Table S4. Details of homology modeling of yeast proteins

>gi|6319522|ref |[NP_009604.1| Homology to rat S11, human S11, and E. coli S17; Rpsllbp
[Saccharomyces cerevisiae]
MSTELTVQSERAFQKQPHIFNNPKVKTSKRTKRWYKNAGLGFKTPKTAIEGSYIDKKCPFTGLVSIRGKI
LTGTVVSTKMHRTIVIRRAYLHYIPKYNRYEKRHKNVPVHVSPAFRVQVGDIVTVGQCRPISKTVRENVV
KVSAAAGKANKQFAKF

Modeled residue range: 69 to 142 based on template 2j00Q (2.80 A)  Sequence Identity [%]: 39  Evalue: 6.85¢-6

>gi 6319726 |ref |[NP_009808.1| 3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase
isocenzyme; Arodp [Saccharomyces cerevisiae]
MSESPMFAANGMPKVNQGAEEDVRILGYDPLASPALLQVQIPATPTSLETAKRGRREAIDIITGKDDRVL
VIVGPCSIHDLEAAQEYALRLKKLSDELKGDLSIIMRAYLEKPRTTVGWKGLINDPDVNNTEFNINKGLQS
ARQLFVNLTNIGLPIGSEMLDTISPQYLADLVSFGAIGARTTESQLHRELASGLSFPVGFKNGTDGTLNV
AVDACQAAAHSHHFMGVTKHGVAAITTTKGNEHCFVILRGGKKGTNYDAKSVAEAKAQLPAGSNGLMIDY
SHGNSNKDFRNQPKVNDVVCEQIANGENAITGVMIESNINEGNQGIPAEGKAGLKYGVSITDACIGWETT
EDVLRKLAAAVRQRREVNKK

Modeled residue range: 23 to 369  based on template 10f8B (1.50 A) Sequence Identity [%]: 99  Evalue: 0.00e-1

>gi 6319966 |ref |NP_010046.1| Ypdlp is an intermediate protein between Slnlp and Ssklp in the
phosphorelay reaction.; Ypdlp [Saccharomyces cerevisiae]
MSTIPSEIINWTILNEIISMDDDDSDFSKGLITIQFIDQAQTTFAQMORQOLDGEKNLTELDNLGHFLKGSS
AALGLQRIAWVCERIQNLGRKMEHFFPNKTELVNTLSDKSIINGINIDEDDEEIKIQVDDKDENSIYLTL
IAKALNQSRLEFKLARIELSKYYNTNL

Modeled residue range: 2 to 167  based on template 1c02B (1.80 A)  Sequence Identity [%]: 99  Evalue: 4.73e-75

>gi|6320210|ref |NP_010290.1| Note that the sequence of TRP1 from strain S228C, which is the
sequence stored in SGD, contains an ochre mutation at codon 67.; Trplp [Saccharomyces cerevisiae]
MSVINFTGSSGPLVKVCGLQSTEAAECALDSDADLLGIICVPNRKRTIDPVIARKISSLVKAYKNSSGTP
KYLVGVFRNQPKEDVLALVNDYGIDIVQLHGDESWQEYQEFLGLPVIKRLVFPKDCNILLSAASQKPHSFE
IPLFDSEAGGTGELLDWNSISDWVGRQESPESLHFMLAGGLTPENVGDALRLNGVIGVDVSGGVETNGVK

DSNKIANFVKNAKK

Modeled residue range: 14 to 223 based on template 1nsjA (2.00 A)  Sequence Identity [%]: 33  Evalue: 1.28e-19

>gi 6320228 |ref |NP_010308.1|] Homology to rat S11, human S11, and E. coli S17; Rpsllap
[Saccharomyces cerevisiae]
MSTELTVQSERAFQKQPHIFNNPKVKTSKRTKRWYKNAGLGFKTPKTATEGSYIDKKCPFTGLVSIRGKI
LTGTVVSTKMHRTIVIRRAYLHYTIPKYNRYEKRHKNVPVHVSPAFRVQVGDIVTVGQCRPISKTVRENVV
KVSAAAGKANKQFAKFEF

