRAY 1.80 0.201 0.246 no uncharacterized protein SMc04130 <UNP Q92T58 RHIME>
[SINORHIZOBIUM MELILOTI]
MSLQVEGLSINLATIREQCGFAEAVDICLKHGITAIAPWRDQVAAIGLGEAGRIVRANGL
KLTGLCRGGFFPAPDASGREKAIDDNRRAVDEAAELGADCLVLVAGGLPGGSKNIDAARR
MVVEGIAAVLPHARAAGVPLAIEPLHPMYAADRACVNTLGQALDICETLGPGVGVAIDVY
HVWWDPDLANQIARAGKMKATLAHHICDWLVPTKDMLTDRGMMGDGV IDLKGIRRRIEAA
GFHGAQEVEIFSADNWWKRPADEV IATCVERYRNCCEGHHHHHH

>3AXGA 355 XRAY 2.00 0.211 0.240 no Endotype 6—aminohexanoat—oligomer hydrolase <UNP
Q1EPR5_9MICO> [AGROMYCES]
MNTTPVHALTDIDGGIAVDPAPRLAGPPVFGGPGNDAFDLAPVRSTGREMLRFDFPGVSI
GAAHYEEGPTGATVIHIPAGARTAVDARGGAVGLSGGYDFNHATCLAGGASYGLEAGAGV
SGALLERLEYRTGFAEAQLVSSAVIYDFSARSTAVYPDKALGRAALEFAVPGEFPQGRAG
AGMSASAGKVDWDRTEITGQGAAFRRLGDVRILAVVVPNPVGVIMDRAGTVVRGNYDAQT
GVRRHPVFDYQEAFAEQVPPVTEAGNTTISAIVTNVRMSPVELNQFAKQVHSSMHRGIQP
FHTDMDGDTLFAVTTDEIDLPTTPGSSRGRLSVNATALGATASEVMWDAVLEAGK

>216TA 303 XRAY 2. 10 0.183 0.230 no UBIQUITIN-CONJUGATING ENZYME E2-LIKE ISOFORM A <UNP
Q6P2F0_HUMAN> [HOMO SAPIENS]
GSSKSWANHENKTVNKITVVGGGELGIACTLAISAKGIADRLVLLDLSEGTKGATMDLET
FNLPNVEISKDLSASAHSKVVIFTVNSLGSSQSYLDVVQSNVDMFRALVPALGHYSQHSV
LLVASQPVEIMTYVTWKLSTFPANRVIGIGCNLDSQRLQY ITTNVLKAQTSGKEVWVIGE
QGEDKVLTWSGQEEVVSHTSQVQLSNRAMELLRVKGQRSWSVGLSVADMVDSIVNNKKKV
HSVSALAKGYYDINSEVFLSLPCILGTNGVSEVIKTTLKEDTVTEKLQSSASSIHSLQQQ

LKL

>4LHPA 136 XRAY 2.02 0.196 0.241 no FG41 Malonate Semialdehyde Decarboxylase <UNP
F27288 9CORY>

[CORYNEFORM BACTERIUM]
PLIRIDLTSDRSREQRRAIADAVHDALVEVLATPARDRFQILTAHDPSDIIAEDAGLGEFQ
RSPSVVITHVFTQAGRTIETKQRVFAAITESLAPIGVAGSDVFIAITENAPHDWSFGEGS

AQYVTGELAIPATGAA

>3Q40A 196 XRAY 1. 34 0. 189 0. 228 no Uncharacterized protein MJ0754 <UNP Y754 METJA>
[METHANOCALDOCOCCUS JANNASCHIT]
MGSSHHHHHHSSGLVPRGSHMQPISEEEKEGLIEMREEEKLARDVYLTLYNKWKLQIFKN
TAESEQTHMDAVKYLLEKYNTPDPVKNDSIGVFSNPKFEELYKKLVEKGDKSEVDALKVG

ATIEDLDIADLEKWINKTDNED IKFVYENLMKGSRNHMRAFVRMLNNYGSNYTPQYISKE

EYEEIISSSTERGMNR

>3CNVA 162 XRAY 2.00 0.167 0.217 no Putative GntR—family transcriptional regulator <UNP
Q7WD95 BORBR> [BORDETELLA BRONCHISEPTICA RB50]
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VRYRFLRLAPDEEGEGGRAESRILECRRLRAPAETARALELRAGETVVTIRRQLSMNHMP
TVIDDLWLPGTHFRGLTLELLTASKAPLYGLFESEFGVSMVRADEKLRAVAASPETAPLL
GVEPGRPLLQVDRISYTYGDRPMEVRRGLYLTDHYHYRNSLN

>4M5DA 1237 XRAY 1.97 0.210 0.238 no U3 small nucleolar RNA-associated protein 22 <UNP
UTP22 YEAST>

[SACCHAROMYCES CEREVISIAE]
MATSVKRKASETSDQNIVKVQKKHSTQDSTTDNGSKENDHSSQAINERTVPEQENDESDT
SPESNEVATNTAATRHNGKVTATESYDIHIARETAELFKSNIFKLQIDELLEQVKLKQKH
VLKVEKFLHKLYDILQEIPDWEEKSLAEVDSFFKNKIVSVPFVDPKPIPQNTNYKFNYKK
PDISLIGSFALKAGIYQPNGSSIDTLLTMPKELFEKKDFLNFRCLHKRSVYLAYLTHHLL
TLLKKDKLDSFLQLEYSYFDNDPLLPILRISCSKPTGDSLSDYNFYKTRFSINLLIGFPY
KVFEPKKLLPNRNCIRIAQESKEQSLPATPLYNFSVLSSSTHENYLKYLYKTKKQTESFV
EATVLGRLWLQQRGESSNMSHSGSLGGFGTFEFT ILMAALLNGGGINSNKILLHGESSYQ
LFKGVIKYLATMDLCHDGHLQFHSNPENSSSSPASKY IDEGFQTPTLFDKSTKVNILTKM
TVSSYQILKEYAGETLRMLNNVVQDQFSNIFLTNISRFDNLKYDLCYDVQLPLGKYNNLE
TSLAATFGSMERVKF ITLENFLAHKITNVARYALGDRIKYIQIEMVGQKSDFPITKRKVY
SNTGGNHENFDFVRVKLIVNPSECDKLVTKGPAHSETMSTEAAVFKNFWGIKSSLRRFKD
GSITHCCVWSTSSSEPIISSIVNFALQKHVSKKAQISNET IKKFHNFLPLPNLPSSAKTS

VLNLSSFFNLKKSFDDLYK I TFQMKLPLSVKSILPVGSAFRYTSLCQPVPFAYSDPDFFQ
DVILEFETSPKWPDEITSLEKAKTAFLLKIQEELSANSSTYRSFFSRDESTPYNLEIVTL
NILTPEGYGFKFRVLTERDEILYLRATANARNELKPELEATFLKFTAKYLASVRHTRTLE
NISHSYQFYSPVVRLFKRWLDTHLLLGHITDELAELTATKPFVDPAPYFTPGSLENGFLK
VLKFISQWNWKDDPLILDLVKPEDDIRDTFETSIGAGSELDSKTMKKLSERLTLAQYKGI
QMNFTNLRNSDPNGTHLQFFVASKNDPSGILYSSGIPLPTATRLTALAKVAVNLLQTHGL
NQQTINLLFTPGLKDYDFVVDLRTPIGLKSSCGILSATEFKNITNDQAPSNFPENLNDLS
EKMDPTYQLVKYLNLKYKNSLILSSRKY IGVNGGEKGDKNVITGLIKPLFKGAHKFRVNL
DCNVKPVDDENVILNKEATFHETAAFGNDMV INFETD

>3KGWA 393 XRAY 1.65 0. 171 0. 198 no Alanine—glyoxylate aminotransferase <UNP Q8R128 MOUSE>
[MUS  MUSCULUS]

GMGSYQLLVPPPEALSKPLSVPTRLLLGPGPSNLAPRVLAAGSLRMIGHMQKEMLQIMEE
IKQGIQYVFQTRNPLTLVVSGSGHCAMETALFNLLEPGDSFLTGTNGIWGMRAAEIADRI
GARVHQMIKKPGEHYTLQEVEEGLAQHKPVLLFLVHGESSTGVVQPLDGFGELCHRYQCL
LLVDSVASLGGVPIYMDQQGIDIMYSSSQKVLNAPPGISLISFNDKAKYKVYSRKTKPVS
FYTDITYLAKLWGCEGETRVIHHTTPVTSLYCLRESLALTAEQGLENCWRRHREATAHLH
KHLQEMGLKFFVKDPEIRLPTITTVTVPAGYNWRDIVSYVLDHFSIEISGGLGPTEERVL
RIGLLGYNATTENVDRVAEALREALQHCPKNKL

>IMNNA 340 XRAY 1.40 0.195 0.206 no NDT80 protein <UNP NDT80 YEAST> [SACCHAROMYCES
CEREVISIAE]

MNEMENTVPVLQDDLVSKYERELSTEQEEDTPVILTQLNEDGTTSNYFDKRKLKIAPRST
LQFKVGPPFELVRDYCPVVESHTGRTLDLRI IPRIDRGFDHIDEEWVGYKRNYFTLVSTF
ETANCDLDTFLKSSFDLLVEDSSVEGRLRVQYFATKTKAKNDDDDTE INLVQHTAKRDKG
PQFCPSVCPLVPSPLPKHQT IREASNVRNI TKMKKYDSTFYLHRDHVNYEEYGVDSLLES
YPEDSTQKVARYERVQFASSTSVKKPSQQNKHFSLHVILGAVVDPDTFHGENPGIPYDEL
ALKNGSKGMFVYLQEMKTPPLIIRGRSPSNYASSQRITVR

>3JQOA 227 XRAY 2.60 0.229 0.259 no TraF protein <UNP Q46705 ECOLX> [ESCHERICHIA COLI]
SNSPGAQPQDNETSEGSSALAKNLTPARLKASRAGYMANPSLTVPKGKMIPCGTGTELDT
TVPGQVSCRVSQDVYSADGLVRLIDKGSWVDGQITGGIKDGQARVEVLWERTRNDQDGTI
VNIDSAGTNSLGSAGIPGQVDAHMWERLRGAIMISLFSDTLTALVNQTQSNNIQYNSTEN
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SGGQLASEALRSYMSIPPTLYDQQGDAVSIFVARDLDFSGVYTLADN

>2YX0A 342 XRAY 2.21 0.194 0.242 no radical sam enzyme <UNP 059412 PYRHO> [PYROCOCCUS

HORIKOSHIT]

MMEMITIKPGKITVQANPNMPKEVAELFRKQHYE IVGRHSGVKLCHWLKKSLTEGRFCYK

QKFYGIHSHRCLQMTPVLAWCTHNCIFCWRPMENFLGTELPQPWDDPAF TVEESTKAQRK

LLIGYKGNPKVDKKKFEEAWNPTHAA TSLSGEPMLYPYMGDLVEEFHKRGFTTFTVINGT

TPERLEEMIKEDKLPTQLYVSITAPDIETYNSVNIPMIPDGWERTLRFLELMRDLPTRTV

VRLTLVKGENMHSPEKYAKL I LKARPMFVEAKAYMEVGYSRNRLT INNMPSHQDIREFAE

ALVKHLPGYHIEDEYEPSRVVLIMRDDVDPQGTGVEGRFIKH

>2WXFA 940 XRAY 1. 90 0. 211 0. 240 no PHOSPHATIDYLINOSITOL-4, 5-BISPHOSPHATE 3-KINASE CATALYTIC

SUBUNIT DELTA ISOFORM <UNP Q3UDT3 MOUSE> [MUS MUSCULUS]

GGDRVKKLINSQISLLIGKGLHEFDSLRDPEVNDFRTKMRQFCEEAAAHRQQLGWVEWLQ

YSFPLQLEPSARGWRAGLLRVSNRALLVNVKFEGSEESFTFQVSTKDMPLALMACALRKK

ATVFRQPLVEQPEEYALQVNGRHEYLYGNYPLCHFQY ICSCLHSGLTPHLTMVHSSSILA

MRDEQSNPAPQVQKPRAKPPP I PAKKPSSVSLWSLEQPFSTEL IEGRKVNADERMKLVVQ

AGLFHGNEMLCKTVSSSEVNVCSEPVWKQRLEFDISVCDLPRMARLCFALYAVVEKAKKA

RSTKKKSKKADCPTAWANLMLFDYKDQLKTGERCLYMWPSVPDEKGELLNPAGTVRGNPN

TESAAALVIYLPEVAPHPVYFPALEKILELGRHGERGRITEEEQLQLREILERRGSGELY

EHEKDLVWKMRHEVQEHFPEALARLLLVTKWNKHEDVAQMLYLLCSWPELPVLSALELLD

FSFPDCYVGSFAIKSLRKLTDDELFQYLLQLVQVLKYESYLDCELTKFLLGRALANRKIG

HFLFWHLRSEMHVPSVALRFGL IMEAYCRGS THHMKVIMKQGEALSKLKALNDEVKVSSQ

KTTKPQTKEMMHMCMRQETYMEALSHLQSPLDPSTLLEEVCVEQCTFMDSKMKPLWIMYS

SEEAGSAGNVGI TFKNGDDLRQDMLTLQMIQLMDVLWKQEGLDLRMTPYGCLPTGDRTGL

TEVVLHSDTTANIQLNKSNMAATAAFNKDALLNWLKSKNPGEALDRATEEFTLSCAGYCV

ATYVLGIGDRHSDNIMIRESGQLFHIDFGHFLGNFKTKFGINRERVPFILTYDFVHVIQQ

GKTNNSEKFERFRGYCERAYTILRRHGLLFLHLFALMRAAGLPELSCSKDIQYLKDSLAL

GKTEEEALKHFRVKENEALRESWKTKVNWLAHNVSKDNRQ

>2A2MA 258 XRAY 1.88 0.143 0.165 no hypothetical protein BT3146 <UNP Q8A309 BACTN>

[BACTEROIDES

THETATOTAOMICRON]

MGSDK THHHHHHMNDFKNQWLRKRTFATPASRLTGRLTTLKSDVPAADSLEWKLWNGSLD

TAVQVLQTDYFKGIAAGTLDPNAYGSLMVQDGYYCFRGRDDYATAATCAQDETLREFFKA

KAKSYDEYNETYHQTWHLREASGLIPGTDIKDYADYEAYVAGSLASPYMCVVMLPCEYLW

PWIANFLDGYTPTNSLYRFWIEWNGGTPNGAYQMGNMLEQYRDKIDEDKAVETFNTAMNY

ELKVFTSSTILTTIENGK

>3TAXB 115 XRAY 2.60 0.193 0.257 no Colicin-A <UNP CEA CITFR> [CITROBACTER

FREUNDIT]

MPGFNYGGKGDGTGWSSERGSGPEPGGGSHGNSGGHDRGDSSNVGNESVTVMKPGDSYNT

PWGKV T INAAGQPTMNGTVMTADNSSMVPYGRGETRVLNSLVNNPVSLEHHHHHH

>3N7CA 130 XRAY 2.26 0.236 0.293 no ABRO34Wp <UNP Q75DJ0 ASHGO> [ASHBYA GOSSYPII]

MSLTNGEENEEVLFCEKAKLL IFDSDTKGYTSRGVGELKLLRKKDDKGKVRVLCRSEGMG

HVLLNTSVVKSFKYQPTDADNENL IKWPT ITDGKLETF T IKVKQKADGRRLVGAVADAQQ

AMEGHHHHHH

>1D2TA 231 XRAY 1. 90 0. 219 0. 257 no ACID PHOSPHATASE <UNP Q9S1A6 ESCBL> [ESCHERICHIA BLATTAE]

LALVATGNDTTTKPDLYYLKNSEATNSLALLPPPPAVGSTAFLNDQAMYEQGRLLRNTER

GKLAAEDANLSSGGVANAFSGAFGSPTTEKDAPALHKLLTNMIEDAGDLATRSAKDHYMR

TRPFAFYGVSTCNTTEQDKLSKNGSYPSGHTSIGWATALVLAE INPQRQNETLKRGYELG

QSRVICGYHWQSDVDAARVVGSAVVATLHTNPAFQQQLQKAKAEFAQHQKK

>3VHXB 120 XRAY 2.81 0.262 0.232 no Kinesin-like protein KIF23 <UNP KIF23 HUMAN> [HOMO
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SAPTENS]

GSLLFQPDQNAPPIRLRHRRSRSAGDRWVDHKPASNMQTETVMQPHVPHAITVSVANEKA
LAKCEKYMLTHQELASDGEIETKLIKGDIYKTRGGGQSVQFTDIETLKQESPNGSRKRRS

>1FITA 147 XRAY 1. 85 0. 202 0. 225 no FRAGILE HISTIDINE PROTEIN <UNP FHIT HUMAN> [HOMO SAPIENS]
MSFRFGQHLIKPSVVFLKTELSFALVNRKPVVPGHVLVCPLRPVERFHDLRPDEVADLEFQ
TTQRVGTVVEKHFHGTSLTFSMQDGPEAGQTVKHVHVHVLPRKAGDFHRNDS T YEELQKH
DKEDFPASWRSEEEMAAEAAALRVYFQ

>3DXLA 303 XRAY 1.30 0.189 0.214 no Allergen Aed a 2 <UNP D7 AEDAE> [AEDES AEGYPTI]
MGPFDPEEMLEF IFTRCMEDNLEDGANRLPMLAKWKEWINEPVDSPATQCFGKCVLVRTGL
YDPVAQKFDASVIQEQFKAYPSLGEKSKVEAYANAVKQLPSTNNDCAAVFKAYDPVHKAH
KDTSKNLFHGNKELTKGLYEKLGKDIRQKKQSYFEFCENKYYPAGSDKRQQLCQIRQYTV
LDDALFKEHTDCVMKGIRY I TKDNQLDVEEVKRDFKLVNKDTKALEEVLNDCKSKEPSNA
KEKSWHYYKCLVESSVKDDFKEAFDYREVRSQTYAFNLPKNQAYSKPAVQSQVMETDGKQ

CPQ

>1FIMA 164 XRAY 1.80 0.201 0.235 no OUTER SURFACE PROTEIN C <UNP Q9AGBI BORBU> [BORRELIA
BURGDORFERT ]

KGPNLTEISKKITESNAVVLAVKEVETLLTSIDELAKAIGKKIKSDVSLDNEADHNGSLM
SGAYLISTLITKKISATKDSGELKAETEKAKKCSEEFTAKLKGEHTDLGKEGVTDDNAKK
ATLKTNNDKTKGADELEKLFESVKNLSKAAKEMLTNSVKELTSP

>2P6VA 114 XRAY 2.00 0. 214 0. 248 no Transcription initiation factor TFIID subunit 4 <UNP
TAF4_HUMAN> [HOMO SAPTENS]
TVPGATTTSSAATETMENVKKCKNFLSTLIKLASSGKQSTETAANVKELVQNLLDGKIEA
EDFTSRLYRELNSSPQPYLVPFLKRSLPALRQLTPDSAAFIQQSQQQPPPPTSQ

>2F6MA 65 XRAY 2.10 0.242 0.261 no Suppressor protein STP22 of temperature—sensitive
alpha—factor receptor and arginine permease <UNP STP22 YEAST> [SACCHAROMYCES CEREVISIAE]
MTDGLNQLYNLVAQDYALTDTIEALSRMLHRGT IPLDTFVKQGRELARQQFLVRWHIQRI

TSPLS

>4EI7A 389 XRAY 1.90 0.185 0.237 no Plasmid replication protein RepX <UNP REPX BACC1>
[BACILLUS

CEREUS]

MAGNFSEIESQGNISLKFGFLGLGMGGCATAAECANKETQIKNNKYPYRAILVNTNSQDF
NKIEIKNTGNVRKIQLEGYEQGAARNPQVGEEAFVKHETKIFEAVKQEFEDRDFIWITCG
LGGGTGTGALLKATEMLYEHDYNFGLLLTLPRDAEALKVLENATSRIRSTAMNQEAFGSI
VLIDNAKLYRKFEEENPSALANEYTSYSNKY IADALHEINLVTSSFTPFSDTHFDASEFA
QVINTPGVLSLAKLELKSNQLDTENPLGYLTQLGNALEKGVLYDTEREELESAKKSALST
VTSPLRAGRLYNFSFLNQMENFLKERTPYVDERPIAPYVNKHTTKKEEDIVKEYSVVAGL

PLPKRVSDI IDEITRIKEEREQANSKKSN

>3T30A 562 XRAY 2. 50 0. 230 0. 285 no Metal dependent hydrolase <UNP Q72]J7 THET2> [THERMUS
THERMOPHILUS HB27]

MSHHHHHHSSQGGPQDHVEI TPLGGMGEIGKNITVFRFRDEIFVLDGGLAFPEEGMPGVD
LLIPRVDYLIEHRHKTKAWVLTHGAEDHIGGLPFLLPMIFGKESPVPIYGARLTLGLLRG
KLEEFGLRPGAFNLKEISPDDRIQVGRYFTLDLFRMTHSIPDNSGVVIRTPIGTIVHTGD
FKLDPTPIDGKVSHLAKVAQAGAEGVLLLIADATNAERPGYTPSEMETAKELDRVIGRAP
GRVFVTTFASHIHRIQSVIWAAEKYGRKVAMEGRSMLKFSRIALELGYLKVKDRLYTLEE
VKDLPDHQVLILATGSQGQPMSVLHRLAFEGHAKMAIKPGDTVILSSSPIPGNEEAVNRV
INRLYALGAYVLYPPTYKVHASGHASQEELKLILNLTTPRFFLPWHGEVRHQMNFKWLAE
SMSRPPEKTLIGENGAVYRLTRETFEKVGEVPHGVLYVDGLGVGDITEEILADRRHMAEE
GLVVITALAGEDPVVEVVSRGFVKAGERLLGEVRRMALEALKNGVREKKPLERIRDDIYY
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PVKKFLKKATGRDPMILPVVIE

>2HBJA 410 XRAY 2. 10 0.239 0.292 no Exosome complex exonuclease RRP6 <UNP RRP6 YEAST>
[SACCHAROMYCES CEREVISIAE] GMVEKPQLKFKSPIDNSESHPFIPLLKEKPNALKPLSESLRLVDDDENNPSHYPHPYEYE
IDHQEYSPEILQIREEIPSKSWDDSVPIWVDTSTELESMLEDLKNTKETAVDLEHHDYRS
YYGIVCLMQISTRERDYLVDTLKLRENLHILNEVETNPSIVKVFHGAFMDI IWLQRDLGL
YVVGLFDTYHASKAIGLPRHSLAYLLENFANFKTSKKYQLADWRIRPLSKPMTAAARADT
HFLLNIYDQLRNKLIESNKLAGVLYESRNVAKRRFEYSKYRPLTPSSEVYSPIEKESPWK
ILMYQYNIPPEREVLVRELYQWRDLIARRDDESPRFVMPNQLLAALVAYTPTDVIGVVSL
TNGVTEHVRONAKLLANLIRDALRNIKNTNEEATPIPSSETKADGILLET

>IPBJA 125 XRAY 1.40 0.192 0. 202 no hypothetical protein <UNP 027659 METTH>
[METHANOTHERMOBACTER THERMAUTOTROPHICUS STR. DELTA H]
MRVEDVMVTDVDTIDITASLEDVLRNYVENAKGSSVVVKEGVRVGIVTTWDVLEAIAEGD
DLAEVKVWEVMERDLVTISPRATIKEAAEKMVKNVVWRLLVEEDDEIIGVISATDILRAK

MAKRY

>2ERVA 150 XRAY 2.00 0.200 0.233 no hypothetical protein Paer03002360 <UNP Q9HVD1 PSEAE>
[PSEUDOMONAS AERUGINOSA]

ADVSAAVGATGQSGMTYRLGLSWDWDKSWWQTSTGRLTGYWDAGYTYWEGGDEGAGKHSL
SFAPVFVYEFAGDSIKPFIEAGIGVAAFSGTRVGDQNLGSSLNFEDRIGAGLKFANGQSV
GVRATHYSNAGLKQPNDGIESYSLFYKIPI

>1GZSB 165 XRAY 2.30 0.226 0.255 no SOPE <PDB 1GZS> [SALMONELLA TYPHIMURIUM]
GSLTNKVVKDFMLQTLNDIDIRGSASKDPAYASQTREATLSAVYSKNKDQCCNLLISKGI
NIAPFLQEIGEAAKNAGLPGTTKNDVEFTPSGAGANPFITPLISSANSKYPRME INQHQQA

SFKTYAEKT IMTEVAPLENECAMPTPQQFQLTLENTANKY IQNTP

>1LMIA 131 XRAY 1.50 0.198 0.252 no Immunogenic protein MPT63/MPB63 <UNP MP63 MYCTU>
[MYCOBACTERIUM TUBERCULOSIS]
SAYPITGKLGSELTMTDTVGQVVLGWKVSDLKSSTAVIPGYPVAGQVWEATATVNAIRGS
VTPAVSQFNARTADGINYRVLWQAAGPDTISGATIPQGEQSTGKIYFDVTGPSPTIVAMN

NGMEDLLIWEP

>1C8UA 285 XRAY 1.90 0.230 0. 248 no ACYL-COA THIOESTERASE II <UNP TESB ECOLI> [ESCHERICHIA
COLI] SQALKNLLTLLNLEKIEEGLFRGQSEDLGLRQVFGGQVVGQALYAAKETVPEERLVHSFH

SYFLRPGDSKKPT TYDVETLRDGNSFSARRVAATQNGKPIFYMTASFQAPEAGFEHQKTM
PSAPAPDGLPSETQIAQSLAHLLPPVLKDKFICDRPLEVRPVEFHNPLKGHVAEPHRQVW
TRANGSVPDDLRVHQYLLGYASDLNFLPVALQPHGIGFLEPGIQIATIDHSMWFHRPENL
NEWLLYSVESTSASSARGFVRGEFYTQDGVLVASTVQEGVMRNHN