Modeled residue range: 49 to 142 based on template 2j00Q (2.80 A)  Sequence Identity [%]: 39  Evalue: 6.85¢-6

>gi|6320720|ref |[NP_010801.1] Glutaredoxin (thioltransferase) (glutathione reductase); Ttrlp
[Saccharomyces cerevisiae]
METNFSEFDSNLIVIITIITLFATRITIAKRFLSTPKMVSQETVAHVKDLIGQKEVEVAAKTYCPYCKATLST
LFQELNVPKSKALVLELDEMSNGSEIQDALEEISGOQKTVPNVYINGKHIGGNSDLETLKKNGKLAEILKP



VFQ

Modeled residue range: 35 to 126  based on template 2jacA (2.02 A) Sequence Identity [%]: 67  Evalue: 1.85e-32

>gi 6320796 |ref |[NP_010875.1] iso-2-cytochrome c; Cyc7p [Saccharomyces cerevisiae]
MAKESTGFKPGSAKKGATLFKTRCOQCHTIEEGGPNKVGPNLHGIFGRHSGQVKGYSYTDANINKNVKWD
EDSMSEYLTNPKKYIPGTKMAFAGLKKEKDRNDLITYMTKAAK

Modeled residue range: 2to 113 based on template 1yeaA (1.90 A) Sequence Identity [%]: 100  Evalue: 1.72e-54

>gi 6320998 |ref |[NP_011077.1| Stationary Phase Induced; strongly expressed during stationary
phase, and trancription is dependent on MSN2/MSN4.; Spilp [Saccharomyces cerevisiae]
MLSNAKLLLSLAMASTALGLVSNSSSSVIVVPSSDATIAGNDTATPAPEPSSAAPIFYNSTATATQYEVV
SEFTTYCPEPTTEVINGATFTVTAPTTLTITNCPCTIEKPTSETSVSSTHDVETNSNAANARATIPGALGL

AGAVMMLL

Modeled with HOMER .
Modeled residue range: 18 to 89  based on template 2VCIIA (2.36 A)
Sequence Identity [%]: 26 ~ PDB Blast Evalue: 1.0

>gi|6321022|ref |[NP_011101.1| Member of a glutaredoxin subfamily in Sc together with GRX3 & GRX5.
Significant sequence diff. with the other glutaredoxin subfamily, formed by the previously
described GRX1 & GRX2 glutaredoxins (Luikenhuis MBC 9:1081, 1998); Grx4p [Saccharomyces
cerevisiae]

MTVVEIKSQODQFTOQLTTTNAANKLIVLYFKAQWADPCKTMSQVLEAVSEKVRQEDVRFLSIDADEHPETS
DLFEIAAVPYFVEFIQONGTIVKEISAADPKEFVKSLETILSNASASLANNAKGPKSTSDEESSGSSDDEEDE
TEEEINARLVKLVQAAPVMLFMKGSPSEPKCGEFSRQLVGILREHQIRFGFFDILRDENVRQSLKKE SDWP
TFPQLYINGEFQGGLDIIKESIEEDPEYFQHALQ

C-term: Modeled residue range: 152 to 230  based on template 1wikA (99.9 A)
Sequence Identity [%]: 58  Evalue: 5.03e-22

N-term: Modeled residue range: 2 to 101 based on template 2j23A (1.41 A)
Sequence Identity [%]: 36 Evalue: 1.57e-12

>gi1]114318471 |ref|NP_116606.1| 47 kDa type I transmembrane protein localized to the Golgi; Emp47p
[Saccharomyces cerevisiae]
MMMLITMKSTVLLSVFTVLATWAGLLEAHPLGDTSDASKLSSDYSLPDLINARKVPNNWQTGEQASLEEG
RIVLTSKONSKGSLWLKQGFDLKDSFTMEWTFRSVGYSGQTDGGISFWEFVQDSNVPRDKQLYNGPVNYDG
LOLLVDNNGPLGPTLRGQLNDGQKPVDKTKIYDQSFASCLMGYQDSSVPSTIRVTYDLEDDNLLKVQVDN
KVCFQTRKVRFPSGSYRIGVTAQNGAVNNNAESFEIFKMQFFNGVIEDSLIPNVNAMGOQPKLITKYIDQQ

TG KEKLIEKTAFDADKDKITNYELYKKLDRVEGKILANDINALETKLNDVIKVQQELLSFMTTITKQLSS
KPPANNEKGTSTDDATAEDKENFKDFLSINQKLEKVLVEQEKYREATKRHGODGPQVDEIARKLMIWLLP

LIFIMLVMAYYTFRIRQEIIKTKLL

Modeled residue range: 28 to 282  based on template 2A6YIA (1.42 A)
Sequence Identity [%]: 98  Evalue: 4.0 e-50

>gi|14318550|ref|NP_116683.1|] Establishment of COhesion; Ecolp [Saccharomyces cerevisiae]
MKARKSQRKAGSKPNLIQSKLOVNNGSKSNKIVKCDKCEMSYSSTSIEDRAIHEKYHTLOLHGRKWSPNW
GSIVYTERNHSRTVHLSRSTGTITPLNSSPLKKSSPSITHQEEKIVYVRPDKSNGEVRAMTEIMTLVNNE
LNAPHDENVIWNSTTEEKGKAFVYIRNDRAVGIIITIENLYGGNGKTSSRGRWMVYDSRRLVONVYPDEFKI
GISRIWVCRTARKLGIATKLIDVARENIVYGEVIPRYQVAWSQPTDSGGKLASKYNGIMHKSGKLLLPVY



Modeled with HOMER
Modeled residue range: 23 to 98  based on template 1ES8IA (1.25 A)
Sequence Identity [%]: 23 ~ PDB Blast Evalue: 2.3

>gi 14318558 |ref |NP_116691.1| ubiquinol-cytochrome c oxidoreductase subunit 6 (17 kDa);
[Saccharomyces cerevisiae]
MGMLELVGEYWEQLKITVVPVVAAAEDDDNEQHEEKAAEGEEKEEENGDEDEDEDEDEDDDDDDDEDEEE
EEEVTDQLEDLREHFKNTEEGKALVHHYEECAERVKIQQQQOPGYADLEHKEDCVEEFFHLOQHYLDTATAP

RLFDKLK

Modeled residue range: 74 to 147  based on template 1lezvH (2.30 A) Sequence Identity [%]: 100  Evalue: 5.93e-24

>gi 6321631 |ref|NP_011708.1] Glyceraldehyde-3-phosphate dehydrogenase 3; Tdh3p [Saccharomyces

cerevisiae]
MVRVAINGFGRIGRLVMRIALSRPNVEVVALNDPFITNDYAAYMFKYDSTHGRYAGEVSHDDKHIIVDGK
KIATYQERDPANLPWGSSNVDIAIDSTGVFKELDTAQKHIDAGAKKVVITAPSSTAPMFVMGVNEEKYTS
DLKIVSNASCTTNCLAPLAKVINDAFGIEEGLMTTVHSLTATQKTVDGPSHKDWRGGRTASGNIIPSSTG
AAKAVGKVLPELQGKLTGMAFRVPTVDVSVVDLTVKLNKETTYDEIKKVVKAAAEGKLKGVLGYTEDAVV
SSDEFLGDSHSSIFDASAGIQLSPKFVKLVSWYDNEYGYSTRVVDLVEHVAKA

Modeled residue range: 1 to 330  based on template 2i5pP (2.30 A)  Sequence Identity [%]: 78  Evalue: 3.53e-139
{25}

>gi|6321706|ref|NP_011783.1| First enzyme in biosynthetic pathway for folic acid and
tetrahydrobioptern; Fol2p [Saccharomyces cerevisiae]
MHNIQLVQEIERHETPLNIRPTSPYTLNPPVERDGFSWPSVGTRQRAEETEEEEKERIQRISGAIKTILT
ELGEDVNREGLLDTPOQRYAKAMLYFTKGYQTNIMDDVIKNAVFEEDHDEMVIVRDIEIYSLCEHHLVPFEF
GKVHIGYIPNKKVIGLSKLARLAEMYARRLQVQERLTKQIAMALSDILKPLGVAVVMEASHMCMVSRGIQ
KTGSSTVTSCMLGGFRAHKTREEFLTLLGRRSI