>3VS8A 410 XRAY 1.76 0.185 0.230 no Type III polyketide synthase <PDB 3VS8> [AZOTOBACTER
VINELANDIT] HMNDMAHPNSAVLADFIPVQLAKPVPQRITLELTAYGFARAHCLSNGITDEEGFVQVYKT
VKEKFDKYAVSPAQIKQRQLVYFPKLTDIRFGDGNFDIADPEPDQAHLRLEDIKKDPRGA
DLKTRHESYAKVVGKGLEQMFEGTLEAPDDLIHVTCSGYLAPSPAERMVADRGWFETTVT
HSYNMGCYGAFPATKMAHGMLASAQWGATPPKTRVDIAHTELMSAHNNIAESRVDNI ISA
TLFSDGLIKYSVYPEDELRRQGLRGLRILAMSEHLLPDSADTMTGVPGSHQFVMTLSPLV
PATIKRHVRAFAVDLLRRAGMDFERDKDALSFATHPGGPKIVDHVQEELGLAEDQVAISK
SVFLENGNMSSSTIPHILKAYLEEATVGTRIACLGFGPGLTAAGLVLEKI

>17Z0WA 207 XRAY 1.20 0.137 0. 181 no Putative protease La homolog type <UNP

LONH ARCFU> [ARCHAEOGLOBUS FULGIDUS]
DYKLFITEGYEVGRVNGLAVIGESAGIVLPITAEVTPSMSKSEGRVIATGRLQEIAREAV
MNVSATIKKYTGRDISNMDVHIQFVGTYEGVEGDSASISTIATAVISAIEGIPVDQSVAMT
GSLSVKGEVLPVGGVTQKIEAATIQAGLKKVIIPKDNIDDVLLDAEHEGKIEVIPVSRINE
VLEHVLEDGKKKNRLMSKFKELELAAV
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>3VODA 339 XRAY 1. 10 0. 141 0. 161 no Voltage—sensor containing phosphatase <UNP Q4W8A1 CIOIN>
[CIONA INTESTINALIS]

GHMKASSRRTISQNKRRYRKDGFDLDLTYVTDHV IAMSFPSSGRQSLFRNPIGEVSRFFK
TKHPDKFRIYNLCSERGYDETKFDNHVYRVMIDDHNVPTLVDLLKFIDDAKVWMTSDPDH
VIATHSKGGKGRTGTLVSSWLLEDGKFDTAKEALEYFGSRRTDFEVGDVFQGVETASQIR
YVGYFEKTKKNYGGQLPPMKKLKVTGVTITATQGVGRGNGSDLSMQIVSERQEVLLCKFA
EGYNCALQYDATDDCVTCEVKNCPVLAGDIKVRFMSTSKSLPRGYDNCPFYFWENTSLVE
GDHVTLKREEIDNPHKKKTWKIYRDNFTVKLTESDAEDI

>2E3HA 90 XRAY 1.45 0.193 0.215 no Restin <UNP REST HUMAN> [HOMO SAPIENS]
ELKIGDRVLVGGTKAGVVRFLGETDFAKGEWCGVELDEPLGKNDGAVAGTRYFQCQPKYG
LFAPVHKVTKIGFPSTTPAKAKANAVRRVM

>2EWCA 126 XRAY 2. 15 0.164 0.204 no conserved hypothetical protein <UNP Q99XS4 STRP1>
[STREPTOCOCCUS PYOGENES]

MKTIRRYDVNEDRGHTGLVEAGDFYYLNYCVGNVGQDIESQINGAFDEMERRLALVGLTL
DAVVQMDCLFRDVWNIPVMEKMIKERFNGRYPARKS IQTEFAHHGGPQGLLFQVDGVAYS

KHISMT

>30CJA 305 XRAY 1. 39 0. 189 0. 211 no Putative exported protein <UNP Q7WBEO BORPA> [BORDETELLA
PARAPERTUSSIS]

SNAMSPSPLISHRAASADLAGMVRQARQRILLQGNVPGFDVARQIELLHGLAESELGRFL
LLYRGLNAEWTHRLVTHQPGSGALAPLERVFYERLPAVLATRERHGHFRRALQRHLRPGC
VVASVPCGWMSELLALDYSACPGVQLVGIDYDPEALDGATRLAAGHALAGQI TLHRQDAW
KLDTREGYDLLTSNGLNIYEPDDARVTELYRREWQALKPGGALVTSFLTPPPALSPDSPW
DMQAIDPHDLQLQQLVFTRLIQPRWNALRTHAQTRAQLEEAGFTDLRFEDDRARLEFPTVI

ARKPA

>3FXDB 73 XRAY 2.10 0.210 0. 250 no Protein IcmR <UNP Q5ZYC9 LEGPH> [LEGIONELLA PNEUMOPHILA
SUBSP. PNEUMOPHILA STR. PHILADELPHIA 1]
EIGEPDVTDATLGSVYSEIISPVKDCILTVAKAVSENPGGKDNTDAVEVLTELNTKVERA

ALNQPILTTKTER

>3DXRA 89 XRAY 2.50 0.247 0.275 no Mitochondrial import inner membrane translocase subunit
TIM9
<UNP TIM9 YEAST> [SACCHAROMYCES CEREVISIAE]

GSMDALNSKEQQEFQKVVEQKQMKDFMRLYSNLVERCFTDCVNDFTTSKLTNKEQTCIMK
CSEKFLKHSERVGQRFQEQNAALGQGLGR

>2HHCA 330 XRAY 1. 54 0. 183 0. 197 no Nodulation fucosyltransferase NodZ <UNP Q9AQ17 BRASW>
[BRADYRHIZOBIUM SP. ]

MTKERFVISRRRTGFGDCLWSLASAWSYAQRTGRTLVIDWRGSCYVEQPFSNAFPAFFEP
VEDIAGVPVICDDRVNQLSFPGPFFPRWWNRPSIDCINRPDEQIFRERDELTELFQARED
SEANTIVCDACLMWRCSEEAERLIFRNIKLRSEIRARIDALYEEHFSGHSI IGVHVRHGN
GEDIMEHAPYWADSELALHQVCMAIRKAKALSYPKPVKVFLCTDSAQVLDQVSGLFPDVF
AVPKRFQADRAGPLHSAEMGIEGGASALIDMYLLARCATVIRFPPTSAFTRYARLLVPRI
IEFDLSNPGHLTMIDNPYEHFAASHHHHHH

>3V46A 170 XRAY 1.55 0. 174 0. 210 no Cell division control protein 73 <UNP CDC73_YEAST>
[SACCHAROMYCES CEREVISIAE]
GIDPFTSSGGPRKDPITLIPSAASSTLTVANIKQFLLESKYVNPRNLPSVPNGLVNIEKN
FERISRPIRFIIVDNTRMFTKPEYWDRVVAIFTTGHTWQFENNYQWNSPQELFQRCKGYYF
HFAGDSVPQHVQQWNVEKVELDKNKRFKDVEVVRYFWHSLEKELISRGYR

>3K69A 162 XRAY 1.95 0.174 0.218 no Putative transcription regulator <UNP Q88ZG1l LACPL>
[LACTOBACILLUS PLANTARUM]
GMGGSNMKLDFSVAVHSILYLDAHRDSKVASRELAQSLHLNPVMIRNILSVLHKHGYLTG
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TVGKNGGYQLDLALADMNLGDLYDLTIPPTISYARFITGPSKTDEQADQSPIAANISETL
TDLFTVADRQYRAYYHQFTMADLQADLNHHGTFLQHEQDSES

>1SG4A 260 XRAY 1.30 0.157 0.202 no 3, 2-trans—enoyl—-CoA isomerase, mitochondrial <UNP
D3D2 HUMAN>

[HOMO SAPIENS]

GSQRVLVEPDAGAGVAVMKFKNPPVNSLSLEFLTELVISLEKLENDKSFRGVILTSDRPG
VFSAGLDLTEMCGRSPAHYAGYWKAVQELWLRLYQSNLVLVSAINGACPAGGCLVALTCD
YRILADNPRYCIGLNETQLGI IAPFWLKDTLENT IGHRAAERALQLGLLFPPAEALQVGI
VDQVVPEEQVQSTALSATAQWMATPDHARQLTKAMMRKATASRLVTQRDADVQNFVSFIS

KDSTQKSLQMYLERLKEEKG

>41IKNA 261 XRAY 1.85 0.194 0.237 no AP-3 complex subunit mu-1 <UNP AP3M1 RAT>
[RATTUS NORVEGICUS]

GAMDPEFIPWRRAGVKYTNNEAYFDVVEEIDAIIDKSGSTVFAEIQGVIDACIKLSGMPD
LSLSFMNPRLLDDVSFHPCIRFKRWESERVLSFIPPDGNFRLISYRVSSQNLVAIPVYVK
HNISFKENSSCGRFDITIGPKQNMGKTIEGITVTVHMPKVVLNMNLTPTQGSYTFDPVTK
VLAWDVGKITPQKLPSLKGLVNLQSGAPKPEENPNLNIQFKIQQLAISGLKVNRLDMYGE

KYKPFKGVKYITKAGKFQVRT

>20H1A 179 XRAY 1.46 0.170 0.193 no Acetyltransferase, GNAT family <UNP Q722P7 LISMF>
[LISTERIA MONOCYTOGENES STR. 4B]
GMNQNKITAGGLEFLVRFAAPTDRLKINDLMIDTARWLKESGSTQWSDILHGFDVHNIEQ
RIELGEVALFETEAGALAGAMIIRKTPSDWDTDLWEDLAIDKAYYLHRIMVSRAFSGISL
SKQMIYFAEKLGTEMSVPFIRLDCTESNETLNQMYVRYGFQFSGKKNGFYLYQKELSQK

>4F43A 320 XRAY 2.35 0.239 0.290 no Protelomerase <UNP Q7CWV1 AGRT5> [AGROBACTERIUM
TUMEFACIENS]

DYPKTGVATSIVEKIERAEFNTAGRKPTVLLRIADF TAAMNGMDAKQDMQALWDAETAIM
NGRAQTTIISYITKYRNAIREAFGDDHPMLKIATGDAAMYDEARRVKMEK TANKHGALIT
FENYRQVLKICEDCLKSSDPLMIGIGLIGMTGRAPYEVFTQAEFSPAPYGKGVSKWSILF
NGQAKTKQGEGTKFGITYEIPVLTRSETVLAAYKRLRESGQGKLWHGMSIDDFSSETRLL
LRDTVENLFEDVWPKEELPKPYGLRHLYAEVAYHNFAPPHVTKNSYFAATLGHNNNDLET

SLSYMTYTLPEDRDNALARL

>1UYNX 308 XRAY 2.60 0.231 0. 285 no NALP <UNP Q8GKS5> [NEISSERIA MENINGITIDIS]
DGVRIFNSLAATVYADSTAAHADMQGRRLKAVSDGLDHNGTGLRVIAQTQQDGGTWEQGG
VEGKMRGSTQTVGIAAKTGENTTAAATLGMGRSTWSENSANAKTDSISLFAGIRHDAGDT
GYLKGLFSYGRYKNSISRSTGADEHAEGSVNGTLMQLGALGGVNVPFAATGDLTVEGGLR
YDLLKQDAFAEKGSALGWSGNSLTEGTLVGLAGLKLSQPLSDKAVLFATAGVERDLNGRD
YTVTGGFTGATAATGKTGARNMPHTRLVAGLGADVEFGNGWNGLARYSYAGSKQYGNHSG
RVGVGYRF
>3MKCA 394 XRAY 1.77 0.237 0.241 no racemase <UNP B6R2Z6 9RHOB> [PSEUDOVIBRIO SP. JE062]
MSLALNPAVAPIKSTEFTIPVNYQASNWSQNTVVVKVTDENGVYGLGEADGSPDATLAYAN
IETEHKWLTNITEKATIGRLPIEINATWDAMYDATQWQGMRGLGMFALSGIDMALYDLAGK
QLGVPAYQLLGGTNKDKVHPYLTLYPATPVDASLDVAIKGYAPLLEKAKAHNIRAVKVCV
PIKADWSTKEVAYYLRELRGILGHDTDMMVDYLYRFTDWYEVARLLNSIEDLELYFAEAT
LQHDDLSGHAKLVENTRSRICGAEMSTTRFEAEEWI TKGKVHLLQSDYNRCGGLTELRRI
TEMATANNVQVMPHNWKTGITSAAATHYQFAVGNAPYFEYVHPEFCDGELRKYLVTPEAE
LVDGGFAKPTAPGLGIDLNQEFLASLEGHHHHHH
>1GNLA 544 XRAY 1.25 0.130 0. 145 no HYBRID CLUSTER PROTEIN <UNP PRIS DESDE> [DESULFOVIBRIO
DESULFURICANS]
SNAMFCYQCQETVGNKGCTQVGVCGKKPETAALQDALIYVTKGLGQIATRLRAEGKAVDH
RIDRLVTGNLFATITNANFDDDILAERVRMTCAAKKELAASLTDKSGLSDAALWEASEKS
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AMLAKAGTVGVMATTDDDVRSLRWLITFGLKGMAAYAKHADVLGKHENSLDAFMQEALAK
TLDDSLSVADLVALTLETGKFGVSAMALLDAANTGTYGHPEITKVNIGVGSNPGILISGH
DLRDLEMLLKQTEGTGVDVYTHSEMLPAHYYPAFKKYAHFKGNYGNAWWKQKEEFESFNG
PVLLTTNCLVPPKDSYKDRVYTTGIVGFTGCKHIPGEIGEHKDFSATTAHAKTCPAPTEI
ESGETTIGGFAHNQVLALADKVIDAVKSGATKKFVVMAGCDGRAKSRSYYTDFAEGLPKDT
VILTAGCAKYRYNKLNLGDIGGIPRVLDAGQCNDSYSLAVTALKLKEVFGLEDVNDLPTV
YNIAWYEQKAVIVLLALLSLGVKNIHLGPTLPAFLSPNVAKVLVEQFNIGGITSPQDDLK
AFFG

>3QTMA 346 XRAY 2.15 0.180 0. 213 no Uncharacterized protein C4B3. 07 <UNP
YJ27 SCHPO> [SCHIZOSACCHAROMYCES POMBE]
MEHHHHHHTMLVYTEEDNISQLWGLYEMSREKLENDDIDASVSLVFGTIHEADRILRNTE
DISTLPKDFHAAYSSALLAVSELFETAQKRLKETNTEESY IDAATERAQLGLDAPGNESR
LFLALARAYLEKVRVLVWRHDNEESLANTPVTQLVNPYTEKATQYLRPLAQDSTEYFDAL
TPDSLRPLYILSSYLFQFGDQFSEAFLLDVCSIITALWLKSVVDPNTPAYYKLIAQEAVL
NNYTTFAEYYMDLLDNSESNVDDL INKASSWLNNSVDTWNVIYTLDKSPERLLKLADIKM
DLAQIVQDEASQDNYLKEACNAIKEAQGSGVELSPDYVEFVEAYSA

>21T2A 200 XRAY 1.50 0.250 0.265 no UPF0130 protein PH1069 <UNP Y1069 PYRHO> [PYROCOCCUS
HORTKOSHIT]

MLLYMRFTENFERAKKEALMSLETALRKGEVDEDI IPLLKKINSTENYFTTSSCSGRISV
MEMPHFGDKVNAKWLGKWHREVSLYEVLEATKKHRSGQLWFLVRSPILHVGAKTLEDAVK
LVNLAVSCGFKYSNIKSISNKKLIVEIRSTERMDVLLGENGEIFVGEEYLNKIVETANDQ

MRRFKEKLKRLESKINALNR

>3F3BA 126 XRAY 2. 50 0. 230 0. 263 no Phage—1ike element PBSX protein xkdH <UNP XKDH BACSU>
[BACILLUS SUBTILIS]

MSYRQMLIHRCDIYHEAAQAPSAGRFGIPADRLQPVISYPDTPDEQDVPCYFTEKTQQLI
QEEPDQTVYHSFLVHFPLSADIRVNDKI IWENHKY I LKLPKRIRHHHWEVVAVRDESLLE

HHHHHH

>3DEFA 262 XRAY 1. 96 0. 173 0. 213 no T7123. 11 protein <UNP 023680 ARATH> [ARABIDOPSIS THALIANA]
MGSLVREWVGFQQFPAATQEKL IEFFGKLKQKDMNSMTVLVLGKGGVGKSSTVNSLIGEQ
VVRVSPFQAEGLRPVMVSRTMGGFTINI IDTPGLVEAGYVNHQALELTKGFLVNRTIDVL
LYVDRLDVYAVDELDKQVVIAITQTFGKEIWCKTLLVLTHAQFSPPDELSYETFSSKRSD
SLLKTIRAGSKMRKQEFEDSATAVVYAENSGRCSKNDKDEKALPNGEAWIPNLVKAITDV
ATNQRKATHVDAAALEHHHHHH

>3GM8A 801 XRAY 2. 40 0. 229 0. 287 no Glycoside hydrolase family 2, candidate beta—glycosidase
<UNP

AGKXE5 BACV8> [BACTEROIDES VULGATUS]

SLAGET INFCKGWKFHLGDAGKGASSSSYNDSQWRILNTPHDWSTEGTYKQFENGTDWQS
GFLPAGISWYRKTETIPSKWKNKKVQILFEGVYLNSEVWINGHWLGKRPNGYISFVYDLT
PYLQEGKNQIAVKVDHSKALTGRWYTGSGIYRPVYLLVSNPTHIPYSGIHFRSKLQNKQS
ATYTLSIEIETQEKKPIKVKTYLQAPNGSIADTSEKIFVSSADSLCFLSGSIRKPLLWSP
DSPNVYTLICQLTRDNKILDECRLPVGFRQLEFNPVSGFLLNGKSLKIKGVCDHHTVGAV
GAAVPDDLLHYRLKLLKDMGCNATRTSHNPFSPAFYNLCDTMGIMVLNEGLDGWNQPKAA
DDYGNYFDEWWQKDMTDEIKRDRNHPS I IMWSIGNEVTGATPEIQHNLVSLFHQLDPDRP
VTQGGTDPTRGMKTDYQKKFNYLDI IGFNGNGEEIGELEHFHKNYPTLCATATEVPHTYQ
TRGVYRSQTQWRRRDFPAPWEKGNINWEQFKHRVEP IPDLTEKECFPEESDYPYYQSSYD
NASVRISARKSWQRTCSFPWLMGEFRWGSFDYLGEAEWPQRCGNFGI IDIAATPKDAYFL
YQSLWTDKPMVHLLPHWTHPGKEGKT IPVVIYTNCDAVELFINNVSLGSKPYTGEQLIWL
VPYSPGKIEARGIKKGKIVATDCYQSAEAPHSVALASNKYSVKAGSDEVIRIEIDITDKN
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GIPCPYASNELSFHVSGPLRLLGVDNGNPTDMEFPYQQPHCRCFRGKCVVLLQSDEEKGKG
TLTVQGTKLVEKKLITEVIEG

>10FDA 1520 XRAY 2.00 0.194 0.231 no FERREDOXIN-DEPENDENT GLUTAMATE SYNTHASE 2 <UNP
GLTS SYNY3> [SYNECHOCYSTIS SP. ]
CGVGFIANLRGKPDHTLVEQALKALGCMEHRGGCSADNDSGDGAGVMTATPRELLAQWEN
TRNLPMPDGDRLGVGMVFLPQEPSAREVARAYVEEVVRLEKLTVLGWREVPVNSDVLGIQ
AKNNQPHIEQILVTCPEGCAGDELDRRLYIARSIIGKKLAEDFYVCSFSCRTIVYKGMVR
SIILGEFYLDLKNPGYTSNFAVYHRREFSTNTMPKWPLAQPMRLLGHNGE INTLLGNINWM
AAREKELEVSGWTKAELEALTPTVNQANSDSYNLDSALELLVRTGRSPLEAAMILVPEAY
KNQPALKDYPEISDFHDYYSGLQEPWDGPALLVFSDGKIVGAGLDRNGLRPARYCITKDD
YIVLGSEAGVVDLPEVDIVEKGRLAPGQMIAVDLAEQKILKNYQIKQQAAQKYPYGEWIK
TQRQTVASDSFAEKTLENDAQTVLQQQAAFGYTAEDVEMVVVPMASQGKEPTFCMGDDTP
LAVLSHKPRLLYDYFKQRFAQVTNPPIDPLRENLVMSLAMFLGKRGNLLEPKAESARTIK
LRSPLVNEVELQATKTGQLQVAEVSTLYDLDGVNSLEDALTNLVKTATATVQAGAEILVL
TDRPNGAILTENQSFIPPLLAVGAVHHHLIRAGLRLKASLIVDTAQCWSTHHFACLVGYG
ASATCPYLALESVRQWWLDEKTQKLMENGRLDRIDLPTALKNYRQSVEAGLFKILSKMGI
SLLASYHGAQIFEATGLGAELVEYAFAGTTSRVGGLTIADVAGEVMVFHGMAFPEMAKKL
ENFGFVNYRPGGEYHMNSPEMSKSLHKAVAAYKVGGNGNNGEAYDHYELYRQYLKDRPVT
ALRDLLDFNADQPAISLEEVESVESIVKRFCTGGMSLGALSREAHETLATAMNRLGAKSN
SGEGGEDVVRYLTLDDVDSEGNSPTLPHLHGLANGDTANSATKQTASGRFGVTPEYLMSG
KQLEIKMAQGAKPGEGGQLPGKKVSEY IAMLRRSKPGVTLISPPPHHDIYSTEDLAQLIY
DLHQINPEAQVSVKLVAEIGIGTIAAGVAKANADI IQISGHDGGTGASPLSSIKHAGSPW
ELGVTEVHRVLMENQLRDRVLLRADGGLKTGWDVVMAALMGAEEYGFGSTAMIAEGCIMA
RVCHTNNCPVGVATQQERLRQRFKGVPGQVVNFFYFIAEEVRSLLAHLGYRSLDDIIGRT
DLLKVRSDVQLSKTQNLTLDCLLNLPDTKQNRQWLNHEPVHSNGPVLDDDILADPDIQEA
INHQTTATKTYRLVNTDRTVGTRLSGATAKKYGNNGFEGNI TLNFQGAAGQSFGAFNLDG
MTLHLQGEANDYVGKGMNGGEIVIVPHPQASFAPEDNVIIGNTCLYGATGGNLYANGRAG
ERFAVRNSVGKAVIEGAGDHCCEYMTGGVIVVLGPVGRNVGAGMTGGLAYFLDEVGDLPE
KINPEIITLQRITASKGEEQLKSLITAHVEHTGSPKGKAILANWSDYLGKFWQAVPPSEK
DSPEANNDVSLTGEKTLTSV

>1KEAA 221 XRAY 2. 00 0. 212 0. 248 no Possible G-T mismatches repair enzyme <UNP GTMR METTEF>
[METHANOTHERMOBACTER THERMAUTOTROPHICUS]
MDDATNKKRKVFVSTILTFWNTDRRDFPWRHTRDPYVILITEILLRRTTAGHVKKIYDKF
FVKYKCFEDILKTPKSETAKDTKETGLSNQRAEQLKELARVVINDYGGRVPRNRKATLDL
PGVGKYTCAAVMCLAFGKKAAMVDANEVRV INRYFGGSYENLNYNHKALWELAETLVPGG
KCRDFNLGLMDFSAI ICAPRKPKCEKCGMSKLCSYYEKCST

>3CU2A 237 XRAY 1.91 0. 168 0. 205 no Ribulose—5—phosphate 3—epimerase <UNP Q01165 HAES1>
[HAEMOPHILUS SOMNUS]
GMSKLSLIQQLKQQKLSVGILSANWLQLNEEVTTLLENQINVLHFDIADGQFSSLEFTVGA
IGIKYFPTHCFKDVHLMVRNQLEVAKAVVANGANLVTLQLEQYHDFALTIEWLAKQKTTY
ANQVYPVLIGACLCPETPISELEPYLDQIDVIQLLTLDPRNGTKYPSELILDRVIQVEKR
LGNRRVEKLINIDGSMTLELAKYFKQGTHQIDWLVSGSALFSGELKTNLKVWKSSIM
>2YBXA 394 XRAY 2. 56 0. 191 0. 238 no PHOSPHATIDYLINOSITOL-5-PHOSPHATE 4-KINASE TYPE-2 ALPHA
<UNP PI42A HUMAN> [HOMO SAPIENS]
MHHHHHHSSGVDLGTENLYFQSMDPLLSVLMWGVNHS INELSHVQIPVMLMPDDFKAYSK
IKVDNHLFNKENMPSHFKFKEYCPMVERNLRERFGIDDQDFQNSLTRSAPLPNDSQARSG
ARFHTSYDKRYIIKTITSEDVAEMHNILKKYHQYIVECHGITLLPQFLGMYRLNVDGVEI
YVIVTRNVFSHRLSVYRKYDLKGSTVAREASDKEKAKELPTLKDNDF INEGQKIY IDDNN
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KKVFLEKLKKDVEFLAQLKLMDYSLLVGIHDVERAEQEEVECEENDGEEEGESDGTHPVG
TPPDSPGNTLNSSPPLAPGEFDPNIDVYGIKCHENSPRKEVYFMATIDILTHYDAKKKAA
HAAKTVKHGAGAETSTVNPEQYSKRFLDFIGHIL

>1Y66A 52 XRAY 1.65 0.190 0.228 no engrailed homeodomain <PDB 1Y66> [ESCHERICHIA COLI]
MKQWSEEVERKLKEFVRRHQEITQETLHEYAQKLGLNQQATEQFFREFEQRK

>1TUWA 109 XRAY 1.90 0. 199 0. 245 no Tetracenomycin polyketide synthesis protein

temI <UNP TCMI STRGA> [STREPTOMYCES GLAUCESCENS]

MAYRALMVLRMDPADAEHVAAAFAEHDT TELPLEIGVRRRVLFRFHDLYMHLIEADDDIM
ERLYQARSHPLFQEVNERVGQYLTPYAQDWEELKDSKAEVEYSWTAPDS

>1HQZ1 141 XRAY 2.10 0.215 0.259 no ACTIN-BINDING PROTEIN <UNP ABP1 YEAST> [SACCHAROMYCES
CEREVISIAE]