Modeled residue range: 42 to 238 based on template 1fb1A (3.10 A)  Sequence Identity [%]: 63  Evalue: 5.73e-65

>gi 6322180 |ref |NP_012255.1| Derepression Of Telomeric silencing; Dotbp [Saccharomyces
cerevisiae]

MGEALRRSTRIAISKRMLEEEESKLAPISTPEVPKKKIKTGPKHNANQAVVQEANRSSDVNELEIGDPIP
DLSLLNEDNDSISLKKITENNRVVVFFVYPRASTPGCTRQACGFRDNYQELKKYAAVFGLSADSVTSQKK
FOQSKONLPYHLLSDPKREFIGLLGAKKTPLSGSIRSHF IFVDGKLKFKRVKISPEVSVNDAKKEVLEVAE

KFKEE

Modeled residue range: 59 to 214 based on template 2a4vA (1.80 A) Sequence Identity [%]: 98  Evalue: 1.04e-76

>gi 6322409 |ref |[NP_012483.1| Glyceraldehyde-3-phosphate dehydrogenase 1; Tdhlp [Saccharomyces

cerevisiae]
MIRIAINGFGRIGRLVLRLALQRKDIEVVAVNDPFISNDYAAYMVKYDSTHGRYKGTVSHDDKHIIIDGV
KIATYQERDPANLPWGSLKIDVAVDSTGVFKELDTAQKHIDAGAKKVVITAPSSSAPMFVVGVNHTKYTP
DKKIVSNASCTTNCLAPLAKVINDAFGIEEGLMTTVHSMTATQKTVDGPSHKDWRGGRTASGNIIPSSTG
AAKAVGKVLPELQGKLTGMAFRVPTVDVSVVDLTVKLEKEATYDQIKKAVKAAAEGPMKGVLGYTEDAVV
SSDEFLGDTHASIFDASAGIQLSPKFVKLISWYDNEYGYSARVVDLIEYVAKA

Modeled residue range: 5 to 325  based on template 2iSpP (2.30 A) Sequence Identity [%]: 77  Evalue: 1.23e-139



>gi 6322559 |ref |[NP_012633.1| ubiquitin hydrolase; Yuhlp [Saccharomyces cerevisiae]
MSGENRAVVPIESNPEVEFTNFAHKLGLKNEWAYFDIYSLTEPELLAFLPRPVKAIVLLFPINEDRKSSTS
QQITSSYDVIWFKQSVKNACGLYAILHSLSNNQSLLEPGSDLDNFLKSQSDTSSSKNRFDDVTTDQFVLN
VIKENVQTFSTGQSEAPEATADTNLHYITYVEENGGIFELDGRNLSGPLYLGKSDPTATDLIEQELVRVR
VASYMENANEEDVLNFAMLGLGPNWE

Modeled residue range: 6 to 234  based on template 1cmxA (2.25 A) Sequence Identity [%]: 93  Evalue: 5.16e-114

>gi| 7839183 |ref |NP_058168.1| Translocase of the inner membrane; mitochondrial intermembrane space
protein mediating import and insertion of polytopic inner membrane proteins; Tim8p [Saccharomyces
cerevisiae]

MSSLSTSDLASLDDTSKKEIATFLEGENSKQKVOMSTIHQFTNICFKKCVESVNDSNLSSQEEQCLSNCVN

REFLDTNIRIVNGLQONTR

Modeled residue range: 28 to 86 based on template 3¢jhB (2.60 A)  Sequence Identity [%]: 100 Evalue: 4.14e-19

>gi 6322468 |ref |[NP_012542.1| glyceraldehyde 3-phosphate dehydrogenase; Tdh2p [Saccharomyces
cerevisiae]

MVRVAINGFGRIGRLVMRIALQRKNVEVVALNDPFISNDYSAYMFKYDSTHGRYAGEVSHDDKHI IVDGH
KIATFQERDPANLPWASLNIDIAIDSTGVFKELDTAQKHIDAGAKKVVITAPSSTAPMEFVMGVNEEKYTS
DLKIVSNASCTTNCLAPLAKVINDAFGIEEGLMTTVHSMTATQKTVDGPSHKDWRGGRTASGNIIPSSTG
AAKAVGKVLPELQGKLTGMAFRVPTVDVSVVDLTVKLNKETTYDEIKKVVKAAAEGKLKGVLGYTEDAVV
SSDFLGDSNSSIFDAAAGIQLSPKEVKLVSWYDNEYGYSTRVVDLVEHVAKA

Modeled residue range: 1 to 330  based on template 2iSpP (2.30 A) Sequence Identity [%]: 78  Evalue: 1.23e-139
>gi|6323103|ref |NP_013175.1] Bud20p [Saccharomyces cerevisiae]
MGRYSVKRYKTKRRTRDLDLIYNDLSTKESVOKLLNQPLDETKPGLGQHYCIHCAKYMETATIALKTHLKG
KVHKRRVKELRGVPYTQEVSDAAAGYNLNKEFLNRVOEITQOSVGPEKESNEALLKEHLDSTLANVKTTEPT

LPWAAADAEANTAAVTEAESTASAST

Modeled residue range: 36 to 95  based on template 1zr9A (99.9 A)  Sequence Identity [%]: 45  Evalue: 6.24e-9

>gi|6323613|ref|NP_013684.1| antioxidant enzyme that provides protection against oxidation
systems capable of generating reactive oxygen and sulfur species; Tsalp [Saccharomyces
cerevisiae]

MVAQVQKQOAPTFKKTAVVDGVEFDEVSLDKYKGKYVVLAFTIPLAFTEFVCPTEITAFSEAAKKFEEQGAQVL
FASTDSEYSLLAWTNIPRKEGGLGPINIPLLADTNHSLSRDYGVLIEEEGVALRGLFIIDPKGVIRHITT
NDLPVGRNVDEALRLVEAFQWTDKNGTVLPCNWTPGAATIKPTVEDSKEYFEAANK

Modeled residue range: 3 to 195  based on template 1gmvH (1.70 A) Sequence Identity [%]: 66 ~ Evalue: 1.07e-69
>gi|6324070|ref |[NP_014140.1|] antioxidant protein and metal homeostasis factor, protects against
oxygen toxicity; Atxlp [Saccharomyces cerevisiae]
MAETKHYQFNVVMTCSGCSGAVNKVLTKLEPDVSKIDISLEKQLVDVYTTLPYDFILEKIKKTGKEVRSG

KQL

Modeled residue range: 2 to 73  based on template 1cc7A (1.20 A) Sequence Identity [%]: 100  Evalue: 4.30e-32



>gi 6324090 |ref |NP_014160.1| aminopeptidase of cysteine protease family; bleomycin hydrolase;
Lap3p [Saccharomyces cerevisiae]
MLPTSVSRSLYLKTFRSHLLRAPQIVLKRMSSSIDISKINSWNKEFQSDLTHQLATTVLKNYNADDALLN
KTRLOKODNRVENTVVSTDSTPVINQKSSGRCWLFAATNQLRLNVLSELNLKEFELSQAYLFFYDKLEKA
NYFLDQIVSSADQDIDSRLVQYLLAAPTEDGGQYSMFLNLVKKYGLIPKDLYGDLPYSTTASRKWNSLLT
TKLREFAETLRTALKERSADDSITIVTLREQMOREIFRLMSLEFMDIPPVQOPNEQFTWEYVDKDKKIHTIKS
TPLEFASKYAKLDPSTPVSLINDPRHPYGKLIKIDRLGNVLGGDAVIYLNVDNETLSKLVVKRLONNKAV
FFGSHTPKFMDKKTGVMDIELWNYPAIGYNLPQOKASRIRYHESLMTHAMLITGCHVDETSKLPLRYRVE
NSWGKDSGKDGLYVMTOQKYFEEYCFQIVVDINELPKELASKFTSGKEEPIVLPIWDPMGALAK