MALEPIDYTTHSREIDAEYLKIVRGSDPDTTWLIISPNAKKEYEPESTGSSFHDFLQLED

ETKVQYGLARVSPPGSDVEKI I11GWCPDSAPLKTRASFAANFAAVANNLFKGYHVQVTA

RDEDDLDENELLMKISNAAGA

>3BQPA 80 XRAY 1.30 0. 177 0. 234 no Proactivator polypeptide <UNP SAP HUMAN> [HOMO SAPIENS]
DGGFCEVCKKLVGYLDRNLEKNSTKQEILAALEKGCSFLPDPYQKQCDQFVAEYEPVLIE

ILVEVMDPSFVCLKIGACPS

>1IXMA 192 XRAY 2. 60 0. 217 0. 314 no SPORULATION RESPONSE REGULATORY PROTEIN <UNP SPOB BACSU>
[BACILLUS SUBTILIS]

MKDVSKNQEENISDTALTNELTHLLGHSRHDWMNKLQLIKGNLSLQKYDRVFEMIEEMV I
DAKHESKLSNLKTPHLAFDFLTENWKTHYMTLEYEVLGEIKDLSAYDQKLAKLMRKLFHL
FDQAVSRESENHLTVSLQTDHPDRQLILYLDFHGAFADPSAFDDIRQNGYEDVDIMRFET

TSHECLIEIGLD

>IM15A 357 XRAY 1.20 0.125 0. 140 no arginine kinase <UNP KARG LIMPO> [LIMULUS POLYPHEMUS]
MVDQATLDKLEAGFKKLQEASDCKSLLKKHLTKDVEDS IKNKKTGMGATLLDVIQSGVEN
LDSGVGIYAPDAESYRTFGPLEFDPIIDDYHGGFKLTDKHPPKQWGDINTLVGLDPAGQFI
ISTRVRCGRSLQGYPFNPCLTAEQYKEMEEKVSSTLSSMEDELKGTYYPLTGMSKATQQQ
LIDDHFLFKEGDRFLQTANACRYWPTGRGIFHNDAKTFLVWVNEEDHLRI ISMQKGGDLK
TVYKRLVTAVDNIESKLPFSHDDRFGFLTFCPTNLGTTMRASVHIQLPKLAKDRKVLEDI
ASKFNLQVRGTRGEHTESEGGVYDISNKRRLGLTEYQAVREMQDGILEMIKMEKAAA

>IRT8A 513 XRAY 2.00 0.237 0.270 no fimbrin <UNP FIMB SCHPO> [SCHIZOSACCHAROMYCES POMBE]
GSPEFMHT INEEERREF IKHINSVLAGDPDVGSRVP INTETFEFFDQCKDGLILSKLIND
SVPDTIDERVLNKQRNNKPLDNFKCIENNNVV INSAKAMGGISITNIGAGDILEGREHLI
LGLVWQIIRRGLLGKIDITLHPELYRLLEEDETLDQFLRLPPEKILLRWENYHLKAANWP
RTVSNFSKDVSDGENYTVLLNQLAPELCSRAPLQTTDVLQRAEQVLQNAEKLDCRKYLTP
TAMVAGNPKLNLAFVAHLFNTHPGLEPLNEEEKPEIEPFDAEGEREARVFTLWLNSLDVT
PSIHDFENNLRDGLILLQAYDKITPNTVNWKKVNKAPASGDEMMRFKAVENCNYAVDLGK
NQGFSLVGIQGADITDGSRTLTLALVWQMMRMNITKTLHSLSRGGKTLSDSDMVAWANSM
AAKGGKGSQIRSFRDPSISTGVFVLDVLHGIKSEYVDYNLVTDGSTEELAIQNARLAISI
ARKLGAVIFILPEDIVAVRPRLVLHFIGSLMAV

>3LFRA 136 XRAY 1.53 0.177 0.212 no putative Metal ion transporter <UNP Q87VX8 PSESM>
[PSEUDOMONAS SYRINGAE]

ADLQVRDIMVPRSQMISIKATQTPREFLPAVIDAAHSRYPVIGESHDDVLGVLLAKDLLP
LILKADGDSDDVKKLLRPATFVPESKRLNVLLREFRANHNHMAIVIDEYGGVAGLVTIED

VLEQIVGDIEDEHDVE

>3D59A 383 XRAY 1.50 0.142 0. 191 no Platelet—activating factor acetylhydrolase <UNP
PAFA HUMAN> [HOMO SAPIENS]
AAASFGQTKIPRGNGPYSVGCTDLMEDHTNKGTFLRLYYPSQDNDRLDTLWIPNKEYFWG
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LSKFLGTHWLMGNILRLLFGSMTTPANWNSPLRPGEKYPLVVFSHGLGAFRTLYSAIGID
LASHGFIVAAVEHRDRSASATYYFKDQSAAEIGDKSWLYLRTLKQEEETHIRNEQVRQRA
KECSQALSLILDTDHGKPVKNALDLKFDMEQLKDSIDREKTAVIGHSFGGATVIQTLSED
QRFRCGIALDAWMFPLGDEVYSRIPQPLFFINSEYFQYPANT TKMKKCYSPDKERKMITI

RGSVHQNFADFTFATGKI IGHMLKLKGDIDSNVAIDLSNKASLAFLQKHLGLHKDFDQWD
CLIEGDDENLIPGTNINTTNQHI

>IRORI 51 XRAY 1.10 0.159 0.184 no Ovomucoid <UNP IOVO MELGA> [MELEAGRIS GALLOPAVO]
VDCSEYPKPACTLEYRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC

>3D5NA 197 XRAY 2.80 0.231 0.266 no Q97W15 SULSO <UNP Q97W15 SULSO> [SULFOLOBUS
SOLFATARICUS]

MNIGVIILAAGEGKRFGGDKLLAKIDNTPIIMRTIRIYGDLEKIIIVGKYVNEMLPLLMD
QIVIYNPFWNEGISTSLKLGLRFFKDYDAVLVALGDMPFVTKEDVNKI INTFKPNCKAVI
PTHKGERGNPVLISKSLFENETEKLRGDVGARVILNKIKIEELCFIECSEGVLIDIDKKED

LMRLRDFHPLEHHHHHH

>1XRKA 124 XRAY 1.50 0.175 0.194 no Bleomycin resistance protein <UNP BLE STRHI>
[STREPTOALLOTEICHUS HINDUSTANUS]
MAKLTSAVPVLTARDVAEAVEFWTDRLGFSRVFVEDDFAGVVRDDVTLEFISAVQDQVVPD
NTQAWVWVRGLDELYAEWSEVVSTNFRDASGPAMTEIVEQPWGREFALRDPAGNCVHEVA

EEQD

>3KG7A 293 XRAY 2. 77 0.208 0.269 no CurH <UNP Q6DNE5 9CYAN> [LYNGBYA MAJUSCULA]
SNASGQQVHRLLGNKLELASTGQT IYHQDINLNNHPWIGDHRVYDTPVIPGVSYTAMTLA
AVGVPAAVEDINFQQPLFLAESNTTRETQLMLHTADNVGKQFVEVFSRDGAKQEEWQQHA
SMSVSENPPPPPTLSVDIPALCEQLRPLDTDTLTEIYASISLVYGPMLQAVRQAWIGEET
SLLETEVPKALAFQLAGEPITHPVLIDACTRLTPDLFDFSSDSGVEWAPWRVKEMTLSHPT
PSRFYAYVEEPSRVNEQLQTRSYDIQLLDETGQAFGRINGFTVKRAPSQLFLK

>3LXZA 229 XRAY 1.76 0.197 0.229 no Glutathione S—transferase family protein <UNP
Q88RE7 PSEPK> [PSEUDOMONAS PUTIDA]
MSLKLYGFSVSNYYNMVKLALLEKGLTFEEVTFYGGQAPQALEVSPRGKVPVLETEHGFL
SETSVILDYITEQTQGGKALLPADPFGQAKVRELLKEIELYIELPARTCYAESFFGMSVEP
LIKEKARADLLAGFATLKRNGRFAPYVAGEQLTLADLMFCEFSVDLANAVGKKVLNIDFLA
DFPQAKALLQLMGENPHMPRILADKEASMPAFMEMIRSGKREGHHHHHH

>3EBEA 200 XRAY 2. 30 0. 205 0. 247 no Protein MCM10 homolog <UNP MCM10_ XENLA> [XENOPUS LAEVIS]
GPSPVGQQYHVEKFSGLRIRKPRVSSSEMERKMNGRKLIRLAQLONKIATEKLEEEDWVT
FGVIVKKITPQSSNNGKTFSIWRLNDLKDLDKY ISLFLFGDVHKEHWKTDQGTVIGLLNA
NPMKPKEGTDEVCLSVDNPQKVLLMGDAVDLGTCKARKKNGDPCTQMVNLNDCEYCQYHV

QAQYKKVSSKRADLQSSYSG

>2BJQA 345 XRAY 1. 75 0. 191 0. 230 no MFP2A <UNP Q7YXK2_ASCSU> [ASCARTS SUUM]

MTTKEFEDTWAYNT IGSPFPDNPVRVKGQQNMY VALWYKFGKP THGRAWNDNGNVECSFP
YNKVELTGARDLGGQIQILTATEQDPTEQFKKTGFWYEWRPYKDRVNDQLLQLVRCGQST

PVIMKTKDGKDLLGY IDMSTEVAAVGVSGKSEQVAGGP IQDMLVLFRNVKAPPKGIKIYD

DTWLDLKYRDPFPAARNPIAAGGRKVKSDDGTEMFQYVALWYEHGQPVFGRAYPDSADKT
LANFGWGGQENAGAEIGSFQMLVVPDPDILGFEYKWIPYKEAKAGGPFKPLHVGECTPCL
LKDANGTERLGNLHMGMEKATAGLAGKDSAVSGPAVGDFLVLCRN
>4GAKA 250 XRAY 1.90 0.187 0.224 no Acyl-ACP thioesterase <UNP D2QU30 SPILD> [SPIROSOMA
LINGUALE]
SNAMAFTQTDTFTLRGYECDAFGRMS TPALMNLMQESANRNATDYGIGIADLAQKGVGWM
LMRFCLRIHQYPRYGDTIQLMTYPTTVDKYF THRDFRVLATDGTLLADARSTWLVFSMEK
RSMVPLPDF IRQLSPPANVDPLPALPLKPDFQTASFATAASKSVQVGWLNIDQNQHVNNV
AYVQWLLEGVDSEIVQTREIAEIDLVYRTESHWHDWLSVQSVTETDNSVLHRISQTESGK
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DVLLARSRWR

>4K7RA 446 XRAY 2.09 0.216 0.250 no Cation efflux system protein CusC <UNP CUSC _ECOLI>
[ESCHERICHIA

COLI]
CSLAPDYQRPAMPVPQQFSLSQNGLVNAADNYQNAGWRTFFVDNQVKTLISEALVNNRDL
RMATLKVQEARAQYRLTDADRYPQLNGEGSGSWSGNLKGNTATTREFSTGLNASFDLDFF
GRLKNMSEAERQNYLATEEAQRAVHILLVSNVAQSYFNQQLAYAQLQIAEETLRNYQQSY
AFVEKQLLTGSSNVLALEQARGVIESTRSDIAKRQGELAQANNALQLLLGSYGKLPQAQT
VNSDSLQSVKLPAGLSSQILLQRPDIMEAEHALMAANANIGAARAAFFPSTSLTSGISTA
SSDLSSLENASSGMWNFIPKIETPTFNAGRNQANLDIAETRQQQSVVNYEQKIQNAFKEV
ADALALRQSLNDQISAQQRYLASLQITLQRARALYQHGAVSYLEVLDAERSLFATRQTLL
DLNYARQVNEISLYTALGGGHHHHHH

>3AABA 123 XRAY 1.85 0.228 0. 238 no Putative uncharacterized protein ST1653 <UNP
Q970D9 SULTO> [SULFOLOBUS TOKODAITI]
MYYLGKELQKRSEELSRGFYELVYPPVDMYEEGGYLVVVADLAGENKEKIKARVSGQNEL
ITEAEREITEPGVKYLTQRPKYVRKVIRLPYNVAKDAEISGKYENGVLTIRIPIAGTSVF

KFE

>3GVZA 299 XRAY 2.80 0.259 0.290 no Uncharacterized protein CV2077 <UNP Q7NWB3 CHRVO>
[CHROMOBACTERIUM VIOLACEUM ATCC 12472]
MNVMRHSWLAVAGIAGLLAFPPVDACTLWGAAGTASMEGSLLAKNRDWKPDHAQSLRLLH
PEHGYAYLGLYADNGSEPGIKAGVNQKGLAVVAAEASSLPRALRADSARHGVLTRLLRDY
GSLDEVASAADKLFAQARPVFLLLADAGGLMQVETGQHGRYRLTIRQQSGTLAHTNHYADT
SLLDGAQTIGPSSQARLERIRFLLDQHPAHTLSEFERLSRDRHDGPDNSLWRSGREHTLA
GWRIALPAGAPPRLQLTLANPGRAERDGDYALDSAFWAQPARTLLPKLAAALEHHHHHH

>1DJUA 388 XRAY 2.10 0.185 0.254 no AROMATIC AMINOTRANSFERASE <UNP 059096 PYRHO>
[PYROCOCCUS HORIKOSHIT]
ALSDRLELVSASEIRKLFDTAAGMKDVISLGIGEPDFDTPQHIKEYAKEALDKGLTHYGP
NIGLLELREATAEKLKKQNGIEADPKTE IMVLLGANQAFLMGLSAFLKDGEEVLIPTPAF
VSYAPAVILAGGKPVEVPTYEEDEFRLNVDELKKYVTDKTRALI INSPCNPTGAVLTKKD
LEETADEFVVEHDLIVISDEVYEHFIYDDARHYSTASLDGMFERT ITVNGFSKTFAMTGWR
LGEFVAAPSWITIERMVKFQMYNATCPVTFIQYAAAKALKDERSWKAVEEMRKEYDRRRKLV
WKRLNEMGLPTVKPKGAFY IFPRIRDTGLTSKKFSELMLKEARVAVVPGSAFGKAGEGYV
RISYATAYEKLEEAMERMERVLKERKLV

>3DR2A 305 XRAY 1.67 0.211 0.239 no Exported gluconolactonase <PDB 3DR2>
[XANTHOMONAS CAMPESTRIS PV. CAMPESTRIS]
MDSHCRVRPAGPAVPADCDPPRITHAALAARLGDARLLTLYDQATWSEGPAWWEAQRTLV
WSDLVGRRVLGWREDGTVDVLLDATAFTNGNAVDAQQRLVHCEHGRRAITRSDADGQAHL
LVGRYAGKRLNSPNDLIVARDGAIWETDPPFGLRKPSQGCPADPELAHHSVYRLPPDGSP
LQRMADLDHPNGLAFSPDEQTLYVSQTPEQGHGSVEITAFAWRDGALHDRRHFASVPDGL
PDGFCVDRGGWLWSSSGTGVCVFDSDGQLLGHIPTPGTASNCTFDQAQQRLFITGGPCLW

MLPLP

>2062A 270 XRAY 1.75 0.168 0. 208 no hypothetical protein <PDB 2062> [NOSTOC PUNCTIFORME]
GMKSQWECFLQNLGVWEGSFSNFSPEGTLLNDTSSRLCLEGLNNNQTVRLTLSRSGKDDV
IREFRSVGGGLLFFENGSFSEGLIQLGPFSEFGGELAFVHENRRLRLVQLEDRNGHLNGL
TLIREHLAGTPVAERPLLQINDLLGEWRGQAVTIYRDLRPPDIYSTTLKIQLDDAGRLMQ
STSFGERTITSTATIKGSIVLFDQDPEKQVQVLLLPDGASATSPLKVQLRQPLFLEAGWL
IQSDLRQRMIRSYNDKGEWVSLTLVTEERV

>2B2AA 199 XRAY 2. 22 0.238 0.258 no Telomerase reverse transcriptase <UNP TERT TETTH>
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[TETRAHYMENA THERMOPHILA]
MKKHHHHHHQK INNINNNKQMLTRKEDLLTVLKQISALKYVSNLYEFLLATEKIVQTSEL
DTQFQEFLTTTITASEQNLVENYKQKYNQPNFSQMT IKQVIDDSTILLGNKQNYVQQIGT
TTIGFYVEYENINLSRQTLYSSNFRNLLNIFGEEDFKYFLIDFLVFTKVEQNGYLQVAGY
CLNQYFSVQVKQKKWYKNN
>1GKPA 458 XRAY 1.29 0. 154 0. 184 no HYDANTOINASE <PDB 1GKP> [THERMUS SP. ]
PLLIKNGEIITADSRYKADIYAEGETITRIGQNLEAPPGTEVIDATGKYVFPGFIDPHVH
IYLPFMATFAKDTHETGSKAALMGGTTTY IEMCCPSRNDDALEGYQLWKSKAEGNSYCDY
TFHMAVSKFDEKTEGQLREIVADGISSFKIFLSYKNFFGVDDGEMYQTLRLAKELGVIVT
AHCENAELVGRLQQKLLSEGKTGPEWHEPSRPEAVEAEGTARFATFLETTGATGYVVHLS
CKPALDAAMAAKARGVPIYIESVIPHFLLDKTYAERGGVEAMKY IMSPPLRDKRNQKVLW
DALAQGFIDTVGTDHCPFDTEQKLLGKEAFTATPNGIPAIEDRVNLLYTYGVSRGRLDIH
RFVDAASTKAAKLFGLFPRKGTIAVGSDADLVVYDPQYRGTISVKTQHVNNDYNGFEGFE
IDGRPSVVTVRGKVAVRDGQFVGEKGWGKLLRREPMYF
>INT1A 180 XRAY 1. 80 0. 208 0. 245 no aac (6" ) —1i <UNP Q47764 ENTFC> [ENTEROCOCCUS FAECIUM]
MITSEFDRNNPVLKDQLSDLLRLTWPEEYGDSSAEEVEEMMNPERTAVAAVDQDELVGF I
GAIPQYGITGWELHPLVVESSRRKNQIGTRLVNYLEKEVASRGGITIYLGTDDLDHGTTL
SQTDLYEHTFDKVASTQNLREHPYEFYEKLGYKIVGVLPNANGWDKPDIWMAKT I TPRPD
>2XMJA 64 XRAY 1. 08 0. 117 0. 149 no SSR2857 PROTEIN <UNP P73213 SYNY3> [SYNECHOCYSTIS SP. PCC
6803
MTIQLTVPTIACEACAEAVTKAVQNEDAQATVQVDLTSKKVTITSALGEEQLRTATASAG
HEVE
>3CZ1A 119 XRAY 1.50 0. 153 0. 198 no Pheromone—-binding protein ASP1 <UNP Q9U9J6 APIME> [APIS
MELLIFERA]
APDWVPPEVFDLVAEDKARCMSEHGTTQAQTDDVDKGNLVNEPSITCYMYCLLEAFSLVD
DEANVDEDIMLGLLPDQLQERAQSVMGKCLPTSGSDNCNKIYNLAKCVQESAPDVWEVI
>3EBWA 163 XRAY 2.80 0.231 0.276 no Per a 4 allergen <UNP QIMOY5 PERAM> [PERIPLANETA
AMERICANA]
DDSCQIGTSFTGLDMTKYVGTWYELFRTPNSDEEDETNCEYDKYTLDENGVIQVTSVAYT
NSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIVAGCLDNDYSRHL
YWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQY
>3LLKA 261 XRAY 2.00 0.237 0.272 no Sulfhydryl oxidase 1 <UNP QSOX1 HUMAN> [HOMO SAPIENS]
TAPTVWKLADRSKIYMADLESALHY ILRIEVGRFPVLEGQRLVALKKFVAVLAKYFPGRP
LVQNFLHSVNEWLKRQKRNKIPYSFFKTALDDRKEGAVLAKKVNWIGCQGSEPHFRGFPC
SLWVLFHFLTVQAARQNVDHSQEAAKAKEVLPAIRGYVHYFFGCRDCASHFEQMAAASMH
RVGSPNAAVLWLWSSHNRVNARLAGAPSEDPQFPKVQWPPRELCSACHNERLDVPVWDVE
ATLNFLKAHFSPSNIILDFPA
>3K4IA 244 XRAY 1. 69 0. 180 0. 214 no uncharacterized protein <UNP Q880F6 PSESM> [PSEUDOMONAS
SYRINGAE PV. TOMATO]
MSLSVPFEYTPIAQSVLDECEHLDTASLSDALDSLGIDGGLPGIASQVPGTRCVGIAFTV
QYQPVDASEGFRGAANY IDQVPSGSVIVSSNSGRHDCTVWGD IMTHFALANGIKGTVIDG
VARDIDTVINCNYPLFSRGRFMQSAKNRTQLKAVQVPLVIDGITIQPGDLMVCDGSGCVV
VPQQLAAEVVLRARAVEQTERRI TEATSSGSTLEQARMTYRYDQPWLSEAEHGGTQEGHH
HHHH
>20SXA 481 XRAY 1.10 0.122 0. 139 no Endoglycoceramidase 11 <UNP 033853 RHOSO> [RHODOCOCCUS
SP. ]
MGSSHHHHHHSSGLVPRGSHMSGSGSGSGTALTPSYLKDDDGRSLILRGFNTASSAKSAP
DGMPQFTEADLAREYADMGTNFVRFLISWRSVEPAPGVYDQQYLDRVEDRVGWYAERGYK
VMLDMHQDVYSGAITPEGNSGNGAGAIGNGAPAWATYMDGLPVEPQPRWELYYIQPGVMR
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AFDNFWNTTGKHPELVEHYAKAWRAVADRFADNDAVVAYDLMNEPFGGSLQGPAFEAGPL
AAMYQRTTDAIRQVDQDTWVCVAPQATGVNQGLPSGLTKIDDPRAGQQRIAYCPHLYPLP
LDIGDGHEGLARTLTDVTIDAWRANTAHTARVLGDVPIILGSFGLDTTLPGARDYIERVY
GTAREMGAGVSYWSSDPGPWGPYLPDGTQTLLVDTLNKPYPRAVAGTPTEWSSTSDRLQL
TIEPDAAITAPTEIYLPEAGFPGDVHVEGADVVGWDRQSRLLTVRTPADSGNVTVTVTPA

A

>3GUYA 230 XRAY 1.90 0.202 0.249 no Short—chain dehydrogenase/reductase SDR <UNP
A6B7Q2 VIBPA>

[VIBRIO PARAHAEMOLYTICUS]
MSLIVITGASSGLGAELAKLYDAEGKATYLTGRSESKLSTVTNCLSNNVGYRARDLASHQ
EVEQLFEQLDSIPSTVVHSAGSGYFGLLQEQDPEQIQTLIENNLSSAINVLRELVKRYKD
QPVNVVMIMSTAAQQPKAQESTYCAVKWAVKGLIESVRLELKGKPMKI IAVYPGGMATEF
WETSGKSLDTSSFMSAEDAALMIHGALANIGNGYVSDITVNREGHHHHHH

>3R62A 129 XRAY 1.52 0.179 0.208 no Complement factor H <UNP CFAH HUMAN> [HOMO SAPIENS]
EAEFGKCGPPPPIDNGDITSFPLSVYAPASSVEYQCQNLYQLEGNKR I TCRNGQWSEPPK
CLHPCVISREIMENYNIALRWRAKQKLYSRTGESVEFVCKRGYRLSSRSHTLRTTCWDGK

LEYPTCAKR

>3DK9A 478 XRAY 0. 95 0. 123 0. 152 no Glutathione reductase <UNP GSHR_HUMAN> [HOMO SAPIENS]
ACRQEPQPQGPPPAAGAVASYDYLVIGGGSGGLASARRAAELGARAAVVESHKLGGTCVN
VGCVPKKVMWNTAVHSEFMHDHADYGFPSCEGKENWRV IKEKRDAYVSRLNATYQNNLTK
SHIETTRGHAAFTSDPKPTIEVSGKKYTAPHILIATGGMPSTPHESQIPGASLGITSDGF

FQLEELPGRSVIVGAGY TAVEMAGILSALGSKTSLMIRHDKVLRSFDSMISTNCTEELEN
AGVEVLKFSQVKEVKKTLSGLEVSMVTAVPGRLPVMTMIPDVDCLLWAIGRVPNTKDLSL

NKLGIQTDDKGHI IVDEFQNTNVKGIYAVGDVCGKALLTPVATAAGRKLAHRLFEYKEDS
KLDYNNIPTVVESHPPIGTVGLTEDEAIHKYGIENVKTYSTSFTPMYHAVTKRKTKCVMK
MVCANKEEKVVGIHMQGLGCDEMLQGFAVAVKMGATKADFDNTVAIHPTSSEELVTLR

>2QVKA 192 XRAY 1. 45 0. 163 0. 192 no Sodium/calcium exchanger 1 <UNP NAC1 CANFA> [CANIS LUPUS
FAMILIARIS]

GPGHAGIFTFEEPVTHVSESIGIMEVKVLRTSGARGNVIVPYKTIEGTARGGGEDFEDTC
GELEFQNDEIVKTISVKVIDDEEYEKNKTFFLEIGEPRLVEMSEKKALLLNELGGFTITG
KYLYGQPVFRKVHAREHPIPSTVITIAEEYDDKQPLTSKEEEERRTAEMGRPILGEHTKL

EVIIEESYEFKS

>3TEEA 219 XRAY 1. 95 0. 201 0. 218 no Flagella basal body P-ring formation protein f1gA <UNP
FLGA SALTY> [SALMONELLA TYPHIMURIUM]
QDINAQLTTWFSQRLAGFSDEVVVTLRSSPNLLPSCEQPAFSMTGSAKLWGNVNVVARCA
NEKRYLQVNVQATGNYVAVAAPTARGGKLTPANVTLKRGRLDQLPPRTVLDIRQIQDAVS
LRDLAPGQPVQLTMIRQAWRVKAGQRVQVIANGEGFSVNAEGQAMNNAAVAQNARVRMTS
GQIVSGTVDSDGNILINLDPNSSSVDKLAAALEHHHHHH