Modeled residue range: 30 to 482  based on template 2e01A (1.73 A)  Sequence Identity [%]: 97  Evalue: 0.00e-1

>gi1]16681849 |ref |NP_014237.2| Homology to rat L36a and human L36a; Rpl42ap [Saccharomyces
cerevisiae]

MVNVPKTRKTYCKGKTCRKHTQHKVTQYKAGKASLFAQGKRRYDRKQSGFGGQTKPVFHKKAKTTKKVVL
RLECVKCKTRAQLTLKRCKHFELGGEKKQKGQALQF

Modeled residue range: 2 to 93 based on template 2zkr4 (8.70 A)  Sequence Identity [%]: 73  Evalue: 1.84e-20

>gi 6324639 |ref |[NP_014708.1] Cytochrome cl; Cytlp [Saccharomyces cerevisiae]
MESNLSKRWAQRTLSKSFYSTATGAASKSGKLTQKLVTAGVAAAGITASTLLYADSLTAEAMTAAEHGLH
APAYAWSHNGPFETFDHASTIRRGYQVYREVCAACHSLDRVAWRTLVGVSHTNEEVRNMAEEFEYDDEPDE
QGNPKKRPGKLSDYIPGPYPNEQAARAANQGALPPDLSLIVKARHGGCDYIFSLLTGYPDEPPAGVALPP
GSNYNPYFPGGSIAMARVLEDDMVEYEDGTPATTSQMAKDVTTFLNWCAEPEHDERKRLGLKTVITILSSL
YLLSIWVKKFKWAGIKTRKEVENPPKPRK

Modeled residue range: 62 to 307  based on template 1kb9D (2.30 A) Sequence Identity [%]: 100  Evalue: 1.76e-145

>gi|6325168|ref |NP_015236.1| serum response factor-like protein that may function downstream of
MPK1 (SLT2) MAP-kinase pathway; Rlmlp [Saccharomyces cerevisiae]
MGRRKIEIQRISDDRNRAVTFIKRKAGLFKKAHELSVLCQVDIAVIILGSNNTFYEFSSVDTNDLIYHYQ
NDKNLLHEVKDPSDYGDFHKSASVNINQDLLRSSMSNKPSKSNVKGMNQSENDDDENNDEDDDDHGNEFER
NSNMHSNKKASDKNIPSAHMKLLSPTALISKMDGSEQNKRHPENALPPLQHLKRLKPDPLQISRTPQQQQO
QONISRPYHSSMYNLNQPSSSSSSPSTMDFPKLPSEFQONSSEFNGRPPPISISPNKEFSKPFTNASSRTPKQE
HKINNSGSNNNDNSNYTQSPSNSLEDSIQQTVKARRKLSARPVLRVRIPNNNESSNSAIPSEPSSASSTS
ANGNSMGSSQIMKENKTSRSSKISPLSASASGPLTLOKGNNGRMVIKLPNANAPNGSNNGNGSNNNNHPY
PFGSGSSPLFSATOQPYIATPLOPSNIPGGPFQONTSFLAQROTOOYQOMSFKKQOSQTVPLTTTLTGRPPS
TESGPETSNGPPTGSLPSKEVHDLMSNSPNVSSISMEFPDWSMGPNSAKPGNTNNPGTFPPVQTAVNNGNS
SNISSTNNTNNNNNNNNNNSSNNNSNNGNDNNSNNSNNSYYSNNEDAPVNGAAISEHTTDGDSNNQSNSS
TYDAAATAYNGNTGLTPYINTAQTPLGTKEFEFNFSTDISGEKNSSKI

Modeled residue range: 2 to 69  based on template 1legwA (1.50 A) Sequence Identity [%]: 54  Evalue: 3.48e-16

>gi1]16325198 |ref |INP_015266.1| Member of a glutaredoxin subfamily in Sc together with GRX3 & GRX4.
Significant sequence diff. with the other glutaredoxin subfamily, formed by the previously
described GRX1 & GRX2 glutaredoxins (Luikenhuis MBC 9:1081, 1998); Grx5p [Saccharomyces
cerevisiae]