>3HRZA 627 XRAY 2.20 0.181 0.226 no Cobra venom factor <UNP CO3 NAJKA> [NAJA
KAOUTHIA] ALYTLITPAVLRTDTEEQILVEAHGDSTPKQLDIFVHDFPRKQKTLFQTRVDMNPAGGML
VTPTIEIPAKEVSTDSRANQYVVVQVTGPQVRLEKVVLLSYQSSFLFIQTDKGIYTPGSP
VLYRVFSMDHNTSKMNKTVIVEFQTPEGILVSSNSVDLNFFWPYNLPDLVSLGTWRIVAK
YEHSPENYTAYFDVRKYVLPSFEVRLQPSEKFEY IDGNENFHVSITARYLYGEEVEGVAF
VLEGVKIDDAKKSIPDSLTRIPIIDGDGKATLKRDTFRSRFPNLNELVGHTLYASVTVMT
ESGSDMVVTEQSGIHIVASPYQIHFTKTPKYFKPGMPYELTVYVTNPDGSPAAHVPVVSE

AFHSMGTTLSDGTAKLILNIPLNAQSLPITVRTNHGDLPRERQATKSMTATAYQTQGGSG
NYLHVAITSTEIKPGDNLPVNFNVKGNANSLKQIKYFTYLILNKGKIFKVGRQPRRDGQN
LVTMNLHITPDLIPSFRFVAYYQVGNNEIVADSVWVDVKDTCMGTLVVKGDNLIQMPGAA
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MKIKLEGDPGARVGLVAVDKAVYVLNDKYKISQAKIWDT IEKSDFGCTAGSGQNNLGVFE
DAGLALTTSTNLNTKQRSAAKCPQPAN

>2HW2A 143 XRAY 1.45 0.137 0. 185 no Rifampin ADP-ribosyl transferase <UNP 067972 MYCSM>
[MYCOBACTERIUM SMEGMATIS]
MVANPPKPFEVHESGAYLHGTKAELKVGDRLVPGRESNFEAGRIMNHIY ITQTLDAAVWG
AELAAGEGRGRIFIVEPEGAIEDDPNVTDKKLPGNPTRSYRTREPVWIVGELTDWVGHPP

EQLAAMRQGLEELRRKGLAVIYD

>1GG3A 279 XRAY 2.80 0.226 0.276 no ERYTHROID MEMBRANE PROTEIN 4. 1R <UNP 41 HUMAN> [HOMO
SAPTENS]

MHCKVSLLDDTVYECVVEKHAKGQDLLKRVCEHLNLLEEDYFGLAIWDNATSKTWLDSAK
EIKKQVRGVPWNFTENVKFYPPDPAQLTEDITRYYLCLQLRQDIVAGRLPCSFATLALLG
SYTIQSELGDYDPELHGVDYVSDFKLAPNQTKELEEKVMELHKSYRSMTPAQADLEFLEN
AKKLSMYGVDLHKAKDLEGVDIILGVCSSGLLVYKDKLRINRFPWPKVLKISYKRSSFFI
KIRPGEQEQYESTIGFKLPSYRAAKKLWKVCVEHHTEFFR

>3HIMA 211 XRAY 2. 20 0. 200 0. 248 no Probable transcriptional regulator <UNP Q0SD48 RHOSR>
[RHODOCOCCUS JOSTII]

MDASLTGAVAELGTSKAAARIRAAATEVFAAKGYGATTTREIAASLDMSPGAVYPHYKTK
ESLLYAISLEGHHSVLAAITAADFPDIAAPDRLMSTVTAYVTWHADNRASARVGQYELRS
LSPEHFATTIADIRRSTTKVFTRIIEAGATAGDFHPFDIEAAALAITSLGIDVSRWFPSHT
YSDPRITAARYVELALRMVGCADRQPLDKPS

>2V89A 82 XRAY 1.10 0. 123 0. 155 no VDJ RECOMBINATION-ACTIVATING PROTEIN 2 <UNP RAGZ MOUSE>
[MUS MUSCULUS]

GPLGSPEFGYWITCCPTCDVDINTWVPFYSTELNKPAMIYCSHGDGHWVHAQCMDLEERT

LIHLSEGSNKYYCNEHVQIARA

>4FWGA 732 XRAY 1.99 0.231 0.259 no TTC1975 peptidase <UNP C9DRU9 9DEIN> [MEIOTHERMUS
TATWANENSIS]

MRLSYEALEWRTPIENSTEPVSLPPPPPFFGQERAREALELATRGGFHAYLVGPPSLGKH
EALLAYLSTQSVETPPDLLYVPLSERKVAVMTLPSGQETHLAEAVEGLLLEVNRLDELFR
QGSFLREKTQLEARFKEAREQQLEALRREAQEAGFALSTNGERLELTGPGPVPAELSARL
EEVTLGSMAASAELEVALRRLRRDWALHYLNNRFEPLFQRFPQARAYLEALRARLARYAE
TGEPLDPAQWRPNLLTSSSSGTPPPIVYEPYATAPRLFGRLDYLVDRGVWSTNVSLIRPG
AVHRAQGGYLILDALSLKREGTWEAFKRALRNGQVEPVTEPQAPAGLEVEPFPTQMQVML
VGTPEAFEGLEEDPAFSELFRIRAEFSPTMPASPENCTALGGWLLAQGFQLTQGGLTRLY
DEARRMAEQRDRMDARLVETRALAEEAAVLGGGLLTAESVEQATAAREHRSFLSEEEFLR
AVQEGVIRLRTTGRAVGEVNSLVVVEAAPYWGRPARLTARAAPGRDHLISIDREAGLGGQ
TFHKAVLTLAGYLRSRMIEHGSLPVTISLAFEQNYVSTEGDSAGLAELVAALSATGNLPL
RQDLAVTGAVDQTGKVLAVGAINAKVEGFFRVCKALGLSGTQGVILPEANLANLTLRAEV
LEAVRAGQFHIYAVETAEQALEILAGARMEGFRGLQEKIRAGLEAFARLEEGHDKEDREK

LAAALEHHHHHH

>107DE 126 XRAY 2.70 0.257 0.289 no LYSOSOMAL ALPHA-MANNOSIDASE <UNP M2B1 BOVIN> [BOS
TAURUS]

PRTQFSGLRRELPPSVRLLTLARWGPETLLLRLEHQFAVGEDSGRNLSSPVTLDLTNLES
AFTITNLRETTLAANQLLAYASRLQWTTDTGPTPHPSPSRPVSATITLQPMEIRTFLASY

QWEEDG

>4JYKA 212 XRAY 1. 70 0. 122 0. 170 no HTH-type transcriptional regulator RutR <UNP RUTR ECOLI>
[ESCHERICHIA COLI]

MTQGAVKTTGKRSRAVSAKKKAILSAALDTFSQFGFHGTRLEQIAELAGVSKTNLLYYFP
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SKEALYTAVLRQILDIWLAPLKAFREDFAPLAATKEY TRLKLEVSRDYPQASRLFCMEML
AGAPLLMDELTGDLKALIDEKSALTAGWVKSGKLAPIDPQHLTFMIWASTQHYADFAPQV
EAVTGATLRDEVFFNQTVENVQRITIEGIRPR

>3CBPA 197 XRAY 2.90 0. 178 0. 226 no Protein BAS0735 of unknown function <UNP Q81UT7_BACAN>
[BACTLLUS ANTHRACTS STR.] SNAMTNTIKIRASVFTPMSWTEAKMDMETGQVIQFEGDSREFTPHAVNTMRSRVEQEVVV
DFYKQEVFSYANTGITTEKVISPDGSVNKRTGKASTENIVCTDIVWNSGGVQFKMSASAS
NPLNVYAPPVDYVLNVCVKKDGSIDVQGEHDGFPCFEFYKQVDFGPFEKTYTHDFRETGD

TAAALGGNMDYSFTKRL

>3BIWA 407 XRAY 1. 30 0. 151 0. 171 no Ammonium transporter family <UNP Q82X47 NITEU> [NITROSOMONAS
EUROPAEA] SAVAPAETNEARLVAQYNYSTNTLAMLLVGFGFLMVFVRRYGFSATTGTYLVVATGLPLY
ILLRANGIFGHALTPHSVDAVIYAEFAVATGLIAMGAVLGRLRVFQYALLALFIVPVYLL
NEWLVLDNASGLTEGFQDSAGSTATHAFGAYFGLGVSTALTTAAQRAQPIESDATSDRES
MLGSMVLWLFWPSFATATIVPFEQMPQTIVNTLLALCGATLATYFLSALFHKGKASTVDMA
NAALAGGVAIGSVCNIVGPVGAFVIGLLGGAISVVGEFVFIQPMLESKAKTIDTCGVHNLH
GLPGLLGGFSAILIVPGIAVAQLTGIGITLALALIGGVIAGALIKLTGTTKQAYEDSHEF
THLAGPEDEHKAERLVLEAKTEIQGLKNRIDAAVLSAKSEGHHHHHH

>4B4DA 262 XRAY 1.50 0.209 0.230 no FERREDOXIN-NADP REDUCTASE <UNP Q8PMHO_XANAC>
[XANTHOMONAS AXONOPODIS PV. CITRI STR. 306]

GSHMSSAFGAETVLEVRHWTDAYFSETTTRDAGFRFENGQFVMIGLETETRPLLRAYSTA
SANWEEHLEFFSTKVPDGPLTSRLQHIQPGDKVLVGKKPTGTLLISDLHPGRNLYLLGTG
TGLAPWLSTIKDPETYERFDKVILTQGVRFVQDLAYRDYFERELPQHEFLGDLLREKLLY
YPAVTRETFANQGRLTELMADGRMQQTLGLPTLDPANDRFMICGSPQMLADLRSLLDSRG ~ FQTSPRIGTPGHYVFERAFVEK
>3HTAA 252 XRAY 1.87 0.207 0.241 no short chain dehydrogenase <UNP Q6NDT3 RHOPA>
[RHODOPSEUDOMONAS PALUSTRIS]
MSLTPRNATVAVIGAGDYIGAETAKKFAAEGEFTVFAGRRNGEKLAPLVAETEAAGGRIVA
RSLDARNEDEVTAFLNAADAHAPLEVTIFNVGANVNFPILETTDRVFRKVWEMACWAGEV
SGRESARLMLAHGQGKIFFTGATASLRGGSGFAAFASAKFGLRAVAQSMARELMPKNIHV
AHLTIDSGVDTAWVRERREQMFGKDALANPDLLMPPAAVAGAYWQLYQQPKSAWTFEMEL

RPYGEGHHHHHH

>3M8JA 111 XRAY 1.40 0.197 0.222 no FocB protein <UNP Q93K76 ECOLX> [ESCHERICHIA COLI]
GAMAQHEVITRGGDAFLLKLRESALSSGSMSEEQFFLLIGISSTHSDRVILAMKDYLVSG
HSRKDVCEKYQMNNGYFSTTLGRLTRLNVLVARLAPYYTDSVSATAEAASL

>2RHWA 283 XRAY 1.57 0.173 0.200 no 2-hydroxy—6—oxo—6-phenylhexa—2, 4-dienoate hydrolase
<UNP BPHD BURXL> [BURKHOLDERIA XENOVORANS]

LTESSTSKFVKINEKGFSDENTHYNEAGNGETV IMLHGGGPGAGGWSNYYRNVGPFVDAG
YRVILKDSPGENKSDAVVMDEQRGLVNARAVKGLMDALD IDRAHLVGNAMGGATALNFAL
EYPDRIGKLILMGPGGLGPSMFAPMPMEGIKLLFKLYAEPSYETLKQMLQVFLYDQSLIT
EELLQGRWEATIQRQPEHLKNFLISAQKAPLSTWDVTARLGEIKAKTFITWGRDDREVPLD
HGLKLLWNIDDARLHVFSKCGHWAQWEHADEFNRLV IDFLRHA

>2UWIA 338 XRAY 1.95 0.186 0.229 no PLASTID DELTA4 MULTIFUNCTIONAL ACYL-ACYL CARRIER PROTEIN
DESATURASE <PDB 2UW1> [HEDERA HELIX]

MQVTHSMPPQKLEIFKSLDDWARNNVLTHLKSVEKSWQPQDYLPDPVSDGFEEQVRELRE
RAKEIPDDYFVVLVGDMITEEALPTYMSMLNRCDGIKDETGAEPSAWAMWTRAWTAEENR
HGDLLNKYLYLSGRVDMRKIEKTIQYLIGSGMDIKSENSPYLGFIYTSFQERATFISHAN

TAKLAQHYGDKKLAHTCGSTASDEKRHATAYTKTVEKLAEIDPDTTVTAFADMMRKKI TM
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PAHLMYDGSDELLFKHFTAVAQRLGVYSALDYCDILEFLVDKWNVERLTGLSDEGRKAQE
YVCELGPKIRRLEERAQGRAKEAPTMPFSWIFDRQVKL

>1JT1A 637 XRAY 1.60 0.182 0.206 no ALPHA-AMYLASE T <UNP NEPU1 THEVU> [THERMOACTINOMYCES
VULGARIS]

AANDNNVEWNGLFHDQGPLFDNAPEPTSTQSVTLKLRTFKGD I TSANIKYWDTADNAFHW
VPMVWDSNDPTGTFDYWKGT IPASPSIKYYRFQINDGTSTAWYNGNGPSSTEPNADDFY T

IPNFKTPDWLKNGVMYQIFPDRFYNGDSSNDVQTGSYTYNGTPTEKKAWGSSVYADPGYD

NSLVFFGGDLAGIDQKLGY IKKTLGANILYLNPIFKAPTNHKYDTQDYMAVDPAFGDNST
LQTLINDIHSTANGPKGYLILDGVENHTGDSHPWFDKYNNFSSQGAYESQSSPWYNYYTF
YTWPDSYASFLGENSLPKLNYGNSGSAVRGVIYNNSNSVAKTYLNPPYSVDGWRLDAAQY
VDANGNNGSDVTNHQIWSEFRNAVKGVNSNAAT IGEYWGNANPWTAQGNQWDAATNFDGF
TQPVSEWITGKDYQNNSASTSTTQFDSWLRGTRANYPTNVQQSMMNFLSNHDI TRFATRS
GGDLWKTYLALIFQMTYVGTPTIYYGDEYGMQGGADPDNRRSFDWSQATPSNSAVALTQK
LITIRNQYPALRTGSFMTLITDDTNKIYSYGRFDNVNRIAVVLNNDSVSHTVNVPVWQLS
MPNGSTVTDKITGHSYTVANGMVTVAVDGHYGAVLAQ

>30R1B 386 XRAY 1.76 0.193 0.212 no Sulfite reductase beta <PDB 30R1> [DESULFOVIBRIO
GIGAS] MAFISSGYNPAKPMENRITDIGPRKFTEFFPPVIAKNAGNWDYHEILEPGILVHVAKNGD
KVFTVRCGAARLMSTSHIREACE T AKKFCNGHLRFTTRNNTEFMVDNEETLKALVADLKT
RKFAAGSFKFPIGGTGASTSNIVHTQGWVYCHTPATDASGPVKAVMDELFEEFTSMRLPA
TVRVSLACCINMCGAVHCSDIGLVGIHRKPPMIDHENLAELCEIPLAVAACPTAAVKPIT
AEVNGQKVKSVATINNDRCMYCGNCYTMCPALPLSDGTGDGIAIMVGGKISNRIKVPSFSK
VVVAFVPNEPPRWPTMAKTVKKIVEVYAEDARKYERIGDWIHRIGWETFYEKTGLEFSHH
CIDDFRDPAYYTWRQSTQFKFVSFDS

>1TUIA 148 XRAY 1. 95 0. 205 0. 237 no hypothetical protein PA0094 <UNP Q91738 PSEAE> [PSEUDOMONAS
AERUGINOSA]

GHMTLYRLHEADLETPDAWQDQSINIFKLPASGPAREASFVISRDASQGDAPFADYVARQ
LENAEKQLPGFKLHKRWDINIHGHAAVLLDYQWQREGRDLMLRQVFIERRPAVLITTLTT

TPADLPHHEPAWKQAMQTLVPRPTPSGS

>3HNXA 110 XRAY 1.37 0.170 0.210 no Cyanovirin-N-like protein <UNP Q5MK11 TUBBO> [TUBER
BORCHI T, NEUROSPORA CRASSA, TUBER BORCHIT]

GSHMSYADSSRNAVLTNGGRTLRAECRNADGNWVTSELDLDTTIGNNDGHFQWGGQNFTE
TAEDIRFHPKEGAAEQPTLRARLRDCNGEFHDRDVNLNRIQNVNGRLVFQ

>3EEBA 209 XRAY 2. 10 0. 202 0. 243 no RTX toxin RtxA <UNP Q9KS12 VIBCH> [VIBRIO CHOLERAE]
ADGKILHNQNVNSWGPITVTPTTDGGETRFDGQI IVQMENDPVVAKAAANLAGKHAESSV
VVQLDSDGNYRVVYGDPSKLDGKLRWQLVGHGRDHSETNNTRLSGYSADELAVKLAKFQQ
SFNQAENINNKPDHISIVGCSLVSDDKQKGFGHQF INAMDANGLRVDVSVRSSELAVDEA

GRKHTKDANGDWVQKAENNKVSLSWDAQG

>2E11A 266 XRAY 1.73 0.188 0.217 no Hydrolase <UNP Q8PSM3 XANCP> [XANTHOMONAS CAMPESTRIS PV.
CAMPESTRIS]

MHDLRISLVQGSTRWHDPAGNRDYYGALLEPLAGQSDLVILPETFTSGFSNEATDKAEDM
DGPTVAWIRTQAARLGAATTGSVQLRTEHGVENRLLWATPDGALQYYDKRHLFRFGNEHL
RYAAGRERLCVEWKGWRINPQVCYDLRFPVFCRNRFDVERPGQLDFDLQLFVANWPSARA
YAWKTLLRARATENLCFVAAVNRVGVDGNQLHYAGDSAVIDFLGQPQVETREQEQVVTTT  TSAAALAEHRARFPAMLDGDSFVLGE

>2BC4A 211 XRAY 2. 27 0.261 0. 268 no HLA class II histocompatibility antigen, DM alpha chain <GB
NP 006111> [HOMO SAPIENS]
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VPEAPTPMWPDDLQNHTFLHTVYCQDGSPSVGLSEAYDEDQLFFFDFSQNTRVPRLPEFA
DWAQEQGDAPATLFDKEFCEWMIQQIGPKLDGK IPVSRGFPIAEVFTLKPLEFGKPNTLV
CFVSNLFPPMLTVNWQHHSVPVEGFGPTFVSAVDGLSFQAFSYLNFTPEPSDIFSCIVTH EIDRYTATAYWVPRNALPSDLLEDYKDDDDK
>2CVEA 191 XRAY 1.60 0.215 0.238 no hypothetical protein TTHA1053 <UNP Q5SJF5 THETS> [THERMUS
THERMOPHILUS]

MSLTLADKVVYEEEIQKSRF TAKAAPVASEEEALAFLAENREPEATHNGHAYKIGLLYRF
SDDGEPSGTAGRPILHATEAQGLDRVAVLVVRYFGGVKLGAGGLVRAYGGVAAEALRRAP
KVPLVERVGLAFLVPFAEVGRVYALLEARALKAEETYTPEGVRFALLLPKPEREGFLRAL

LDATRGQVALE

>2R4GA 267 XRAY 1. 71 0.202 0.239 no Telomerase reverse transcriptase <UNP TERT TETTH>
[TETRAHYMENA THERMOPHILA] MKGFQFKVIQEKLQGRQFINSDKIKPDHPQTITKKTLLKEYQSKNFSCQEERDLFLEFTE
KIVONFHNINFNYLLKKFCKLPENYQSLKSQVKQIVQSENKANQQSCENLFNSLYDTEIS

YKQITNFLRQI TQNCVPNQLLGKKNFKVFLEKLYEFVQMKRFENQKVLDY ICFMDVFDVE

WEVDLKNQKFTQKRKY ISDKRKTLGDLIVFTINKIVIPVLRYNFYITEKHKEGSQIFYYR KPIWKLVSKLTIVKLEEENLEKVEEKL
>3CZ8A 319 XRAY 2.20 0.198 0.258 no Putative sporulation—specific glycosylase ydhD <UNP
YDHD BACSU> [BACILLUS SUBTILIS SUBSP. SUBTILIS STR. 168]
MSLSNYTAGTLSFYVLRNPDLDRELINDYAPYSSSISTIFEYHIAPNGDIANQLNDAAAIE
TTWQRRVTPLATITNLTSGGFSTEIVHQVLNNPTARTNLVNNIYDLVSTRGYGGVTIDFE
QVSAADRDLFTGFLRQLRDRLQAGGYVLTIAVPAKTSDNIPWLRGYDYGGIGAVVNYMF T
MAYDWHHAGSEPGPVAPITEIRRTIEFTTAQVPSRKITIGVPLYGYDWI TPYQPGTVASA
TSNQNATERAMRYQAPIQYSAEYQSPFFRYSDQQGRTHEVWFEGVRSMSRKMQIVREYRL

QATGAWQLTLAEGHHHHHH

>1LFBA 99 XRAY 2.80 0.212 0. 364 no LIVER TRANSCRIPTION FACTOR (LFB1) <UNP HNF1A MOUSE> [RATTUS
NORVEGICUS]

ARTDPTKKGRRNRFKWGPASQQILFQAYERQKNPSKEERETLVEECNRAECTQRGVSPSQ
AQGLGSNLVTEVRVYNWFANRRKEEAFRHKLAMDTYKLN

>1REPC 251 XRAY 2.60 0.213 0.274 no REPLICATION INITIATION PROTEIN <UNP REPE1 ECOLI>
[ESCHERICHTA COLT]

MAETAVINHKKRKNSPRIVQSNDLTEAAYSLSRDQKRMLYLFVDQIRKSDGTLQEHDGIC
ETHVAKYAETFGLTSAEASKDIRQALKSFAGKEVVFYRPEEDAGDEKGYESFPWFIKPAH
SPSRGLYSVHINPYLIPFFIGLQNRFTQFRLSETKEITNPYAMRLYESLCQYRKPDGSGI
VSLKIDWITERYQLPQSYQRMPDFRRRFLQVCVNEINSRTPMRLSYIEKKKGRQTTHIVF

SFRDITSMTTG

>2W31A 162 XRAY 1.50 0.168 0.207 no GLOBIN <UNP Q747F6_GEOSL> [GEOBACTER SULFURREDUCENS]
MLTMQEIKAHYRFTDEDAELLGSLFPLAETNKERLADQFYDYLLGIPETAEFLKEDLVLQ

KLKQTHQDWEVSLFAGSYDNRY THNLQKIGHAHVRVGLNAHYVNVAMNVVRQFTLSTIQD
NFPDPEERRQRREAVEKTLDINLDIMSASYREEEMRKFFVSH

>2PTRA 462 XRAY 1.85 0. 183 0.216 no Adenylosuccinate lyase <UNP PURS ECOLI> [ESCHERICHIA COLI]
MELSSLTAVSPVDGRYGDKVSALRGIFSEYGLLKFRVQVEVRWLQKLAAHAATKEVPAFA

ADAIGYLDATVASFSEEDAARIKTIERTTNHDVKAVEYFLKEKVAETPELHAVSEFTHFA
CTSEDINNLSHALMLKTARDEVILPYWRQLIDGLKDLAVQYRDIPLLSRTAGQPATPSTI
GKEMANVAYRMERQYRQLNQVEILGKINGAVGNYNAHTAAYPEVDWHQFSEEFVTSLGIQ
WNPYTTQIEPHDYTAELFDCVARFNTILIDFDRDVWGY TALNHFKQKTITAGEIGSSTMPH
KVNPIDFENSEGNLGLSNAVLQHLASKLPVSRWQRDLTDSTVLRNLGVGIGYALIAYQST

LKGVSKLEVNRDHLLDELDHNWEVLAEPIQTVMRRYGIEKPYEKLKELTRGKRVDAEGMK
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QFIDGLALPEEEKARLKAMTPANY IGRATTMVDELKHHHHHH

>2WN3A 254 XRAY 1.59 0.153 0.180 no DISCOIDIN-1 SUBUNIT A <UNP DIS1A DICDI> [DICTYOSTELIUM
DISCOIDEUM]

AMSTQGLVQLLANAQCHLRTSTNYNGVHTQFNSALNYKNNGTNT IDGSEAWCSSIVDTNQ

Y IVAGCEVPRTFMCVALQGRGDADQWVTSYKIRYSLDNVSWFEYRNGAAVTGVTDRNTVV
NHFFDTPIRARSIATHPLTWNGHISLRCEFYTQPVQSSVTQVGADIYTGDNCALNTGSGK
REVVVPVKFQFEFATLPKVALNFDQIDCTDATNQTRIGVQPRNITTKGFDCVFYTWNENK

VYSLRADYTATALE

>1DYOA 160 XRAY 2.10 0.190 0.250 no ENDO-1, 4-BETA-XYLANASE Y <UNP XYNY CLOTM> [CLOSTRIDIUM
THERMOCELLUM]

KPEEPDAGYYYHDTFEGSVGQWTARGPAEVLLSGRTAYKGSESLLVRNRTAAWNGAQRAL
NPRTFVPGNTYCFSVVASFIEGASSTTFCMKLQYVDGSGTQRYDTIDMKTVGPNQWVHLY

NPQYRTPSDATDMYVYVETADDTINFYIDEATGAVAGTVT
>1UA4A 455 XRAY 1.90 0. 168 0.205 no ADP-dependent glucokinase <UNP GLKA PYRFU> [PYROCOCCUS
FURTOSUS]

MPTWEELYKNATEKATKSVPKVKGVLLGYNTNIDATKYLDSKDLEERT TKAGKEEVIKYS
EELPDKINTVSQLLGSILWS IRRGKAAELFVESCPVRFYMKRWGWNELRMGGQAGIMANL

LGGVYGVPVIVHVPQLSRLQANLFLDGPIYVPTLENGEVKLIHPKEFSGDEENCIHYIYE
FPRGFRVFEFEAPRENRFTIGSADDYNTTLFIREEFRESFSEVIKNVQLATLSGLQALTKE
NYKEPFETIVKSNLEVLNERETPVHLEFAFTPDEKVREETLNVLGMFYSVGLNEVELASTM
ETLGEKKLAKELLAHDPVDPTAVTEAMLKLAKKTGVKRTHFHTYGYYLALTEYKGEHVRD
ALLFAALAAAAKAMKGNITSLEETREATSVPVNEKATQVEEKLRAEYGIKEGIGEVEGYQ
TAFTPTKIVAKPKSTVGIGDTISSSAFIGEFSFTL

>2QZJA 136 XRAY 2.89 0.257 0.285 no Two—component response regulator <UNP Q180B0O CLOD6>
[CLOSTRIDIUM DIFFICILE]

MSLQTKILIIDGDKDNCQKLKGFLEEKGISIDLAYNCEEAIGKIFSNKYDLIFLETTLSD
GDGWTLCKKIRNVTTCPIVYMTYINEDQSILNALNSGGDDYLIKPLNLETLYAKVKATILR
RMNSYVNNEGHHHHHH

>3TUBA 210 XRAY 1.04 0.129 0.160 no Burkholderia Lethal Factor 1 (BLF1) <UNP Q63UP7_BURPS>
[BURKHOLDERTA PSEUDOMALLET ]

PNSLEAQIRQAMKTGSTLTIEFDQALNQKSPGTLNVFLHPANGGVRIDLDSGNQGEPAKI
LWLPWKQGELQTLQPGSISTVDMLFFTYYLSGCKVFAGDGGPVWHIDAPVEANQFWRRMS
SDEWMEDWEVGTDRQVAYLHRAGQSDSLWNLSAYLEGAAPSTYGRDNLGQAVVGGIVTGR
QQMSLYQYATTSSGSSAWSPLTYTLQQRKQ

>3LTJA 201 XRAY 1.80 0.177 0.227 no AlphaRep—4 <PDB 3LTJ> [SYNTHETIC]
MRGSHHHHHHTDPEKVEMY IKNLQDDSYYVRRAAAYALGKIGDERAVEPLIKALKDEDAW

VRRAAADALGQIGDERAVEPL IKALKDEDGWVRQSAAVALGQIGDERAVEPLIKALKDED
WEVRIAAAFALGEIGDERAVEPLIKALKDEDGWVRQSAADALGEIGGERVRAAMEKLAET
GTGFARKVAVNYLETHKSLIS

>2PONA 172 XRAY 1.41 0. 170 0. 203 no Hypothetical protein NMB1532 <UNP Q9JYL1 NEIMB> [NEISSERIA
MENINGITIDIS]

SNAMNPFETKSVTFAEPTEMLYACHGKVRRFCGQVAMLSDY TAENGCNQIVLQTIRQTAQ
YFNVAAPLHHEDEEENFFPLLLQYAPQAQESVDELLRQHIGLHDNWAAVSAEFAKLEADN
AYVPDEEAFKRFVAGYDVHLATEEPLFDMGNTFIPKEKLTEIGEIMAARRRK

>3LLOA 143 XRAY 1.57 0.156 0. 196 no Prestin <UNP S26A5 RAT> [RATTUS NORVEGICUS]
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SPSYTVLGQLPDTDVYIDIDAYEEVKEIPGIKIFQINAPIYYANSDLYSSALKRKTGVNG
SENTHTVILDFTQVNFMDSVGVKTLAGIVKEYGDVGIYVYLAGCSAQVVNDLTSNRFFEN
PALKELLFHSTHDAVLGSQVREA

>1V6TA 255 XRAY 1. 70 0. 202 0. 227 no Hypothetical UPF0271 protein PHO986 <UNP Y986_PYRHO>

[PYROCOCCUS HORTKOSHIT]

MRVDLNSDLGESFGRYKLGLDEEVMKY I TSANVACGWHAGDPLVMRKTVRLAKENDVQVG
AHPGYPDLMGFGRRYMKLTPEEARNY ILYQVGALYAFAKAEGLELQHVKPHGALYNAMVK
EEDLARAVIEGILDFDKDLILVTLSNSRVADIAEEMGLKVAHEVFADRAYNPDGTLVPRG
RPGAVIEDKEETAERVISMVKDGGIRAINGEWVDLKVDTICVHGDNPKAVEITSYIRKVL

EEEGVKIVPMKEFIR
>3NOWA 810 XRAY 2.99 0.202 0. 235 no UNC-45 protein, SD10334p
MELANOGASTER]

NAKTSTKVKQMMDLTFDLATPIDKRRAAANNLVVLAKEQTGAELLYKDHCIAKVASLTKV
EKDQDIYVNMVHLVAALCENSVERTKGVLTELGVPWFMRVLDQKHENCVSTAQFCLQTIL
NALSGLKNKPDSKPDKELCTRNNREIDTLLTCLVYSITDRTISGAARDGVIELITRNVHY
TALEWAERLVEIRGLCRLLDVCSELEDYKYESAMDITGSSSTIASVCLARIYENMYYDEA
KARFTDQIDEYIKDKLLAPDMESKVRVTVAITALLNGPLDVGNQVVAREGILQMILAMAT
TDDELQQRVACECLIAASSKKDKAKALCEQGVDILKRLYHSKNDGIRVRALVGLCKLGSY
GGQDAATRPFGDGAALKLAEACRRFLIKPGKDKDIRRWAADGLAYLTLDAECKEKLIEDK
ASTHALMDLARGGNQSCLYGVVTTFVNLCNAYEKQEMLPEMIELAKFAKQHIPEEHELDD
VDFINKRITVLANEGITTALCALAKTESHNSQELIARVLNAVCGLKELRGKVVQEGGVKA
LLRMALEGTEKGKRHATQALARIGITINPEVSFSGQRSLDVIRPLLNLLQQDCTALENFE
SLMALTNLASMNESVRQRIIKEQGVSKIEYYLMEDHLYLTRAAAQCLCNLVMSEDV IKMF
EGNNDRVKFLALLCEDEDEETATACAGALATITSVSVKCCEKILATASWLDILHTLTANP
SPAVQHRGIVITLNMINAGEETAKKLFETDIMELLSGLGQLPDDTRAKAREVATQCLAAA
ERYRITERSDNAETPDVFAENSKISEIIDD

<UNP Q960B1_DROME> [DROSOPHTLA

>2P38A 166 XRAY 1.80 0.210 0.257 no Protein involved in ribosomal biogenesis <UNP

Q9V219 PYRAB> [PYROCOCCUS ABYSSI]
MSGELRVRRASSWELDLILKEAEKYGELLHEFFCVVEGKYRDVYAVNEEVWKI TEDINMR
PYSLGTEFVGTIRVDENLVEKFYPNLEFFSLIKLEKNYVILGPKASFLFTTGKDAPKEAVR
EIKWQGSKRVVVLNDLGDI IGIGLINPKSDRRF IKNLKDVGEFLRR

>4BWZA 394 XRAY 2.98 0.224 0.248 no NA(+)/H(+) ANTIPORTER <UNP Q72IM4_THET2> [THERMUS

THERMOPHILUS]]
MHGAEHLLETFYLLLAAQVCAFIFKRLNQPVVIGEVLAGVLVGPALLGLVHEGEILEFLA

ELGAVFLLFMVGLETRLKDILAVGKEAFLVAVLGVALPFLGGYLYGLEIGFETLPALFLG
TALVATSVGITARVLQELGVLSRPYSRITLGAAVIDDVLGLIVLACVNGVAETGQVEVGA
ITRLIVLSVVFVGLAVFLSTLIARLPLERLPVGSPLGFALALGVGMAALAASIGLAPIVG
AFLGGMLLSEVREKYRLEEPIFATESFLAPIFFAMVGVRLELSALASPVVLVAGTVVTVI
ATLGKVLGGFLGALTQGVRSALTVGCGMAPRGEVGLIVAALGLKAGAVNEEEYATIVLEMV
VFTTLFAPFALKPLTAWTERERAAKEGSENLYFQ

>4HTYA 359 XRAY 2.00 0. 155 0. 169 no Cellulase <UNP T6PLH5 9BACT> [UNCULTURED BACTERIUM]

MGSSHHHHHHSSGLVPRGSHMDNAWETTSGWWNASD IPAFDKSKITRQLPLIKVEGNREV
DEQGKTIVFRGVNISDPDKIDKDKRFSKKHFEV TRSWGANVVRVPVHPRAWKERGVKGYL
ELLDQVVAWNNELGIYTILDWHSIGNLKSEMFQNNSYHTTKGETFDFWRRVSERYNGINS
VAFYETFNEPTVENGRLGIATWAEWKAINEEATITIIQAHNPKATALVAGFNWAYDLKEAA
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ANPIDRQNTAYVSHPYPQKVGAPYQANWERDFGFMADKYPVFATEIGYQRATDKGAHIPY
IDDGSYGPRITDYFNSKGISWVAWVEDPDWSPQLFTDYQTYTPTMQGEHFRKVMLQDNK

>1FLOA 422 XRAY 2.65 0.254 0.297 no FLP RECOMBINASE <UNP FLP_YEAST> [SACCHAROMYCES CEREVISTAE]
PQFDILCKTPPKVLVRQFVERFERPSGEK TALCAAELTYLCWMITHNGTAIKRATEMSYN

TITSNSLSFDIVNKSLQFKYKTQKATILEASLKKLIPAWEFTIIPYYGQKHQSDITDIVS
SLQLQFESSEEADKGNSHSKKMLKALLSEGES IWETITEKTLNSFEYTSRFTKTKTLYQFL
FLATFINCGRFSDIKNVDPKSFKLVQNKYLGVIIQCLVTETKTSVSRHIYFFSARGRIDP
LVYLDEFLRNSEPVLKRVNRTGNSSSNKQEYQLLKDNLVRSYNKALKKNAPYSTFATIKNG
PKSHIGRHLMTSFLSMKGLTELTNVVGNWSDKRASAVARTTYTHQITATPDHYFALVSRY
YAYDPTSKEMTALKDETNPTEEWQHTEQLKGSAEGSTRYPAWNGI TSQEVLDYLSSYTNR
RI
>3QRLA 140 XRAY 1.70 0.190 0.235 no Transcription initiation factor TFIID subunit 14 <UNP
TAF14 YEAST> [SACCHAROMYCES CEREVISIAE]
GSHMVATVKRTIRIKTQQHILPEVPPVENFPVRQWSTETVLLDDEGKETPATIFDKVIYH
LHPTFANPNRTFTDPPFRIEEQGWGGFPLDISVFLLEKAGERK TPHDLNFLQESYEVEHV
TQTPLNKPLLTEELAKSGST
>4TABA 142 XRAY 1.66 0.164 0. 184 no hypothetical protein <UNP A7V626 BACUN> [BACTEROIDES
UNTFORMIS]
GQESAEFRPAELAGIWQLCHYVSETPDVPGILKPSNTFKVLSDDGRIVNFTMIPGKDATT
TGYGTYQQLTDNSYKES TEKNTHLPMLDHKDNILEFETIGDDGVMYLKYFTAKDLNGNELN
TWFHETWKRVGMPAKFPEDLVR
>3B79A 129 XRAY 1. 37 0. 158 0. 182 no Toxin secretion ATP-binding protein <UNP Q87FE3 VIBPA> [VIBRIO
PARAHAEMOLYTICUS RIMD 2210633]
SNAMKDPLLNSLIYVSRYYGLANSPEALVNGLPLSDGKLTPFLLPRAAERAGLVAKENRA
ELEKISSLILPATLVLKGGDSCVLNSINMETREAEVTTLESGMVPISTPLEDLLEQYTGR
YFLVKKQFR
>1LFWA 470 XRAY 1.80 0. 174 NA no pepV <UNP PEPV_LACDL> [LACTOBACILLUS DELBRUECKIT]
MDLNFKELAEAKKDATLKDLEELTATDSSEDLENATEEYPVGKGPVDAMTKFLSFAKRDG
FDTENFANYAGRVNFGAGDKRLGI IGHMDVVPAGEGWTRDPFKMEIDEEGR T YGRGSADD
KGPSLTAYYGMLLLKEAGFKPKKKIDFVLGTNEETNWVGIDYYLKHEPTPDIVFSPDAEY
PIINGEQGIFTLEFSFKNDDTKGDYVLDKFKAGIATNVTPQVTRATISGPDLEAVKLAYE
SFLADKELDGSFEINDESADIVLIGQGAHASAPQVGKNSATFLALFLDQYAFAGRDKNFL
HFLAEVEHEDFYGKKLGIFHHDDLMGDLASSPSMFDYEHAGKASLLNNVRYPQGTDPDTM
TKQVLDKFSGILDVTYNGFEEPHYVPGSDPMVQTLLKVYEKQTGKPGHEVVIGGGTYGRL
FERGVAFGAQPENGPMVMHAANEFMMLDDLILSTATYAEATYELTKDEEL
>3GWCA 258 XRAY 1.90 0. 189 0.229 no Thymidylate synthase thyX <UNP THYX_MYCTU>
[MYCOBACTERIUM TUBERCULOSIS]
MAETAPLRVQLTAKTDFLAPPDVPWTTDADGGPALVEFAGRACYQSWSKPNPKTATNAGY
LRHIIDVGHFSVLEHASVSFY ITGISRSCTHEL IRHRHFSYSQLSQRYVPEKDSRVVVPP
GMEDDADLRHILTEAADAARATYSELLAKLEAKFADQPNATLRRKQARQAARAVLPNATE
TRIVVTGNYRAWRHF TAMRASEHADVETRRLATECLRQLAAVAPAVFADFEVTTLADGTE
VATSPLATEALEHHHHHH
>1A0CA 175 XRAY 2.00 0.191 0.282 no COAGULOGEN <UNP COAG TACTR> [TACHYPLEUS TRIDENTATUS]
ADTNAPICLCDEPGVLGRTQIVTTEIKDKIEKAVEAVAQESGVSGRGFSIFSHHPVFREC
GKYECRTVRPEHSRCYNFPPFTHFKSECPVSTRDCEPVFGYTVAGEFRVIVQAPRAGFRQ
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CVWQHKCRFGSNSCGYNGRCTQQRSVVRLVTYNLEKDGFLCESFRTCCGCPCRSF

>27FYA 234 XRAY 1.69 0.195 0.239 no Ubiquitin thioesterase OTUB1 <UNP OTUB1 HUMAN> [HOMO
SAPIENS]

GSETAVQNPLVSERLELSVLYKEYAEDDNTYQQKTKDLHKKYSY TRKTRPDGNCFYRAFG
FSHLEALLDDSKELQRFKAVSAKSKEDLVSQGFTEFTITEDFHNTFMDLIEQVEKQTSVAD
LLASFNDQSTSDYLVVYLRLLTSGYLQRESKFFEHF IEGGRTVKEFCQQEVEPMCKESDH
THITALAQALSVSIQVEYMDRGEGGTTNPHIFPEGSEPKVYLLYRPGHYDILYK

>1VKMA 297 XRAY 1.90 0. 156 0.200 no conserved hypothetical protein TM1464 <UNP Q9X1H5 THEMA>
[ THERMOTOGA MARTTIMA]

MGSDKITHHHHHHVI IESRIEKGKPVVGMETTVFVHGLPRKEAIELFRRAKETSREKGFQL
AVIGILKGKIVAGMSEEELEAMMREGADKVGTREIPTVVAEGKNAATTVSATIFLSRRIG
TEVVVTGGTGGVHPGRVDVSQDLTEMSSSRAVLVSSGIKSILDVEATFEMLETLETPLVG
FRTNEFPLFFSRKSGRRVPRIENVEEVLKIYESMKEMELEKTLMVLNPVPEEYETIPHDEL
ERLLEKIELEVEGKEVTPFLLKKLVEMTNGRTLKANLALLEENVKLAGETAVKLKRS

>2DBSA 90 XRAY 2. 10 0.256 0.271 no hypothetical protein TTHC002 <UNP Q5SGN2_THET8> [THERMUS
THERMOPHILUS ]

MVNPAERLAELDGVLMQYLLEADLLRELPPTYRLVLLPLDEPEVAAQALAWAMEAPNPEG
WPSVYALFLQGRPIRLLLLGKEVEVAPRAA

>20CGA 254 XRAY 1.75 0.182 0.201 no Valacyclovir hydrolase <UNP BPHL_HUMAN> [HOMO SAPTENS]
SVTSAKVAVNGVQLHYQQTGEGDHAVLLLPGMLGSGETDFGPQLKNLNKKLFTVVAWDPR
GYGHSRPPDRDFPADFFERDAKDAVDLMKALKFKKVSLLGWSDGGITALTAAAKYPSYTH
KMVIWGANAYVTDEDSMIYEGIRDVSKWSERTRKPLEALYGYDYFARTCEKWVDGIRQFK
HLPDGNICRHLLPRVQCPALTVHGEKDPLVPRFHADF THKHVKGSRLHLMPEGKHNLHLR

FADEFNKLAEDFLQ

>20DVA 235 XRAY 2.05 0.212 0.256 no Plectin 1 <UNP Q6S383 HUMAN> [HOMO SAPIENS]
GSHMRANELQLRWQEYRELVLLLLQWMRHHTAAFEERRFPSSFEEIETLWSQFLKFKEME
LPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKLHVAILEREKQLRSEF
ERLEALQRIVTKLOMEAGLAEEQLNQADALLQSDVRLLAAGKVPQRAGEVERDLDKADSM
TRLLFNDVQTLKDGRHPQGEQMYRRVYRLHKRLVATRTEYNLRLKAGVAAPATQV

>4HI8B 72 XRAY 1.20 0. 145 0. 168 no LIM and senescent cell antigen—like—containing domain protein
1 <UNP LIMS1 HUMAN> [HOMO SAPIENS]
SENLYFQGSASATCERCKGGFAPAEKIVNSNGELYHEQCFVCAQCFQQFPEGLFYEFEGR

KYCEHDFQMLFA

>3MTOA 290 XRAY 1.58 0.178 0.204 no uncharacterized protein PA1789 <UNP Q912V3_PSEAE>

[PSEUDOMONAS AERUGINOSA]
SNAMQATRSILVVIEPDQLEGLALKRAQLIAGVTQSHLHLLVCEKRRDHSAALNDLAQEL

REEGYSVSTNQAWKDSLHQT I TAEQQAEGCGLI IKQHFPDNPLKKAILTPDDWKLLRFAP
CPVLMTKTARPWTGGKILAAVDVGNNDGEHRSLHAGI TSHAYDTAGLAKATLHVISAHPS
PMLSSADPTFQLSETIEARYREACRTFQAEYGFSDEQLHIEEGPADVLIPRTAQKLDAVV
TVIGTVARTGLSGALIGNTAEVVLDTLESDVLVLKPDDI TAHLEELASKE

>3RF3A 258 XRAY 1.61 0. 184 0. 195 no Vinculin <UNP VINC HUMAN> [HOMO SAPTENS]
MPVFHTRTIESTLEPVAQQISHLVIMHEEGEVDGKATPDLTAPVAAVQAAVSNLVRVGKE
TVQTTEDQILKRDMPPAFTIKVENACTKLVQAAQMLQSDPYSVPARDYLIDGSRGILSGTS
DLLLTFDEAEVRKIIRVCKGILEYLTVAEVVETMEDLVTYTKNLGPGMTKMAKMIDERQQ
ELTHQEHRVMLVNSMNTVKELLPVLISAMKIFVTTKNSKNQGIEEALKNRNFTVEKMSAE
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INETTRVLQLTSWDEDAW

>3NYMA 128 XRAY 1.90 0.174 0.208 no uncharacterized protein <UNP Q9JS17 NEIMB> [NEISSERIA
MENINGITIDIS SEROGROUP B]

SNAMETLNDIKKILINVGLYQGFDLTDPKVSEEVNHETANMKWIKDY TSDGNWDNEFKED
LKNFLDYMEVCQLALNDKNFKTASNSLEMAMIYAGNLSLIFDSIKTDISTLLSAEYKKNS

FSWPSLDE

>3JUBA 490 XRAY 1.82 0. 160 0. 196 no Succinylglutamic semialdehyde dehydrogenase <UNP ASTD PSEAE>
[PSEUDOMONAS AERUGINOSA]

SNAMMSTHY TAGQWLAGQGETLESLDPVGQGVVWSGRGADATQVDAAVCAAREAFPAWAR
RPLEQRIELLERFAATLKSRADELARVIGEETGKPLWESATEVTSMVNKVAISVQAFRER
TGEKSGPLADATAVLRHKPHGVVAVEGPYNFPGHLPNGHIVPALLAGNCVVFKPSELTPK
VAELTLKAWIQAGLPAGVLNLVQGGRETGVALAAHRGLDGLFFTGSSRTGNLLHSQFGGQ
PQKILALEMGGNNPLVVEEVADLDAAVYTITQSAFISAGQRCTCARRLLVPQGAWGDALL
ARLVAVSATLRVGRFDEQPAPFMGAVISLSAAEHLLKAQEHLIGKGAQPLLAMTQPIDGA
ALLTPGILDVSAVAERPDEEFFGPLLQVIRYSDFAAATREANATQYGLAAGLLSDSRERF
EQFLVESRAGIVNWNKQLTGAASSAPFGGIGASGNHRPSAYYAADYCAYPVASLESPSVS
LPATLTPGIS

>2HLYA 207 XRAY 1.60 0.174 0.214 no Hypothetical protein Atu2299 <UNP Q8UD29 AGRT5>
[AGROBACTERIUM TUMEFACIENS STR. ]

GYFEGMLIKQTDYFRIYRVINSLLISQNADPASASMYFSTFGAFILQQHYKVKAVPKGGL
AAYNLGGTVLLFADHREDGYVTGAGENFHCWVEADGWAIDFMAPAFSEGTDALAVPAKMF
QRPLSAMAASINDLGQSGDFFYRSEPEATARRFADWHKQAMIGDMASVAANWEFRKSPKQM
AASLSVTDRDGKARTVPLTGEMLTGAW

>1KWGA 645 XRAY 1.60 0.168 0. 184 no BETA-GALACTOSIDASE <UNP 069315 9DEIN> [THERMUS
THERMOPHILUS]]

MLGVCYYPEHWPKERWKEDARRMREAGLSHVRIGEFAWALLEPEPGRLEWGWLDEATATL
AAEGLKVVLGTPTATPPKWLVDRYPEILPVDREGRRRRFGGRRHYCFSSPVYREEARRIV
TLLAERYGGLEAVAGFQTDNEYGCHDTVRCYCPRCQEAFRGWLEARYGT IEALNEAWGTA

FWSQRYRSFAEVELPHLTVAEPNPSHLLDYYRFASDQVRAFNRLQVEILRAHAPGKFVTH
NFMGFFTDLDAFALAQDLDFASWDSYPLGFTDLMPLPPEEKLRYARTGHPDVAAFHHDLY
RGVGRGREWVMEQQPGPVNWAPHNPSPAPGMVRLWTWEALAHGAEVVSYFRWRQAPFAQE
QMHAGLHRPDSAPDQGFFEAKRVAEELAALALPPVAQAPVALVFDYEAAWIYEVQPQGAE
WSYLGLVYLFYSALRRLGLDVDVVPPGASLRGYAFAVVPSLPIVREEALEAFREAEGPVL
FGPRSGSKTETFQIPKELPPGPLQALLPLKVVRVESLPPGLLEVAEGALGRFPLGLWREW
VEAPLKPLLTFQDGKGALYREGRYLYLAAWPSPELAGRLLSALAAEAGLKVLSLPEGLRL
RRRGTWVFAFNYGPEAVEAPASEGARFLLGSRRVGPYDLAVWEEA

>2B4HA 254 XRAY 1. 60 0. 204 0. 225 no Outer capsid protein VP4 <UNP Q91HI9 ROTRH> [RHESUS ROTAVIRUS]
MGSSHHHHHHSSGLVPRGSHMRAQANEDIVVSKTSLWKEMQYNRDIT IRFKFASSIVKSG
GLGYKWSEISFKPANYQYTYTRDGEEVTAHTTCSVNGMNDENFNGGSLPTDFVISRYEVI
KENSYVYVDYWDDSQAFRNMVYVRSLAANLNSVICTGGDYSFALPVGQWPVMTGGAVSLH
SAGVTLSTQFTDFVSLNSLRFRFRLTVEEPSFSITRTRVSRLYGLPAANPNNGKEYYEVA

GRFSLISLVPSNDD

>4GOAA 317 XRAY 2.10 0.175 0.205 no Non—structural protein 2 <UNP NSP2 ROTSR> [SIMIAN 11
ROTAVIRUS]

MAELACFCYPHLENDSYKF IPFNNLATKAMLTAKVDKKDMDKFYDSITYGIAPPPQFKKR
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YNTNDNSRGMNFET IMFTKVAMLICEALNSLKVTQANVSNVLSRVVSTRHLENLVIRKEN
PQDILFHSKDLLLKSTLTATGQSKETETTITAEGGETVFQNAAFTMWKLTYLEHQLMPIL
DQNFIEYKVTLNEDKPISDVHVKELVAELRWQYNKFAVITHGKGHYRIVKYSSVANHADR
VYATFKSNVKTGVNNDENLLDQRT TWQNWYAFTSSMKQGNTLDVCKRLLFQKMKPEKNPF
KGLSTDRKMDEVSQVGV

>2XZEA 146 XRAY 1.75 0.193 0.227 no STAM-BINDING PROTEIN <UNP STABP_HUMAN> [HOMO SAPTENS]
MSDHGDVSLPPEDRVRALSQLGSAVEVNEDTPPRRYFRSGVET TRMASTYSEEGNTEHAF

TLYNKYITLFIEKLPKHRDYKSAVIPEKKDTVKKLKE I AFPKAEELKAELLKRYTKEYTE

YNEEKKKEAEELARNMATQQELEKEK

>3AJIB 83 XRAY 2.05 0. 171 0. 229 no Proteasome (Prosome, macropain) 26S subunit, ATPase, 4 <UNP
Q6ZWN9_MOUSE> [MUS MUSCULUS]