MELPKEFNPIRSEFSPILRAKTLLRYQONRMYLSTEIRKAIEDATESAPVVLEFMKGTPEFPKCGFSRATIGLL
GNQGVDPAKFAAYNVLEDPELREGIKEFSEWPTIPQLYVNKEFIGGCDVITSMARSGELADLLEEAQALV

PEEEEETKDR

10



Modeled residue range: 30 to 148 based on template 1ykaA (99.9 A)  Sequence Identity [%]: 38  Evalue: 4.23e-20

>gi 6325296 |ref |[NP_015362.1| homologous to ERV1; Erv2p [Saccharomyces cerevisiae]
MKQIVKRSHAIRIVAALGIIGLWMFFSSNELSIATPGLIKAKSGIDEVQGAAAEKNDARLKEIEKQTIMP
LMGDDKVKKEVGRASWKYFHTLLARFPDEPTPEEREKLHTFIGLYAELYPCGECSYHFVKLIEKYPVQTS
SRTAAAMWGCHIHNKVNEYLKKDIYDCATILEDYDCGCSDSDGKRVSLEKEAKQHG

Modeled residue range: 74 to 178 based on template 1jr8A (1.50 A)  Sequence Identity [%]: 100  Evalue: 1.01e-60

>gi|6325330|ref |NP_015398.1|] Homologous to mammalian phosphotyrosine phosphatase; Ltplp
[Saccharomyces cerevisiae]
MTIEKPKISVAFICLGNFCRSPMAEATFKHEVEKANLENRENKIDSEFGTSNYHVGESPDHRTVSICKQHG
VKINHKGKQIKTKHFDEYDYIIGMDESNINNLKKIQPEGSKAKVCLEGDWNTNDGTVQTITIEDPWYGDIQ
DFEYNFKQITYFSKQFLKKEL

Modeled residue range: 3 to 161  based on template 1d1qA (1.70 A) Sequence Identity [%]: 99  Evalue: 1.04e-85

>gi|6319925|ref |[NP_010006.1| mitochondrial thioredoxin; Trx3p [Saccharomyces cerevisiae]
MLFYKPVMRMAVRPLKSIRFQSSYTSITKLTNLTEFRNLIKONDKLVIDEYATWCGPCKMMQPHLTKLIQ
AYPDVRFVKCDVDESPDIAKECEVTAMPTEVLGKDGQLIGKIIGANPTALEKGIKDL

Modeled residue range: 27 to 124 based on template 2fa4B (2.38 A) Sequence Identity [%]: 43  Evalue: 6.45e-23

>gi 6320259 |ref |[NP_010339.1| ubiquitin-conjugating enzyme, E2; Cdc34p [Saccharomyces cerevisiae]
MSSRKSTASSLLLRQYRELTDPKKAIPSFHIELEDDSNIFTWNIGVMVLNEDSIYHGGFFKAQMREFPEDF
PFSPPOQFRFTPAIYHPNVYRDGRLCISILHQSGDPMTDEPDAETWSPVQTVESVLISIVSLLEDPNINSP
ANVDAAVDYRKNPEQYKQRVKMEVERSKQODIPKGFIMPTSESAYISQSKLDEPESNKDMADNEFWYDSDLD
DDENGSVILODDDYDDGNNHIPFEDDDVYNYNDNDDDDERIEFEDDDDDDDDSIDNDSVMDRKQPHKAED

ESEDVEDVERVSKKI

Modeled with HOMER. .
Modeled residue range: 9 to 170 based on template 1IPZVIA (2.52 A) Sequence identity[%]: 43 PDB Blast Evalue: 2e-33

>gi|6320304|ref|NP_010384.1| Brain Modulosignalin Homolog; Bmh2p [Saccharomyces cerevisiae]
MSQTREDSVYLAKLAEQAERYEEMVENMKAVASSGQELSVEERNLLSVAYKNVIGARRASWRIVSSIEQK
EESKEKSEHQVELIRSYRSKIETELTKISDDILSVLDSHLIPSATTGESKVEYYKMKGDYHRYLAEFSSG
DAREKATNSSLEAYKTASEIATTELPPTHPIRLGLALNEFSVFYYETIQONSPDKACHLAKQAFDDAIAELDT
LSEESYKDSTLIMQLLRDNLTLWTSDISESGOEDQQQQOOQQOQQOOQQQQQQAPAEQTQOGEPTK