MDRRQKRLIFSTITSKMNLSEEVDLEDYVARPDKISGADINSICQESGMLAVRENRY TVL

AKDFEKAYKTVIKKDEQEHEFYK

>3LARA 170 XRAY 1.45 0. 158 0. 168 no Minor allergen Can f 2 <UNP ALL2 CANFA> [CANIS FAMILIARIS]
MEGNHEEPQGGLEELSGRWHSVALASNKSDL IKPWGHFRVFTHSMSAKDGNLHGDILIPQ

DGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHILM
VRDLSRQQDFLPAFESVCEDTGLHKDQIVVLSDDDRCQGSRDLEHHHHHH

>3PIUA 436 XRAY 1.35 0.149 0. 171 no 1-aminocyclopropane—1—carboxylate synthase <UNP 1A1C_MALDO>
[MALUS DOMESTICA]

MRMLSRNATFNSHGQDSSYFLGWQEYEKNPYHEVHNTNG I TQMGLAENQLCFDLLESWLA

KNPEAAAFKKNGES TFAELALFQDYHGLPAFKKAMVDFMAETRGNKVTFDPNHLVLTAGA
TSANETFIFCLADPGEAVLIPTPYYPGFDRDLKWRTGVETVPTHCTSSNGFQITETALEE
AYQEAEKRNLRVKGVLVTNPSNPLGTTMTRNELYLLLSFVEDKGIHLISDETYSGTAFSS
PSFISVMEVLKDRNCDENSEVWQRVHVVYSLSKKDLGLPGFRVGATYSNDDMVVAAATKM

SSFGLVSSQTQHLLSAMLSDKKLTKNY TAENHKRLKQRQKKLVSGLQKSGISCLNGNAGL
FCWVDMRHLLRSNTFEAEMELWKKIVYEVHLNISPGSSCHCTEPGWFRVCFANLPERTLD

LAMQRLKAFVGEYYNV

>20Z4A 265 XRAY 2.70 0.209 0.253 no Intercellular adhesion molecule 1 <UNP Q5NKV7 HUMAN> [HOMO
SAPTENS]

VLPATPPQLVSPRVLEVDTQGTVVCSLDGLFPVSEAQVHLALGDQRLNPTVTYGNDSFSA
KASVSVTAEDEGTQRLTCAVILGNQSQETLQTVTIYSFPAPNVILTKPEVSEGTEVTVKC
EAHPRAKVTLNGVPAQPLGPRAQLLLKATPEDNGRSFSCSATLEVAGQLTHKNQTRELRV
LYGPRLDERDCPGNWTWPENSQQTPMCQAWGNPLPELKCLKDGTFPLPIGESVTVTRDLE

GTYLCRARSTQGEVTREVTVNVLSP

>3MDPA 142 XRAY 1.90 0.183 0.227 no Cyclic nucleotide-binding domain (CNMP-BD) protein <UNP
Q39VF8 GEOMG> [GEOBACTER METALLIREDUCENS]
GMISPERLRVYRFFASLTDEQLKDIALISEEKSFPTGSVIFKENSKADNLMLLLEGGVEL
FYSNGGAGSAANSTVCSVVPGATFGVSSLIKPYHYTSSARATKPVRVVDINGARLREMSE

NNQALGQVLMNNVAAAVLARLH

>1BILA 120 XRAY 2.90 0.188 0.259 no EPIMERASE <UNP FOLX ECOLI> [ESCHERICHIA COLI]
MAQPAATIRTKNLRLRTFIGIKEEEINNRQDIVINVTIHYPADKARTSEDINDALNYRTV
TKNTTQHVENNRFSLLEKLTQDVLDTAREHHWVTYAEVEIDKLHALRYADSVSMTLSWQR

>4HH3C 240 XRAY 1.75 0.171 0.198 no AppA protein <UNP Q53119 RHOSH> [RHODOBACTER SPHAEROIDES]

VEADTFALYALTEAQAGRSGRAKAVARLSDLLSTDPLGRLTEVEELLRAHAPTAADFARL
FEACAERLTRALAEDRISRMQVTLAYSALQMALRRIHHLPDPQKSVGAVLVAGVPGHKPI
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LEAALAAEMLRAVGWSTSVVHPESVAALAARLKTSRTSTLVVAPSLLEGTEQEADTLRFV
SALRARTDLPGLSITLVGGRLAQLPPSKLKDSGADAGFAHLALLPAALARVASSAHHHHHH

>3I6EA 385 XRAY 1.70 0.236 0.263 no Muconate cycloisomerase I <UNP Q5LM96 SILPO> [RUEGERIA
POMEROYT ]

MSLGDLEQKI IAMDLWHLALPVVSARDHGIGRVEGSCEIVVLRLVAEGGAEGFGEASPWA
VFTGTPEASYAALDRYLRPLVIGRRVGDRVAIMDEAARAVAHCTEAKAALDSALLDLAGR
ISNLPVWALLGGKCRDTIPLSCSIANPDFDADIALMERLRADGVGLIKLKTGFRDHAFDI
MRLELTARDFPEFRVRVDYNQGLEIDEAVPRVLDVAQFQPDFIEQPVRAHHFELMARLRG
LTDVPLLADESVYGPEDMVRAAHEGICDGVSIKIMKSGGLTRAQTVARTAAAHGLMAYGG
DMFEAGLAHLAGTHMIAATPEITLGCEFYQASYFLNEDILETPFRVEAGQVIVPDGPGLG
ARADPEKLEHYAVRRSGEGHHHHHH

>3TRTA 77 XRAY 2.30 0.234 0.298 no Vimentin <UNP VIME HUMAN> [HOMO SAPIENS]
GGSKPDCTAAMRDVRQQYESVAAKNLQEAEEWYKSKFADLSEAANRNNDALRQAKQESTE
YRRQVQSLTMEVDALKG

>1GHEA 177 XRAY 1.55 0. 209 0. 230 no ACETYLTRANSFERASE <UNP TTR_PSESZ> [PSEUDOMONAS SYRINGAE
PV. TABACI]

MNHAQLRRVTAESFAHYRHGLAQLLFETVHGGASVGFMADLDMQQAYAWCDGLKADTAAG
SLLLWVVAEDDNVLASAQLSLCQKPNGLNRAEVQKLMVLPSARGRGLGRQLMDEVEQVAV
KHKRGLLHLDTEAGSVAEAFYSALAYTRVGELPGYCATPDGRLHPTAIYFKTLGQPT

>1QFOA 119 XRAY 1.85 0.200 0.234 no STALOADHESIN <PIR S50065> [MUS MUSCULUS]
TWGVSSPKNVQGLSGSCLLIPCIFSYPADVPVSNGITAIWYYDYSGKRQVVIHSGDPKLV
DKRFRGRAELMGNMDHKVCNLLLKDLKPEDSGTYNFRFEISDSNRWLDVKGTTVTVTTD

>3QVAA 116 XRAY 1. 75 0. 200 0. 223 no Transthyretin—like protein <UNP A6T926 KLEP7> [KLEBSIELLA
PNEUMONTAE SUBSP. PNEUMONIAE]
ENLYFQGHMSTLSTHILDISTGTPAEGVTVSLSREGETLANLVTNAQGRIATFSAAPLPA
GRYCLTAETGAWFARAGRESVFTRAQIDFVIGEAAEDHFHLPFLTAPGGWSTYRGS

>2RAAA 204 XRAY 2. 12 0.217 0. 251 no Pyruvate synthase subunit porC <UNP PORC THEMA>
[THERMOTOGA MARITIMA MSB8] MGSDKIHHHHHHMPVAKKYFEIRWHGRAGQGAKSASQMLAEAALEAGKYVQAFPEYGAER
TGAPMRAFNRIGDEY ITRVRSAVENPDVVVVIDETLLSPATVEGLSEDGILLVNTVKDFEF
VRKKTGFNGKTICVVDATDTALQETKRGIPNTPMLGALVRVTGIVPLEATEKRTEKMFGKK

FPQEVIDANKRALRRGYEEVKCSE

>IWE30 100 XRAY 2.80 0.239 0.279 no cpnl0(GroES) <UNP CH10 THET2> [THERMUS THERMOPHILUS]
AAEVKTVIKPLGDRVVVKRIEEEPKTKGGIVLPDTAKEKPQKGKVIAVGTGRVLENGQRV
PLEVKEGDIVVFAKYGGTETEIDGEEYVILSERDLLAVLQ

>3K3VA 100 XRAY 1. 80 0. 208 0. 224 no Protein SMY2 <UNP SMY2 YEAST> [SACCHAROMYCES CEREVISIAE]
GSNGMSQLPAPVSVESSWRY IDTQGQIHGPFTTQMMSQWY IGGYFASTLQISRLGSTPET
LGINDIFITLGELMTKLEKYDTDPFTTFDKLHVQTTSSDS

>3S6MA 167 XRAY 1.65 0. 148 0. 183 no Peptidyl-prolyl cis—trans isomerase <UNP Q3JQT3 BURP1>
[BURKHOLDERIA PSEUDOMALLET ]
GPGSMVELHTNHGVIKLELDEAKAPKTVENFLNYVKKGHYDGT IFHRV INGFMIQGGGFE
PGLKQKPTDAPTANEANNGLKNDTYTTIAMARTNDPHSATAQFF INVNDNEFLNHSSPTPQ
GWGYAVFGKVVEGQDIVDKTKAVKTGSKGFHQDVPNDDVVIEKAVVV

>4F8LA 145 XRAY 1.50 0.141 0.182 no pH 6 antigen <UNP PSAA YERPE> [YERSINIA PESTIS]
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MNTFHVDFAPNTGEIFAGKQPGDVTMETLTMGDTAPHGGWRL IPTGDSKGGYMISADGDY

VGLYSYMMSWVGIDNNWY INDDSPKDIKDHLYVKAGTVLKPTTYKFTGRVEEYVFDNKQS

TVINSKDVSGEVTVKQGLEHHHHHH

>3TUOA 122 XRAY 1.60 0.190 0.221 no ATP-dependent DNA helicase RecQ <UNP Q7MX11_PORGI>
[PORPHYROMONAS GINGIVALIS] ENEIERPEDMRVRTLANKSKMKVSIVQQIDRKVALDDIAVSHGLDFPELLSEVETIVYSG
TRINIDYFINEVMDEDHLEDIFEYFKESTTDSLEEAMQELGKDYSEEEIRLVRIKFLSEM

AN

>1YQSA 349 XRAY 1.05 0.114 0. 136 no D-alanyl-D-alanine carboxypeptidase <UNP DAC STRSR>
[STREPTOMYCES SP. ]

ADLPAPDDTGLQAVLHTALSQGAPGAMVRVDDNGT IHQLSEGVADRATGRAITTTDRFRV
GSVTKSFSAVVLLQLVDEGKLDLDASVNTYLPGLLPDDRITVRQVMSHRSGLYDYTNDMF
AQTVPGFESVRNKVFSYQDLITLSLKHGVTNAPGAAYSYSNTNFVVAGML TEKLTGHSVA

TEYQNRIFTPLNLTDTFYVHPDTV IPGTHANGYLTPDEAGGALVDSTEQTVSWAQSAGAV
ISSTQDLDTFFSALMSGQLMSAAQLAQMQQWTTVNSTQGYGLGLRRRDLSCGISVYGHTG
TVQGYYTYAFASKDGKRSVTALANTSNNVNVLNTMARTLESAFCGKPTT

>1J1TA 296 XRAY 1.86 0.217 0.248 no meta cleavage compound hydrolase <UNP Q84113 9BURK>
[ JANTHINOBACTERIUM]

MLNKAEQISEKSERAYVERFVNAGGVETRYLEAGKGQPVILITHGGGAGAESEGNWRNVIP
TLARHYRVIAMDMLGFGKTAKPDIEYTQDRRTRHLHDF ITKAMNFDGKVSTVGNSMGGATG
LGVSVLHSELVNALVLMGSAGLVVETHEDLRPTINYDFTREGMVHLVKALTNDGFKIDDA
MINSRYTYATDEATRKAYVATMQWIREQGGLFYDPEF TRKVQVPTLVVQGKDDKVVPVET

AYKFLDLIDDSWGYI TPHCGHWAMTEHPEDFANATLSFLSLRVDITPAAAHHHHHH

>2A2FX 325 XRAY 2.50 0.243 0.276 no Exocyst complex component Seclb <UNP SEC15 DROME>
[DROSOPHILA MELANOGASTER]

MVNILWELLHNMRDHYNEVLLQRWVHVFRE ILDKEQFLPMVVQNTEEYECT TERFPFHSE
QLENAPFPKKFPFSRMVPEVYHQAKEFMYACMKFAEELTLSPNEVAAMVRKAANLLLTRS

FSGCLSVVFRQPSITLTQLIQI ITDTQYLEKAGPFLDEFVCHMTNTERSVSQTPSAMFHV
ARQDAEKQVGLRICSKIDEFFELSAYDWLLVEPPGIASAFTITDMISYLKSTFDSFAFKLP
HTAQAACRRTFEHTAEKTYSIMYDEDVKQISTGALTQINLDLMQCEFFAASEPVPGLKEG
ELSKYFLRNRQLLDLLILEHHHHHH

>2WEKA 341 XRAY 1.90 0. 168 0. 214 no ZINC-BINDING ALCOHOL DEHYDROGENASE DOMAIN- CONTAINING
PROTEIN 2 <UNP ZADH2 HUMAN> [HOMO SAPIENS]
SMMQKLVVTRLSPNFREAVTLSRDCPVPLPGDGDLLVRNRFVGVNASDINYSAGRYDPSV
KPPFDIGFEGIGEVVALGLSASARYTVGQAVAYMAPGSFAEYTVVPASTATPVPSVKPEY
LTLLVSGTTAYISLKELGGLSEGKKVLVTAAAGGTGQFAMQLSKKAKCHV IGTCSSDEKS
AFLKSLGCDRPINYKTEPVGTVLKQEYPEGVDVVYESVGGAMFDLAVDALATKGRLIVIG
FISGYQTPTGLSPVKAGTLPAKLLKKSASVQGFFLNHYLSKYQAAMSHLLEMCVSGDLVC
EVDLGDLSPEGRFTGLESTFRAVNYMYMGKNTGKIVVELPH

>4GMFA 372 XRAY 1.85 0.198 0. 242 no Yersiniabactin biosynthetic protein YbtU <UNP
A1JTGO_YERE8> [YERSINIA ENTEROCOLITICA SUBSP. ENTEROCOLITICA]
MPSASPKQRVLIVGAKFGEMYLNAFMQPPEGLELVGLLAQGSARSRELAHAFGTPLYTSP
EQITGMPDTACIVVRSTVAGGAGTQLARHFLARGVHVIQEHPLHPDDISSLQTLAQEQGC
CYWINTFYPHTRAGRTWLRDAQQLRRCLAKTPPVVHATTSRQLLYSTLDLLLLALGVDTA
AVECDVVGSFSDFHCLRLFWPEGEACLLLQRYLDPDDPDMHSLIMHRLLLGWPEGHLSLE
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ASYGPVIWSSSLFVADHQENAHSLYRRPEILRDPPGLTRSAAPLSWRDCCETVGPEGVSW
LLHQLRSHLAGEHPPVACQNVHQIALSRLWQQILRKTGNAETIRRLTPPHHDRLAGFYNDD

DKEALEHHHHHH

>2EDMA 161 XRAY 2. 20 0. 278 0. 278 no 22kDa structural protein VP22 <UNP Q9ICG6 WSSV> [SHRIMP
WHITE SPOT SYNDROME VIRUS]

SVVANYDQMMRVP IQRRAKVMS TRGERSYNTPLGKVAMKNGLSDKDMKDVSADLVISTVT
APRTDPAGTGAENSNMTLKILNNTGVDLLINDITVRPTVIAGNIKGNTMSNTYFSSKDIK
SSSSKITLIDVCSKFEDGAAFEATMNIGFTSKNVIDIKDET

>IH3FA 432 XRAY 2.00 0.234 0.261 no TYROSYL-TRNA SYNTHETASE <UNP SYY THETH> [THERMUS
THERMOPHILUS]

MAGTGHTPEEALALLKRGAEETVPEEELLAKLKEGRPLTVKLGADPTRPDLHLGHAVVLR
KMRQFQELGHKVVLIIGDFTGMIGDPSGRSKTRPPLTLEETRENAKTYVAQAGKILRQEP
HLFELRYNSEWLEGLTFKEVVRLTSLMTVAQMLEREDFKKRYEAGIPTSLHELLYPFAQA
YDSVATRADVEMGGTDQRFNLLVGREVQRAYGQSPQVCFLMPLLVGLDGREKMSKSLDNY
IGLTEPPEAMFKKLMRVPDPLLPSYFRLLTDLEEEEIEALLKAGPVPAHRVLARLLTAAY
ALPQIPPRIDRAFYESLGYAWEAFGRDKEAGPEEVRRAEARYDEVAKGGIPEETIPEVTIP
ASELKEGRIWVARLFTLAGLTPSNAEARRL IQNRGLRLDGEVLTDPMLQVDLSRPRILQR

GKDREVRVRLSD

>1YBKA 52 XRAY 1. 45 0. 211 0. 226 no tetrabrachion <UNP Q54436 STAMA> [STAPHYLOTHERMUS MARINUS ]
GSTINETADDIVYRLTVIIDDRYESLKNLITLRADRLEMIINDNVSTILASI

>2X4TA 114 XRAY 2. 20 0. 243 0. 277 no UNCHARACTERIZED PROTEIN 114 <UNP Y114 SIRV1> [SULFOLOBUS
ISLANDICUS RUDIVIRUS 1 VARIANT XX]
MNKVYLANAFSINMLTKFPTKVVIDKIDRLEFCENIDNEDIINSIGHDSTIQLINSLCGT
TFQKNRVETKLEKEDKLYVVQISQRLEEGKILTLEEILKLYESGKVQFFEIIVD

>2F5TX 233 XRAY 1.45 0. 164 0. 195 no archaeal transcriptional regulator TrmB <GB AAG45392>
[THERMOCOCCUS LITORALIS]

ATWRSRSFDEATEMFRESLYSAKNEVIVVTPSEFFETIREDLIKTLERGVTVSLYIDKIP
DLSEFKGKGNFFVRQFYKLNHL IGMTDGKEVVT IQNATFDSIGPPSFKSTYPETIFSQYS

LITEIFKESTLEKEI IGNPKDIRFFAMFHAVDFVKNHLKNRNIYAETTGKNLESGRLETL
TGRVVGYTLSLREAVNNIHLETENGVVKVGGMFAVIEDYESTEIKF IMGGSRS

>3FNIA 159 XRAY 2.30 0.212 0.252 no Putative diflavin flavoprotein A 3 <UNP DFA3_ANASP>
[NOSTOC SP. ]

TKAETSIGVFYVSEYGYSDRLAQATINGITKTGVGVDVVDLGAAVDLQELRELVGRCTGL
VIGMSPAASAASTQGALSTILGSVNEKQAVGIFETGGGDDEP IDPLLSKFRNLGLTTAFP
ATRIKQTPTENTYKLCEEAGTDLGQWVTRDRLEHHHHHH

>IWC2A 181 XRAY 1.20 0. 147 0.162 no ENDOGLUCANASE <UNP GUN MYTED> [MYTILUS EDULIS]
NQKCSGNPRRYNGKSCASTTNYHDSHKGACGCGPASGDAQFGWNAGSFVAAASQMYFDSG
NKGWCGQHCGQCIKLTTTGGYVPGQGGPVREGLSKTFEMITNLCPNTYPNQDWCNQGSQYG
GHNKYGYELHLDLENGRSQVTGMGWNNPET TWEVVNCDSEHNHDHRTPSNSMYGQCQCAH

Q

>3LOFA 162 XRAY 1.35 0.136 0.175 no C—phycocyanin alpha chain <UNP PHCA THEEB>

[ THERMOSYNECHOCOCCUS ELONGATUS]
MKTPITEATAAADTQGREFLSNTELQAVDGRFKRAVASMEAARALTNNAQSLIDGAAQAVY
QKFPYTTTMQGSQYASTPEGKAKCARDIGYYLRMVTYCLVAGGTGPMDEYLTAGLSEINS
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TFDLSPSWYTEALKY TKANHGLTGQAAVEANAYIDYATNALS

>4KQPA 232 XRAY 0. 95 0. 115 0. 120 no Glutamine ABC transporter permease and substrate binding
protein protein <UNP Q9CES5 LACLA> [LACTOCOCCUS LACTIS SUBSP. LACTIS]
GMATPKKDVYTTASDNSFAPFEFQNDDKQFTGIDVDLLNATAKNQGFKLKWNFTGFQAAV
DSVQSGHADGMMSGMSTTDARKQVEDYGSPYYSSNLTTATSSTDDSTKSWKDLKGKTLGA
KNGTASFDYLNAHAKEYGYTVKTFTDATTMYSSLNNGS INALMDDEPV IKYATKQGQKFA
TPTKPTPDGQYGFAVKKGSNPELTEMFNNGLANLRANGEYDKT IDKYLESDA

>2EB1A 200 XRAY 2. 00 0. 212 0. 234 no Endoribonuclease Dicer <UNP DICER HUMAN> [HOMO SAPTENS]
MNHLISGFENFEKKINYRFKNKAYLLQAFTHASYHYNTITDCYQRLEFLGDATLDYLITK
HLYEDPRQHSPGVLTDLRSALVNNTIFASLAVKYDYHKYFKAVSPELFHV IDDFVQFQLE
KNEMQGMDSELRRSEEDEEKEEDTEVPKAMGD IFESLAGATYMDSGMSLETVWQVYYPMM

RPLIEKFSANVPRSHHHHHH

>2JHPA 644 XRAY 2.50 0.229 0.289 no VP4 CORE PROTEIN <UNP VP4 BTV10> [BLUETONGUE VIRUS
10 (ISOLATE USA)]

MPEPHAVLYVTNELSHIVKDGFLP IWKLTGDESLNDLWLENGKYATDVYAYGDVSKWTIR

QLRGHGFIFISTHKNVQLADI IKTVDVRTPREVARSHDMKAFENETGRRR TRMRKGFGDA
LRNYAFKMATEFHGSEAETLNDANPRLHKITYGMPEIPPLYMEYAEIGTRFDDEPTDEKLV
SMLDYTVYSAEEVHYIGCGDLRTLMQFKKRSPGRFRRVLWHVYDPTAPECSDPNVIVHNT

MVDSKKD TLKHMNFLKRVERLF IWDVSSDRSQMNDHEWETTRFAEDRLGEETAYEMGGAF
SSALTKHRTPNSKDEYHCISTYLFPQPGADADMYELRNFMRLRGYSHVDRHMHPDASVTK
VVSRDVRKMVELYHGRDRGRFLKKRLFEHLHTVRKNGLLHESDEPRADLFYL TNRCNMGL
EPSTYEVMKKSVIATAWVGRAPLYDYDDFALPRSTVMLNGSYRDIRTLDGNGATLFLMWR
YPDIVKKDLTYDPAWAMNFAVSLKEPTPDPPVPDISLCRFIGLRVESSVLRVRNPTLHET
ADELKRMGLDLSGHLYVTLMSGAYVTDLEWWFKMILDWSAQNREQKLRDLKRSAAEVIEW

KEQMAERPWHVRNDL TAALREYKRKMGMREGAS IDSWLELLRHL

>IWURA 220 XRAY 1.82 0.206 0.237 no GTP cyclohydrolase I <UNP Q5SH52 THET8> [THERMUS
THERMOPHILUS]

MSPGPQSGGQERGSMERKMVELEDTGLTFATEVDLERLQALAAEWLQVIGEDPGREGLLK
TPERVAKAWAFLTRGYRQRLEEVVGGAVFPAEGSEMVVVKGVEFYSMCEHHLLPFFGKVH
IGYTPDGKILGLSKFARTVDMFARRLQVQERLAVQIAEATQEVLEPQGVGVVVEGVHLCM
MMRGVEKQHSRTVTSAMLGVFRENQKTREEFLSHLRDGTA

>3TBIA 115 XRAY 3. 00 0. 253 0. 295 no RNA polymerase—associated protein Gp33 <UNP VG33 BPT4>
[ENTEROBACTERIA PHAGE T4]

GPHMTQFSLNDIRPVDETGLSEKELSTKKEKDE TAKLLDRQENGF I TEKMVEEFGMSYLE

ATTAFLEENSTPETQFAKFTPSGI TEKTQSEATDENLLRPSVVRCEKTNTLDFLL

>2RDMA 132 XRAY 1. 76 0. 189 0. 220 no Response regulator receiver protein <UNP A6UIY7 9RHIZ>
[SINORHIZOBIUM MEDICAE]

MSLEAVTILLADDEATLLLDFESTLTDAGFLVTAVSSGAKATEMLKSGAATDGVVTDIRF

CQPPDGWQVARVARETDPNMPTVY ISGHAALEWASNGVPDSTILEKPFTSAQLITAVSQL

LNAREGHHHHHH

>3M7KA 142 XRAY 1.92 0.173 0. 201 no restriction endonuclease Pacl <PDB 3M7K> [PSEUDOMONAS
ALCALIGENES]

MTQCPRCQRNLAADEFYAGSSKMCKGCMTWQNLSYNANKEGHANTFTKATFLAWYGLSAQ
RHCGYCGISEAGFTSLHRTNPRGYHIQCLGVDRSDSFEGYSPONARLACFICNRIKSNIF
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SASEMDVLGEATSKAWHGRGIA

>3TOWA 152 XRAY 1. 34 0. 166 0. 193 no Multivesicular body subunit 12B <UNP F125B HUMAN> [HOMO
SAPIENS]

MDPITGVGVVASRNRAPTGYDVVAQTADGVDADLWKDGLFKSKVTRYLCFTRSFSKENSH
LGNVLVDMKLIDIKDTLPVGFIPIQETVDTQEVAFRKKRLCIKFIPRDSTEAATCDIRIM
GRTKQAPPQYTFIGELNSMGIWYRMGHHHHHH

>3E7LA 63 XRAY 2. 25 . 211 0. 243 no Transcriptional regulator (NtrC family) <UNP 066551 AQUAE>
[AQUIFEX AEOLICUS]

RDLSYLLKIKELKEAKKEFEKIFIEEKLREYDYDLKRTAEEIGIDLSNLYRKIKSLNIRV

KSS

>2XF1A 129 XRAY 1.96 0.189 0.230 no COFILIN ACTIN-DEPOLYMERIZING FACTOR HOMOLOG 1 <UNP
CADF1_PLAF7> [PLASMODIUM FALCIPARUM]

GPLGSMISGIRVNDNCVTEFNNMKIRKTCCGWI IFVIQNCCEITTHSKGASTTLTELVQS
IDKNNETQCAYVVEDAVSKTHFFMYARESSNSRDRMTYASSKQATLKKTEGVNVLTSVIE

SAQDVADLK

>IT77A 414 XRAY 2.40 0.220 0.258 no Lipopolysaccharide-responsive and beige—1like anchor
protein <UNP LRBA HUMAN> [HOMO SAPIENS]
GPVSLSTPAQLVAPSVVVKGTLSVTSSELYFEVDEEDPNFKKIDPKILAYTEGLHGKWLF
TEIRSTFSRRYLLQNTALEIFMANRVAVMENFPDPATVKKVVNFLPRVGVGTSFGLPQTR
RISLASPRQLFKASNMTQRWQHRE ISNFEYLMFLNT TAGRSYNDLNQYPVFPWVITNYES
EELDLTLPTNFRDLSKPIGALNPKRAAFFAERYESWEDDQVPKFHYGTHYSTASFVLAWL
LRIEPFTTYFLNLQGGKFDHADRTFSSTSRAWRNSQRDTSDIKEL IPEFYYLPEMFVNEN
NYNLGVMDDGTVVSDVELPPWAKTSEEFVHINRLALESEFVSCQLHQWIDLIFGYKQQGP
EAVRALNVFYYLTYEGAVNLNSITDPVLREAVEAQIRSFGQTPSQLLIEPHPPR

>IMTYG 162 XRAY 1.70 0.183 NA no METHANE MONOOXYGENASE HYDROXYLASE <UNP MEMG METCA>
[METHYLOCOCCUS CAPSULATUS STR. BATH]
LGIHSNDTRDAWVNKTAHVNTLEKAAEMLKQFRMDHTTPFRNSYELDNDYLWIEAKLEEK
VAVLKARAFNEVDFRHKTAFGEDAKSVLDGTVAKMNAAKDKWEAEK THIGFRQAYKPPIM
PVYNYFLDGERQLGTRLMELRNLNYYDTPLEELRKQRGVRVVH

>1XAWA 140 XRAY 1.45 0.275 0.284 no Occludin <UNP OCLN HUMAN> [HOMO SAPIENS]
AKGRAGRSKRTEQDHYETDYTTGGESCDELEEDWIREYPPITSDQQRQLYKRNFDTGLQE
YKSLQSVLDEINKELSRLDKELDDYREESEEYMAAADEYNRLKQVKGSADYKSKKNHCKQ

LKSKLSHIKKMVGDYDRQKT

>2YFVC 63 XRAY 2. 32 0. 222 0. 257 no SCM3 <UNP Q6CL77_KLULA> [KLUYVEROMYCES LACTIS NRRL Y-1140]
RDGVVYIMSKENRLIPKLSDEEVMERHKKADENMKRVWSQI TQKYESIDNQGDVIDLQTG

EVI

>3RQ9A 85 XRAY 1.00 0. 147 0.176 no Type VI secretion immunity protein <UNP Q9I0D9 PSEAE>
[PSEUDOMONAS AERUGINOSA]

MNLKPQTLMVAIQCVAARTRELDAQLQNDDPONAAELEQLLVGYDLAADDLKNAYEQALG

QYSGLPPYDRLIEEPASLEHHHHHH

>4F67A 265 XRAY 1.79 0.170 0. 201 no UPFO176 protein 1pg2838 <UNP Y2838 LEGPH> [LEGIONELLA
PNEUMOPHILA SUBSP. PNEUMOPHILA]

MGHHHHHHSHMVKDI T TASFYKFIPLNDFRSLREPILTKMHEIGIKGTIILAHEGVNGGF
AGNREQMNVFYDYLRSDSRFADLHFKETYDNKNPFDKAKVKLRKE ITVTMGVQKVDPSYNA
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GTYLSPEEWHQFIQDPNVILLDTRNDYEYELGTFKNAINPDIENFREFPDYVQRNLIDKK
DKKTAMFCTGGIRCEKTTAYMKELGFEHVYQLHDGILNYLESTPESESLWEGKCFVEFDDR

VAVDQKLDRVYPQLPQDYKYEREQK

>3LHLA 287 XRAY 2.30 0.193 0.238 no Putative agmatinase <UNP Q18A84 CLOD6> [CLOSTRIDIUM
DIFFICILE]

MSLNYEESNLIVFGVGFDGTTSNRPGARFASSSMRKEFYGLETYSPFLDLDLEDYNICDY
GDLEISVGSTEQVLKEIYQETYKIVRDSKVPFMIGGEHLVTLPAFKAVHEKYNDIYVIHF
DAHTDLREEYNNSKNSHATVIKRIWDIVGDNKIFQFGIRSGTKEEFKFATEEKHTYMEIG
GIDTFENIVNMLNGKNIYLTIDLDVLDASVFPGTGTPEPGGVNYREFQEIFKITKNSNIN
IVGCDIVELSPDYDTTGVSTVIACKILRELCLIISDKIKEGHHHHHH

>2A1RA 430 XRAY 2. 60 0. 221 0. 236 no Poly (A) —specific ribonuclease PARN <UNP PARN HUMAN> [HOMO
SAPIENS]

MEI TRSNFKSNLHKVYQATEEADFFAIDGEFSGISDGPSVSALTNGFDTPEERYQKLKKH
SMDFLLFQFGLCTFKYDYTDSKYITKSENFYVFPKPFNRSSPDVKFVCQSSSIDFLASQG
FDFNKVFRNGIPYLNQEEERQLREQYDEKRSQANGAGALSYVSPNTSKCPVTIPEDQKKF
IDQVVEKTEDLLQSEENKNLDLEPCTGFQRKLIYQTLSWKYPKGIHVETLETEKKERY TV
ISKVDEEERKRREQQKHAKEQEELNDAVGESRVIHATANSGKLVIGHNMLLDVMHTVHQF
YCPLPADLSEFKEMTTCVFPRLLDTKLMASTQPFKD T INNTSLAELEKRLKETPENPPKV
ESAEGFPSYDTASEQLHEAGYDAY ITGLCF ISMANYLGSFLSPPKIHVSARSKLIEPFEN

KLFLMRVMDI

>20GYA 262 XRAY 2. 30 0. 188 0. 234 no 5-methyltetrahydrofolate corrinoid/iron sulfur protein
methyltransferase <UNP Q46389 MOOTH> [MOORELLA THERMOACETICA]
MLIIGERINGMFGDIKRAIQERDPAPVQEWARRQEEGGARALDLNVGPAVQDKVSAMEWL
VEVTQEVSNLTLCLDSTNIKATEAGLKKCKNRAMINSTNAEREKVEKLFPLAVEHGAALT
GLTMNKTGIPKDSDTRLAFAMELVAAADEFGLPMEDLY IDPLILPANVAQDHAPEVLKTL
QQIKMLADPAPKTVLGLSAVSQNCQNRPLINRTFLAMAMACGLDAATADACDEALIETAA

TAEILLNQTVYCDSFVKMFKTR

>1ZHXA 438 XRAY 1. 50 0. 225 0. 233 no KES1 protein <UNP KES1 YEAST> [SACCHAROMYCES CEREVISIAE]
GAMDPSQYASSSSWTSFLKSTASFNGDLSSLSAPPFILSPISLTEFSQYWAEHPELFLEP
SFINDDNYKEHCLIDPEVESPELARMLAVTKWFISTLKSQYCSRNESLGSEKKPLNPFLG
ELFVGKWENKEHPEFGETVLLSEQVSHHPPVTAFSTFNDKNKVKLQGYNQIKASFTKSLM
LTVKQFGHTMLDIKDESYLVTPPPLHIEGILVASPFVELEGKSYIQSSTGLLCVIEFSGR
GYFSGKKNSFKARTYKDSKDSKDKEKALYT ISGQWSGSSKITKANKKEESRLEYDAARTP
AEHLNVKPLEEQHPLESRKAWYDVAGATKLGDFNLIAKTKTELEETQRELRKEEEAKGIS
WQRRWFKDFDYSVTPEEGALVPEKDDTFLKLASALNLSTKNAPSGTLVGDKEDRKEDLSS

THWRFQRELWDEEKEIVL

>2XUAA 266 XRAY 1.90 0.185 0.241 no 3-OXOADIPATE ENOL-LACTONASE <UNP Q13KT2_ BURXL>
[BURKHOLDERIA XENOVORANS] GSHMPYAAVNGTELHYRIDGERHGNAPWIVLSNSLGTDLSMWAPQVAALSKHFRVLRYDT
RGHGHSEAPKGPYTIEQLTGDVLGLMDTLKIARANFCGLSMGGLTGVALAARHADRIERV
ALCNTAARIGSPEVWVPRAVKARTEGMHALADAVLPRWFTADYMEREPVVLAMIRDVEVH
TDKEGYASNCEAIDAADLRPEAPGIKVPALVISGTHDLAATPAQGRELAQATAGARYVEL

DASHISNIERADAFTKTVVDFLTEQK

>3QWEA 279 XRAY 2. 40 0. 227 0. 231 no GEM-interacting protein <UNP GMIP HUMAN> [HOMO SAPIENS]
GGEELDLRLIRTKGGVDAALEYAKTWSRYAKELLAWTEKRASYELEFAKSTMKTAEAGKV
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STQQQSHMPLQYIYTLFLEHDLSLGTLAMETVAQQKRDYYQPLAAKRTETEKWRKEFKEQ
WMKEQKRMNEAVQALRRAQLQYVQRSEDLRARSQGSPEDSAPQASPGPSKQQERRRRSRE
EAQAKAQEAEALYQACVREANARQQDLETAKQRIVSHVRKLVFQGDEVLRRVTLSLFGLR
GAQAERGPRAFAALAECCAPFEPGQRYQEFVRALRPEAP

>2DXAA 166 XRAY 1.58 0.180 0.215 no Protein ybaK <UNP YBAK ECOLI> [ESCHERICHIA COLI]
GSSGSSGMTPAVKLLEKNKISFQIHTYEHDPAETNFGDEVVKKLGLNPDQVYKTLLVAVN
GDMKHLAVAVTPVAGQLDLKKVAKALGAKKVEMADPMVAQRSTGYLVGGISPLGQKKRLP
TIIDAPAQEFATIYVSGGKRGLDIELAAGDLAKILDAKFADIARRD

>2W6KA 145 XRAY 1.70 0.202 0.250 no COBE <UNP Q9HZQO PSEAE> [PSEUDOMONAS AERUGINOSA]
GSHMPLPIPSLLIAGIGCRRGCSAEHLRALLERTLGEHGRSLAELDALAS IDGKRDEPGL
RQLATLLERPVHFLAPAVLHDYEPRLLSPSAVALRETGCSSVAEAAALALAERLGGGRAD

LLGAKRSDDRASTALARLLTERELP

>3EGNA 143 XRAY 2. 50 0.199 0. 236 no RNA-binding protein 40 <UNP RBM40 HUMAN> [HOMO SAPIENS]
GPLGSDSDEMPSECISRRELEKGRISREEMETLSVFRSYEPGEPNCRIYVKNLAKHVQEK
DLKYTFGRYVDFSSETQRIMFD IRLMKEGRMKGQAF IGLPNEKAAAKALKEANGYVLFGK PMVVQFARSARPKQDPKEGKRKC
>1TTHA 141 XRAY 2.50 0. 147 NA no HEMOGLOBIN (CYANO MET) <UNP HBF1_URECA> [URECHIS CAUPO]
GLTAAQIKATQDHWFLNIKGCLQAAADSIFFKYLTAYPGDLAFFHKFSSVPLYGLRSNPA
YKAQTLTVINYLDKVVDALGGNAGALMKAKVPSHDAMGI TPKHFGQLLKLVGGVFQEEFS

ADPTTVAAWGDAAGVLVAAMK

>3UJCA 266 XRAY 1.19 0.146 0. 167 no Phosphoethanolamine N-methyltransferase <UNP
Q6T755 PLAFA> [PLASMODIUM FALCIPARUM]
MTLTENLNSDKTFLENNQYTDEGVKVYEF TFGENY ISSGGLEATKKILSDIELNENSKVL

DIGSGLGGGCMY INEKYGAHTHGIDICSNIVNMANERVSGNNKI IFEANDILTKEFPENN
FDLTYSRDATLALSLENKNKLFQKCYKWLKPTGTLLITDYCATEKENWDDEFKEYVKQRK
YTLITVEEYADILTACNFKNVVSKDLSDYWNQLLEVEHKYLHENKEEFLKLFSEKKFISL

DDGWSRK IKDSKRKMQRWGYFKATKN

>3PKZA 124 XRAY 1.80 0.209 0.246 no Recombinase Sin <UNP D2J612 STAAU> [STAPHYLOCOCCUS
AUREUS]

MIIGYARVSSLDONLERQLENLKTFGAEKIFTEKQSGKSIENRPILQKALNFVEMGDRFI
VESIDRLGRNYNEVIHTVNYLKDKEVQLMITSLPMMNEV IGNPLLDKFMKDLI IRTLAMV

SEQE

>3T97B 65 XRAY 2. 80 0. 231 0. 271 no Nuclear pore complex protein Nup54 <UNP NUP54 RAT> [RATTUS
NORVEGICUS]

GSHMTKQHQTRLDIISEDISELQKNQTTTMAKTAQYKRKLMDLSHRTLQVLIKQEIQRKS

GYAIQ

>1L6PA 125 XRAY 1. 65 0. 141 0. 226 no Thiol :disulfide interchange protein dsbD <UNP DSBD ECOLI>
[ESCHERICHIA COLI] GLFDAPGRSQFVPADQAFAFDFQQNQHDLNLTWQIKDGYYLYRKQIRITPEHAKIADVQL
PQGVWHEDEFYGKSETYRDRLTLPVTINQASAGATLTVTYQGCADAGFCYPPETKTVPLS

EVVAN

>3EZQB 122 XRAY 2.73 0.236 0.278 no Protein FADD <UNP FADD HUMAN> [HOMO SAPIENS]
GEEDLCAAFNVICDNVGKDWRRLARQLKVSDTKIDSTEDRYPRNLTERVRESLRIWKNTE
KENATVAHLVGALRSCQMNLVADLVQEVQQARDLQNRSGAMSPMSWNSDASTSEASHHHH

HH

>4EDPA 351 XRAY 1.85 0.164 0.191 no ABC transporter, substrate—binding protein <UNP
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QOTR20_CLOP1> [CLOSTRIDIUM PERFRINGENS]
SNAMKKKILATLLTGLVLGTSLVGCGKTEGAEAGKKLVVSTWGLNEDVLKETVFEPFAKE
HGVETVLDIGNNSERLTKMKNNPNSQIDITYLAESFAEQGVEAGIFDKLDYSKIPNASEM
NEKAKSTVEAGYGPAYTLNSIGIVVDPSAGIEINSWEDLWKPELKNKTATPDITTTNGPA
MVETAAEKAGVDVKTDNGEAAFKELEALKPNVVKTYSKSSDLANMFSNGE TVAAVASDFA
FGTISKAKPEVINVIPESGTYLNFNTININKNSKNKDLAYEF INYALSKEVQEKTAKALN
ESPVNKEVKLSEEETKNLTYGPVVDNAKVIDFKFVNSVMDQWVNNWNR IMN

>3RJ2X 138 XRAY 2.20 0.201 0.275 no Putative uncharacterized protein <UNP Q5YFA7 9VIRU>
[SINGAPORE GROUPER IRIDOVIRUS]
MGWATVANCEFVNATGKKTTILVNENWAKYCWIWTYKFPEKYTLLRYSVDGEMFMRHRVT

FFNATGRY ITHTHLNHGLEDVLEGSLAVPKDAAYARTHAATNVSLTNPGDVHMHYDETEG

EQTRSYDAAEFARTLAAV

>2Q66A 525 XRAY 1.80 0.191 0.225 no Poly(A) polymerase <UNP PAP_YEAST> [SACCHAROMYCES
CEREVISIAE]

KVFGITGPVSTVGATAAENKLNDSLIQELKKEGSFETEQETANRVQVLKILQELAQRFVY
EVSKKKNMSDGMARDAGGKTFTYGSYRLGVHGPGSDIDTLVVVPKHVTREDFFTVEDSLL
RERKELDETAPVPDAFVPIIKIKFSGISTALICARLDQPQVPLSLTLSDKNLLRNLDEKD
LRALNGTRVTDETLELVPKPNVFRTALRATKLWAQRRAVYANTFGFPGGVAWAMLVARIC
QLYPNACSAVILNRFFITLSEWNWPQPVILKPTEDGPLQVRVWNPKTYAQDRSHRMPVIT
PAYPSMCATHNITESTKKVILQEFVRGVQI TNDIFSNKKSWANLFEKNDFFFRYKFYLET
TAYTRGSDEQHLKWSGLVESKVRLLVMKLEVLAGTKTAHPFTKPFESSYCCPTEDDYEMI
QDKYGSHKTETALNALKLVTDENKEEESTKDAPKAYLSTMY IGLDENTENKKEKVDTHTP
CTEFVNLCRSFNEDYGDHKVENLALRFVKGYDLPDEVFDENEKRP

>303XA 198 XRAY 1.45 0.152 0.181 no gp41-5 <PDB 303X> [ARTIFICIAL GENE]
SGIVQQONNLLRATEAQQHLLQLTVWGIKQLQARILSGGSGGWMEWDREINNYTSLIHSL
TEESQNQQEKNEQELLGGSGGSGIVQQQNNLLRATEAQQHLLQLTVWGIKQLQARILSGG

SGGWMEWDRE INNYTSLIHSLTEESQNQQEKNEQELLGGSGGSGIVQQQNNLLRATEAQQ

HLLQLTVWGIKQLQARIL

>3KWRA 97 XRAY 1.45 0. 164 0. 181 no Putative RNA-binding protein <UNP Q88W58_LACPL>
[LACTOBACILLUS PLANTARUM]
GMNHNYVEVKYPATFRDEGTYWDVRFPDVPAAQTFGASVQVAADNAANALATALFEQSLP
PASDPQYWRLASTEFVVWITMADVQFGPGADTPEPMN

>3DSBA 157 XRAY 1.48 0.170 0.205 no Putative acetyltransferase <UNP Q185U9_ CLOD6>
[CLOSTRIDIUM DIFFICILE]

SNAEELTETREARMDDLDT TAKFNYNLAKETEGKELDMDVLTKGVKALLLDERKGKYHVY
TVEDKVVAQIMYTYEWSDWRNGNFLWIQSVYVDKEYRRKGTFNYLENY IKNTCDKDENTV
GMRLYVEKENINAKATYESLNMYECDYNMYEYEVTHS

>1Z72A 225 XRAY 1.45 0. 152 0. 167 no transcriptional regulator, putative <UNP Q97RS7 STRPN>
[STREPTOCOCCUS PNEUMONIAE] SNAMETQDYAFQPGLTVGELLKSSQKDWQAAINHRFVKELFAGTIENKVLKDYLIQDYHF
FDAFLSMLGACVAHADKLESKLRFAKQLGFLEADEDGYFQKAFKELKVAENDYLEVTLHP
VTKAFQDLMYSAVASSDYAHLLVMLVTAEGLYLDWGSKDLALPEVYTHSEWINLHRGPFF
AEWVQFLVDELNRVGKNREDLTELQQRWNQAVALELAFFDIGYDV

>2W79A 241 XRAY 1.85 0.206 0.267 no 1-(5-PHOSPHORIBOSYL) 5[ (5-PHOSPHORIBOSYLAMINO)
METHYLIDENEAMINO] IMIDAZOLE-4-CARBOXAMIDE ISOMERASE <UNP HIS4 THEMA> [THERMOTOGA MARITIMA]
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MLVVPAIDLFRGKVARMIKGRKENTIFYEKDPVELVEKLIEEGFTLIHVVDLSNATENSG
ENLPVLEKLSEFAEYIQIGGGIRSLDYAEKLRKLGYRRQIVSSKVLEDPSSLKSLREIDV
EPVFSLYTRGGRVAFKGWLAEEEIDPVSLLKRLKEYGLEEIVHTEIEKVGTLQEHDFSLT
KKIATEAEVKVLAAGGISSENSLKTAQKVHTETNGLLKGVIVGRAFLEGILTVEVMKRYA

R

>4EGTA 357 XRAY 2.00 0.201 0.232 no Major capsid protein VP60 <UNP Q3HNQ1 RHDV> [RABBIT
HEMORRHAGIC DISEASE VIRUS]
GPLGSAPSSKTVDSISPAGLLTTPVLTGVGNDNRWNGQIVRLQPVPGGFSTCNRHWNLNG
STYGWSSPRFADIDHRRGSASYSGNSSTNVLQFWYANAGSATDNP ISQVAPDGFPDMSEV
PENSPNIPTAGWVGFGGIWNSNNGAPAATTVQAYELGFATGAPNNLQPTTNTSGAQTVAK
STYAVVTGTNQNPTGLFVMASGVISTPNASAVTYTPQPDRIVTTPGTPAAAPVGKNTPIM
FASVVRRTGDVNAAAGSTNGTQYGTGSQPLPVTIGLSLNNYSSALMPGQFFVWQLTFASG
FMETGLSVDGYFYAGTEASTTLIDLTELIDVRPVGPRPSKSTLVFNLGGTTNGFSYV

>1UZKA 162 XRAY 1.35 0.202 0.261 no FIBRILLIN-1 <UNP FBN1 HUMAN> [HOMO SAPIENS]
TDVNECLDPTTCISGNCVNTPGSY ICDCPPDFELNPTRVGCVDTRSGNCYLDIRPRGDNG
DTACSNEIGVGVSKASCCCSLGKAWGTPCEMCPAVNTSEYKTLCPGGEGFRPNPITVILE
DIDECQELPGLCQGGKCINTFGSFQCRCPTGYYLNEDTRVCD

>3HHFA 213 XRAY 2. 30 0. 204 0. 258 no Transcriptional regulator, LysR family <UNP Q9JXW7 NEIMB>
[NEISSERIA MENINGITIDIS SEROGROUP B]
GPETPQGVLSVDSAMPMVLHLLAPLAAKFENERYPHIRLSLVSSEGY INLTERKVDTALRA
GELDDSGLRARHLFDSRFRVIASPEYLAKHGTPQSTEELAGHQCLGFTEPGSLNTWAVLD
AQGNPYKTSPHFTASSGETLRSLCLSGCGIVCLSDFLVDNDTAEGKLIPLLAEQTSDKTH
PENAVYYSDKAVNLRLRVFLDFLVEELGNNLCG

>2VK2A 306 XRAY 1.20 0.179 0.190 no ABC TRANSPORTER PERTPLASMIC-BINDING PROTEIN YTFQ
<PDB 2VK2> [ESCHERICHIA COLT]

APLTVGFSQVGSESGWRAAETNVAKSEAEKRGI TLKTADGQQKQENQTKAVRSFVAQGVD
AIFTAPVVATGWEPVLKEAKDAEIPVFLLDRSIDVKDKSLYMTTVTADNILEGKLIGDWL
VKEVNGKPCNVVELQGTVGASVAIDRKKGFAEATKNAPNIKI IRSQSGDFTRSKGKEVME
SFIKAENNGKNICMVYAHNDDMVIGATQATKEAGLKPGKDILTGSIDGVPDIYKAMMDGE
ANASVELTPNMAGPAFDALEKYKKDGTMPEKLTLTKSTLYLPDTAKEELEKKKNMGYLEH

HHHHHH

>1Y6ZA 263 XRAY 1.88 0.208 0.268 no heat shock protein, putative <UNP Q8IL32 PLAF7>
[PLASMODIUM FALCIPARUM]

GHQLPIWKQDEKSLTENDYYSFYKNTFKAYDDPLAYVHENVEGQISFENSILYIPGSLPWE
LSKNMFDEESRGIRLYVKRVFINDKFSESTPRWLTFLRGIVDSENLPLNVGRETLQKSKM
LSTINKRIVLKSTSMMKGLKETGGDKWTKFLNTFGKYLKIGVVEDKENQEETASLVEFYS
INSGDKKTDLDSYIENMKEDQKCIYY ISGENKKTAQNSPSLEKLKALNYDVLFSLEPIDE FCLSSLTVNKYKGYEVLDVNKAD
>2YNMD 530 XRAY 2. 10 0. 201 0. 233 no LIGHT-INDEPENDENT PROTOCHLOROPHYLLIDE REDUCTASE SUBUNIT
B <UNP CHLB_PROMA> [PROCHLOROCOCCUS MARINUS]
MELTLWTYEGPPHIGAMRIATSMKGLHYVLHAPQGDTYADLLFTMIERRGSRPPVTYTTF
QARDLGGDTAELVKGHIFEAVERFKPEALLVGESCTAELIQDQPGSLAKGMGLNIPIVSL
ELPAYSKKENWGASETFYQLIRGLLKEISEDSSNNAKQSWQEEGRRPRVNLLGPSLLGFR
CRDDVLEIQKILGENGIDINVIAPLGASPSDLMRLPKADANVCLYPEIAESTCLWLERNF
KTPFTKVVPIGVKATQDFLEELYELLGMEVSNS ISNSDQSKLPWYSKSVDSNYLTGKRVF
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TFGDGTHVLAAARTANEELGFEVVGIGTYSREMARKVRAAATELGLEALITNDYLEVEES
TKECAPELVLGTQMERHSAKRLGIPCAVISTPMHVQDVPARYSPQMGWEGANVIFDDWVH

PLMMGLEEHL IGMFRHDFEFTDGHQSHLGHLGGHASETKTSSKGINQSPNNHSPAGESTH
WTSEGESELAKIPFFVRGKVRRNTEKYARQAGCREIDGETLLDAKAHFGA

>3S84A 273 XRAY 2.40 0.202 0.229 no Apolipoprotein A-IV <UNP APOA4 HUMAN> [HOMO SAPIENS]
GATELHERLAKDSEKLKEEIGKELEELRARLLPHANEVSQKIGDNLRELQQRLEPYADQL
RTQVNTQAEQLRRQLTPYAQRMERVLRENADSLQASLRPHADELKAKIDQNVEELKGRLT
PYADEFKVKIDQTVEELRRSLAPYAQDTQEKLNHQLEGLTFQMKKNAEELKARTSASAEE
LRQRLAPLAEDVRGNLRGNTEGLQKSLAELGGHLDQQVEEFRRRVEPYGENFNKALVQQM
EQLRQKLGPHAGDVEGHLSFLEKDLRDKVNSFF

>3FIJA 254 XRAY 2.30 0.240 0.269 no Lin1909 protein <UNP Q92AL3 LISIN> [LISTERIA INNOCUA]
MSLKPVIGITGNRLVKGVDVEYGHRVTYTQQRYVDAIQKVGGFPIALPIDDPSTAVQAIS
LVDGLLLTGGQDITPQLYLEEPSQEIGAYFPPRDSYETALVRAALDAGKPTFATCRGMQL
VNVALGGTLYQDISQVETKALQHLQRVDEQLGSHT IDTEPTSELAKHHPNKKLVNSLHHQ
FIKKLAPSFKVTARTADGMIEAVEGDNLPSWYLGVQWHPELMFQTDPESEQLFQALVDES

KKTMVKEGHHHHHH

>INEPA 130 XRAY 1.70 0.195 0.212 no Epididymal secretory protein E1 <UNP NPC2 BOVIN> [BOS
TAURUS]

EPVKFKDCGSWVGVIKEVNVSPCPTQPCKLHRGQSYSVNVTEFTSNTQSQSSKAVVHGIVM
GIPVPFPIPESDGCKSGIRCPTEKDKTYNYVNKLPVKNEYPSTKVVVEWELTDDKNQRFF

CWQIPIEVEA

>1XLYA 234 XRAY 1.95 0.206 0.241 no SHE2p <UNP YKNO YEAST> [SACCHAROMYCES CEREVISIAE]
DIKVTPGTSELVEQILALLSRYLSSYTHVLNKFISHLRRVATLRFERTTLIKFVKKLREY

NDSVLSYNASEF INEGKNELDPEADSFDKVILPTASMFVKSVETFDLLNYYLTQSLQKEL
LSKTLNEDLTLTAESILAIDDTYNHFVKFSQWMIESLRIGSNLLDLEVVQFAIKSADEDG
TNIGETDNIFLQEILPVNSEEEFQTLSAAWHS I LDGKLSALDEEFDVVATKWHD

>1ISPA 181 XRAY 1.30 0.192 0.232 no lipase <UNP LIP _BACSU> [BACILLUS SUBTILIS]
AEHNPVVMVHGIGGASFNFAGIKSYLVSQGWSRDKLYAVDFWDKTGTNYNNGPVLSREVQ

KVLDETGAKKVDTVAHSMGGANTLYY IKNLDGGNKVANVVTLGGANRLTTGKALPGTDPN
QKILYTSTYSSADMIVMNYLSRLDGARNVQIHGVGHIGLLYSSQVNSLIKEGLNGGGQNT

N

>1H8UA 117 XRAY 1. 80 0. 234 0. 264 no EOSINOPHIL GRANULE MAJOR BASIC PROTEIN 1 <UNP EMBP_ HUMAN>
[HOMO SAPIENS]

TCRYLLVRSLQTFSQAWEFTCRRCYRGNLVSTHNENINYRIQCSVSALNQGQVWIGGRITG
SGRCRRFQWVDGSRWNFAYWAAHQPWSRGGHCVALCTRGGYWRRAHCLRRLPFICSY

>3LMAA 347 XRAY 1. 99 0. 170 0. 211 no Stage V sporulation protein AD (SpoVAD) <UNP Q65HUS BACLD>
[BACILLUS LICHENIFORMIS]

MKLTGKQTWEFENPLEFVNSSGTAVGPKEKEGPLGHLEDKSYDEMHCNQKNWEMAERKLME
DAVQSALSKQNLKKEDIDIFLAGDLLNQNVTANYVARHLKIPFLCLFGACSTSMESIAIS
SALIDGGFAKRALAATSSHNATAERQFRYPTEYGGQKPGTATSTVTGSGAVVLSQQPGGI
KITSATVGRVIDLGITDSQDMGSAMAPAAADT IKQHLEDLGRTPDDYDLILTGDLSGVGS
PILKDLLKEEGINVGTKHNDCGLMIYTPDQQVFAGGSGCACSAVVTFAHIFKETEAGRLN
RVLVVATGALLSPTIIQQKESIPCIAHGVVFERAERGNALEHHHHHH

>3W54A 329 XRAY 2.30 0. 188 0. 227 no Alternative oxidase, mitochondrial <UNP AOX TRYBB>
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[TRYPANOSOMA BRUCET BRUCET]
MFRNHASRITAAAAPWVLRTACRQKSDAKTPVWGHTQLNRLSFLETVPYVPLRVSDESSE
DRPTWSLPDIENVAITHKKPNGLVDTLAYRSVRTCRWLFDTFSLYRFGSITESKVISRCL
FLETVAGVPGMVGGMLRHLSSLRYMTRDKGWINTLLVEAENERMHLMTEFTELRQPGLPLR
VSITITQAIMYLFLLVAYVISPRFVHRFVGYLEEEAVITYTGVMRAIDEGRLRPTKNDVP
EVARVYWNLSKNATFRDLINVIRADEAEHRVVNHTFADMHEKRLQNSVNPEVVLKKNPEE
MYSNQPSGKTRTDFGSEGAKTASNVNKHV

>107JA 327 XRAY 1. 00 0.110 0. 128 no L-ASPARAGINASE <UNP ASPG ERWCH> [ERWINIA CHRYSANTHEMI]
ADKLPNIVILATGGTTAGSAATGTQTTGYKAGALGVDTLINAVPEVKKLANVKGEQFSNM
ASENMTGDVVLKLSQRVNELLARDDYDGVVITHGTDTVEESAYFLHLTVKSDKPVVEVAA
MRPATATSADGPMNLLEAVRVAGDKQSRGRGVMVVINDRIGSARY ITKTNASTLDTFRAN
EEGYLGVITGNRIYYQNRIDKLHTTRSVFDVRGLTSLPKVDILYGYQDDPEYLYDAATQH
GVKGIVYAGMGAGSVSVRGTAGMRKALEKGVVVMRSTRTGNGIVPPDEELPGLVSDSLNP
AHARTLLMLALTRTSDPKVIQEYFHTY

>2EHWA 120 XRAY 2. 22 0. 220 0. 284 no Hypothetical protein TTHB059 <UNP Q53WA3 THETS> [THERMUS
THERMOPHILUS]  MACHELSALRIAIGELLEKEAHDLLHEREELAPVLGQRPELKRLAEAKTLPALEEALREA
LLHLEERAAQEPEEPYWRGLLLAVEAMEGRLKALRAEAEALYQDLDALHGRLHRLFPRRR

>1IWDEA 294 XRAY 2. 00 0. 199 0. 244 no Probable diphthine synthase <UNP DPHB AERPE> [AEROPYRUM
PERNIX]

MARGREAVTLLLVGWGYAPGMQTLEALDAVRRADVVYVESYTMPGSSWLYKSVVEAAGEA
RVVEASRRDLEERSRETVSRALDAVVAVVTAGDPMVATTHSSLAAEALEAGVAVRY TPGV
SGVQAARGATMLSFYRFGGTVTLPGPWRGVTPISVARRIYLNLCAGLHTTALLDVDERGV
QLSPGQGVSLLLEADREYAREAGAPALLARLPSVLVEAGAGGGHRVLYWSSLERLSTADV
EGGVYSIVIPARLSGVEEWLLAAASGQRRPLEYDRSVYETVEENCKKGVYMEPY

>2NR4A 213 XRAY 1.85 0.223 0.256 no Conserved hypothetical protein <UNP Q8PVV4 METMA>
[METHANOSARCINA MAZET]

SLIGFLSDRQGFEKQYHDIDLSSFGIREGISEITASTGFEHPNAAPIGIVMKGERPFVRL
FKGSHTWENVLKEKCLASNVVYDPILFVRSTFSDLVPSEFEYVDAGEFKFPVLKEATAWV
VFECINLRNTDQSLVADLVPLNAGFNERNTKELPVPNRGFNAVLEATVHATRYQLTGEEK
YLELTRHYESLASKCGGDAEKKAMKLIYEALGL

>219CA 123 XRAY 2.00 0.176 0.202 no Hypothetical protein RPA1889 <UNP Q6N8L4 RHOPA>
[RHODOPSEUDOMONAS PALUSTRIS]
MSKLDLHOQMTTQDLVALFAKVTVEQDDALLGNQISRFNRLFGVMAETADELKARDGDQRT
ALLSLFEYPNMQVRLQAAKLTLAVAPVKAREQLEATVSSKWFPQAGDAGMCLDLLDDGTF

KPK

>2EKOA 90 XRAY 1.90 0.229 0.255 no Stage V sporulation protein S (SpoVS) related protein
<UNP Q5SK02 THET8> [THERMUS THERMOPHILUS]
METLRVSSKSRPNSVAGATAAMLRTKGEVEVQAIGPQAVNQAVKATATARGYTAPDNLDL
VVKPAFVKLELENEERTALKFS IKAHPLET

>3PHXA 185 XRAY 1. 60 0. 142 0. 192 no RNA-directed RNA polymerase L <UNP L_CCHFI> [CRIMEAN-CONGO
HEMORRHAGIC FEVER VIRUS]

GPMDFLRSLDWTQVIAGQYVSNPRENISDYFEIVRQPGDGNCFYHSTAELTMPNKTDHSY
HYIKRLTESAARKYYQEEPEARLVGLSLEDYLKRMLSDNEWGSTLEASMLAKEMGITITI
WTVAASDEVEAGIKFGDGDVETAVNLLHSGQTHFDALRILPQFETDTREALSLMDRVIAV
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DQLTS

>3LL2A 123 XRAY 0.97 0.144 0.155 no Griffithsin <UNP GRFIN GRISQ> [GRIFFITHSIA]
SSTHRKFGGSGGSPFSGSGLSSTAVRSGSYLDAT T IDGVHHGGSGGNLSPTFTFGSGEY T

SNMTIRSGDY IDNISFETNMGRRFGPYGGSGGSANTLSNVKVIQINGSAGDYLDSLDIYY

EQY

>2BONA 332 XRAY 1.90 0.222 0.267 no LIPID KINASE <UNP YEGS ECOLI> [ESCHERICHIA COLI]
MHHHHHHGSTSLYKKAGSETLY IQGMAEFPASLLILNGKSTDNLPLREATMLLREEGMT I
HVRVTWEKGDAARYVEEARKFGVATVIAGGGDGT INEVSTALIQCEGDDIPALGILPLGT
ANDFATSVGIPEALDKALKLATAGDATATDMAQVNKQTCFINMATGGFGTRITTETPEKL

KAALGSVSYT THGLMRMDTLQPDRCEIRGENFHWQGDALVIGIGNGRQAGGGQQLCPNAL
INDGLLQLRIFTGDEILPALVSTLKSDEDNPNI TEGASSWFDIQAPHDITFNLDGEPLSG
QNFHIETLPAALRCRLPPDCPLLRSTHHHHHH

>2VDFA 253 XRAY 1. 95 0. 227 0. 272 no OUTER MEMBRANE PROTEIN <PDB 2VDF> [NEISSERTA MENINGITIDIS]
AQELQTANEFTVHTDLSSISSTRAFLKEKHKAAKHIGVRADTPFDANQGIRLEAGFGRSK

KNI INLETDENKLGKTKNVKLPTGVPENRIDLYTGYTYTQTLSDSLNFRVGAGLGFESSK
DSIKTTKHTLHSSRQSWLAKVHADLLSQLGNGWY INPWSEVKFDLNSRYKLNTGVTNLKK
DINQKTNGWGFGLGANTGKKLGESASTEAGPFYKQRTYKESGEFSVTTKSGDVSLTIPKT

STREYGLRVGIKF

>4ANKTA 341 XRAY 1.90 0. 180 0.212 no Poly(A) RNA polymerase protein cidl <UNP CID1 SCHPO>
[SCHIZOSACCHAROMYCES POMBE]
GDMSHKEFTKFCYEVYNETKISDKEFKEKRAALDTLRLCLKRISPDAELVAFGSLESGLA
LKNSDMDLCVLMDSRVQSDTTALQFYEELTAEGFEGKFLQRARIPT TKLTSDTKNGFGAS
FQCATGFNNRLATHNTLLLSSYTKLDARLKPMVLLVKHWAKRKQINSPYFGTLSSYGYVL
MVLYYLIHVIKPPVEPNLLLSPLKQEKIVDGFDVGFDDKLEDIPPSQNYSSLGSLLHGFF
RFYAYKFEPREKVVTFRRPDGYLTKQEKGWTSATEHTGSADQI IKDRYILATEDPFEISH
NVGRTVSSSGLYRIRGEFMAASRLLNSRSYPIPYDSLFEEA

>2HWKA 320 XRAY 2.45 0.208 0.242 no helicase nsP2 <UNP POLN EEVVT> [VENEZUELAN EQUINE
ENCEPHALITIS VIRUS (STRAIN TC-83)]
DVFQNKANVCWAKALVPVLKTAGIDMTTEQWNTVDYFETDKAHSAETVLNQLCVRFFGLD
LDSGLFSAPTVPLSTRNNHWDNSPSPNMYGLNKEVVRQLSRRYPQLPRAVATGRVYDMNT
GTLRNYDPRINLVPVNRRLPHALVLHHNEHPQSDFSSFVSKLKGRTVLVVGEKLSVPGKM
VDWLSDRPEATFRARLDLGIPGDVPKYDI TFVNVRTPYKYHHYQQCEDHA TKLSMLTKKA
CLHLNPGGTCVSIGYGYADRASESTIGATARQFKFSRVCKPKSSLEETEVLFVFIGYDRK

ARTHNPYKLSSTLTNIYTGS

>2Q18X 293 XRAY 2.10 0.202 0.219 no 2-keto—3-deoxy—-D—arabinonate dehydratase <UNP
Q97UA0_SULSO> [SULFOLOBUS SOLFATARICUS]
MKLFRVVKRGYYISYATLDNSTIIRLDEDPIKALMRYSENKEVLGDRVTGIDYQSLLKSF
QINDIRITKPIDPPEVWGSGISYEMARERYSEENVAKILGKTIYEKVYDAVRPEIFFKAT
PNRCVGHGEATAVRSDSEWTLPEPELAVVLDSNGKILGYTIMDDVSARDLEAENPLYLPQ
SKIYAGCCAFGPVIVTSDEIKNPYSLDITLKIVREGRVFFEGSVNTNKMRRKIEEQIQYL
IRDNPIPDGTILTTGTAIVPGRDKGLKDEDIVEITISNIGTLITPVKKRRKIT

>2JE6B 250 XRAY 1.60 0.216 0.249 no EXOSOME COMPLEX EXONUCLEASE 1 <PDB 2JE6> [SULFOLOBUS
SOLFATARICUS]
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GHMREMLQVERPKLILDDGKRTDGRKPDELRSTKTELGVLKNADGSATFEMGNTKATAAV
YGPKEMHPRHLSLPDRAVLRVRYHMTPFSTDERKNPAPSRRETELSKVIREALESAVLVE
LFPRTAIDVFTEILQADAGSRLVSLMAASLALADAGIPMRDLIAGVAVGKADGVIITLDLN

ETEAMWGEADMP T AMMPSLNQVTLFQLNGSMTPDEFRQAFDLAVKGINT IYNLEREALKS

KYVEFKEEGV

>2B06A 155 XRAY 1. 40 0. 190 0. 219 no MutT/nudix family protein <GB AAK75341> [STREPTOCOCCUS
PNEUMONTAE] MSRSQLTILTNICLIEDLETQRVVMQYRAPENNRWSGYAFPGGHVENDEAFAESVIRETY
EETGLTIQNPQLVGIKNWPLDTGGRYIVICYKATEFSGTLQSSEEGEVSWVQKDQIPNLN
LAYDMLPLMEMMEAPDKSEFFYPRRTEDDWEKKIF

>2WLRA 423 XRAY 1.45 0.176 0.196 no PUTATIVE THIOSULFATE SULFURTRANSFERASE YNJE <UNP
YNJE ECOLI> [ESCHERICHIA COLI]
MASAELAKPLTLDQLQQQNGKATDTRPSAFYNGWPQTLNGPSGHELAALNLSASWLDKMS
TEQLNAWIKQHNLKTDAPVALYGNDKDVDAVKTRLQKAGLTHISTLSDALSEPSRLQKLP
HFEQLVYPQWLHDLQQGKEVTAKPAGDWKVIEAAWGAPKLYLISHIPGADYIDTNEVESE
PLWNKVSDEQLKAMLAKHGTRHDTTVILYGRDVYAAARVAQIMLYAGVKDVRLLDGGWQT
WSDAGLPVERGTPPKVKAEPDFGVKIPAQPQLMLDMEQARGLLHRQDASLVSIRSWPEF I
GTTSGYSYTKPKGETAGARWGHAGSDSTHMEDFHNPDGTMRSADD I TAMWKAWNIKPEQQ
VSFYCGTGWRASETFMYARAMGWKNVSVYDGGWYEWSSDPKNPVATGERGPDSSKLEHHH

HHH

>2W7VA 95 XRAY 2. 30 0.216 0.256 no GENERAL SECRETION PATHWAY PROTEIN L <UNP Q87TC9_VIBPA>
[VIBRIO PARAHAEMOLYTICUS] MSGGSTDVAMLSWLAALPATLGQVKDLEITSFKYDGQRGEVRIHARSSDFQPFEQARVKL
AEKFNVEQGQLNRSDNVVMGSFVLKRQLEHHHHHH

>1IM2XA 223 XRAY 1.50 0.190 0.208 no class B carbapenemase BlaB-1 <UNP BLAB1 FLAME>
[ELIZABETHKINGIA MENINGOSEPTICA]
DVKTEKLKDNLYVYTTYNTENGTKYAANAVYLVTDKGVVVIDCPWGEDKFKSFTDETYKK

HGKKV IMNTATHSHDDRAGGLEYFGKIGAKTYSTKMTDS ILAKENKPRAQYTFDNNKSFK
VGKSEFQVYYPGKGHTADNVVVWEPKEKVLVGGCI TKSADSKDLGY IGEAYVNDWTQSVH

NIQQKFSGAQYVVAGHDDWKDQRS IQHTLDLINEYQQKQKASN

>3C9UA 342 XRAY 1. 48 0. 201 0. 219 no Thiamine monophosphate kinase <UNP 067883 AQUAE> [AQUIFEX
AEOLICUS]

MGSHHHHHHD I TSLYKKAGSAAAVLEENLYFQGSFTMRLKELGEFGLIDLIKKTLESKV I
GDDTAPVEYCSKKLLLTTDVLNEGVHFLRSY TPEAVGWKATSVNVSDV TANGGLPKWAL I
SLNLPEDLEVSYVERFYIGVKRACEFYKCEVVGGNISKSEKIGISVFLVGETERFVGRDG
ARLGDSVFVSGTLGDSRAGLELLLMEKEEYEPFELALIQRHLRPTARIDYVKHIQKYANA
SMDISDGLVADANHLAQRSGVKIEILSEKLPLSNELKMYCEKYGKNPTEYALFGGEDYQL
LFTHPKERWNPFLDMTEIGRVEEGEGVFVDGKKVEPKGWKHF

>2ANXA 146 XRAY 1.04 0.117 0.150 no Lysozyme <UNP LYS BPP22> [ENTEROBACTERIA PHAGE P22]
MMQISSNGITRLKREEGERLKAYSDSRGIPTIGVGHTGKVDGNSVASGMT ITAEKSSELL
KEDLQWVEDATSSLVRVPLNQNQYDAMCSLIFNIGKSAFAGSTVLRQLNLKNYQAAADAF

LLWKKAGKDPDILLPRRRRERALFLS

>2HLRA 100 XRAY 1. 20 0. 221 0. 229 no Bone morphogenetic protein receptor type—2 <UNP Q91WY9 RAT>
[OVIS ARIES] ALCAFKDPYQQDLGIGESRISHENGTILCSKGSTCYGLWEKSKGDINLVKQGCWSHIGDP
QECHYEECVVTTTPPSTQNGTYRFCCCSTDLCNVNETENF

>4AMOMA 756 XRAY 2.19 0. 188 0.240 no Putative uncharacterized protein <UNP Q5ZSU4 LEGPH>
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[LEGIONELLA PNEUMOPHILA SUBSP. PNEUMOPHILA]
SNAMSTSEKDVREQKVKTVTLSFLGTGQHREKVHHILTSFHNTISEVNKDNPTVAMRMED
GPGSEPKSGDSKDPIPGTYIYNPKDNSKILISPVISQTITNAIQKLTGNLAGEGIEHLLF
EAVLYLNDITEKNGGKLPETVNLHGFSRGADTCMRMANLLYQLYPDIKVNLFLIDQVPGP
GKRDDPHSYTVPPNVEHFESTLMLHEYRPGFDPQHSGRYVIADPEKTKVVVKPYYGEHNT
GNRVTEDPNTNHTAILLNDDMNRFCRETGSLPSVGISPPITARVGDKKEEVRTHSELSPE
KRFELLCGMKENEWGYAKLTKKYHERS ILSKREDYVQDSRLFVNQEHRELFKQLYPKSEN
WFFEKNHGGQTKKEEV IVELKSLSEDPRYEHFFSSLAKHFQINENNTAGTLPEPSGIDRD
EKSSFGQPPVRDRLSYLQHSLTSTANYYHYHCDEKSSTNESVKNLLLERVKESRTKPDSE
ATKHLEQTMDEVRQILESKNEKGFLWQQINHISPNARQYCEQVKAALREHLEHNQVLSDT
QKEETRKAMDRMDNIVNDSSKDSQQKYREIRREVIELNAKATTPEDDNQLTRSHFQKAYF
ELSGDTQKTLNLESLSQTLNQLSKAHYGETSMTDKI TQRLDGYKNRNWEWNSVKEVLNFF
NIPLPKLHSEVKEQITADKLKERLVDLKEKGMGNDVNAITRELGKAREDL IEHYKKTSKLE
MGELDKI INKSMEELLVARKVTKDLVHEEVSQVKLN

>3PICA 375 XRAY 1.90 0.195 0.234 no Cip2 <UNP Q7Z9N1 TRIRE> [HYPOCREA JECORINA]
QQTSGAGGATCSALPGSITLRSNAKLNDLFTMENGDKVTTKDKFSCRQAEMSELIQRYEL
GTLPGRPSTLTASFSGNTLTINCGEAGKSISFTVTITYPSSGTAPYPAI IGYGGGSLPAP
AGVAMINENNDNTAAQVNTGSRGQGKFYDLYGSSHSAGAMTAWAWGVSRV IDALELVPGA
RIDTTKIGVTGCSRNGKGAMVAGAFEKRIVLTLPQESGAGGSACWRISDYLKSQGANIQT
ASETTGEDPWFSTTENSYVNQVPVLPFDHHSLAALTAPRGLFVIDNNIDWLGPQSCFGCM
TAAHMAWQALGVSDHMGYSQIGAHAHCAFPSNQQSQLTAFVQKFLLGQSTNTATFQSDFS
ANQSQWIDWTTPTLS

>3R45C 81 XRAY 2.60 0. 187 0. 245 no Holliday junction recognition protein <UNP HJURP_HUMAN>
[HOMO SAPTENS]
SMLGTLRAMEGEDVEDDQLLQKLRASRRRFQRRMQRLIEKYNQPFEDTPVVQMATLTYET
PQGLRIWGGRLIKERNEGETQ

>1ZIWA 680 XRAY 2.10 0.210 0.248 no Toll-like receptor 3 <UNP TLR3 HUMAN> [HOMO SAPIENS]
KCTVSHEVADCSHLKLTQVPDDLPTNITVLNLTHNQLRRLPAANFTRYSQLTSLDVGENT
ISKLEPELCQKLPMLKVLNLQHNELSQLSDKTFAFCTNLTELHLMSNS IQKTKNNPFVKQ
KNLITLDLSHNGLSSTKLGTQVQLENLQELLLSNNKITQALKSEELDIFANSSLKKLELSS
NQIKEFSPGCFHATGRLFGLFLNNVQLGPSLTEKLCLELANTSTRNLSLSNSQLSTTSNT
TFLGLKWTNLTMLDLSYNNLNVVGNDSFAWLPQLEYFFLEYNNIQHLFSHSLHGLENVRY
LNLKRSFTKQSTSLASLPKIDDFSFQWLKCLEHLNMEDNDTPGIKSNMFTGLINLKYLSL
SNSFTSLRTLTNETFVSLAHSPLHILNLTKNKISKIESDAFSWLGHLEVLDLGLNEIGQE
LTGQEWRGLENIFETIYLSYNKYLQLTRNSFALVPSLQRLMLRRVALKNVDSSPSPFQPLR
NLTILDLSNNNIANINDDMLEGLEKLETLDLQHNNLARLWKHANPGGPTYFLKGLSHLHT
LNLESNGFDEIPVEVFKDLFELKT IDLGLNNLNTLPASVENNQVSLKSLNLQKNLITSVE
KKVFGPAFRNLTELDMRENPFDCTCES TAWFVNWINETHTNIPELSSHYLCNTPPHYHGF
PVRLFDTSSCKDSAHHHHHH
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