Modeled residue range: 5 to 234  based on template 2br9A (1.75 A) Sequence Identity [%]: 79  Evalue: 3.51e-90

>gi|6681846 |ref |NP_011543.2| Protein essential for mitochondrial biogenesis and cell viability;
Ervlp [Saccharomyces cerevisiae]
MKAIDKMTDNPPQEGLSGRKIIYDEDGKPCRSCNTLLDFQYVTGKISNGLKNLSSNGKLAGTGALTGEAS
ELMPGSRTYRKVDPPDVEQLGRSSWTLLHSVAASYPAQPTDQOKGEMKQFLNIFSHIYPCNWCAKDFEKY
IRENAPQVESREELGRWMCEAHNKVNKKLRKPKEFDCNFWEKRWKDGWDE
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Modeled residue range: 84 to 189  based on template logeB (1.80 A)  Sequence Identity [%]: 47  Evalue: 5.00e-27

>gi|6321648|ref |NP_011725.1] thioredoxin; Trx2p [Saccharomyces cerevisiae]
MVTQLKSASEYDSALASGDKLVVVDFFATWCGPCKMIAPMIEKFAEQYSDAAFYKLDVDEVSDVAQKAEV
SSMPTLIFYKGGKEVTRVVGANPAATKQATASNV

Modeled residue range: 1 to 104  based on template 2fad4B (2.38 A)  Sequence Identity [%]: 100  Evalue: 3.32e-48

>gi|6323072|ref |NP_013144.1| thioredoxin; Trxlp [Saccharomyces cerevisiae]
MVTQFKTASEFDSATAQDKLVVVDEYATWCGPCKMIAPMIEKFSEQYPOADFYKLDVDELGDVAQKNEVS
AMPTLLLFKNGKEVAKVVGANPAATKQAIAANA

Modeled residue range: 1 to 103 based on template 2i9hA (99.9 A)  Sequence Identity [%]: 100  Evalue: 1.63e-48

>gi|6324082|ref |NP_014152.1| Protein required for cell viability; ¥Ynl247wp [Saccharomyces
cerevisiae]
MNIFIKALRRYTIMSTPKIVQPKWKVPTPQAKETVLKLYNSLTRSKVEFIPQSGNRGVIWYSCGPTVYDA
SHMGHARNYVSIDINRRITIQODYEFGYDVQFVONVTDIDDKIILRARONYLEDNFVKENDTKENATVVDKVK
TALFQYINKNFTIQGSEIKTIEEFETWLSNADTETLKLENPKFPMHVTAVONAIESITKGDSMDAEVAFE
KVKDVTVPLLDKELGSTISNPEIFROLPAYWEQKENDDMLSLNVLPPTVTTRVSEYVPEIIDEVQKIIDN
GYAYATSDGSVYFDTLKFDKSPNHDYAKCQPWNKGQLDLINDGEGSLSNFADNGKKSNNDFALWKASKAG
EPEWESPWGKGRPGWHIECSVMASDILGSNIDIHSGGIDLAFPHHDNELAQSEARFDNQOQWINYFLHTGH
LHIEGQKMSKSLKNFITIQEALKKFSPROLRLAFASVOWNNQLDFKESLIHEVKSFENSMNNFFKTIRAL
KNDAASAGHISKKFSPLEKELLADFVESESKVHSAFCDNLSTPVALKTLSELVTKSNTYITTAGAALKIE
PLIAICSYITKILRIIGFPSRPDNLGWAAQAGSNDGSLGSLEDTVMPYVKCLSTFRDDVRSLAIKKAEPK
EFLQLTDKIRNEDLLNLNVALDDRNGQSALIKFLTNDEKLEIVKLNEEKHANELAKKQKKLEQQKLREQK
ENERKQKAQIKPODMEFKDVTLYSAWDEQGLPTKDKDGNDITKSMTKKLKKQWEQQKKLHEEYEFGEDK

N-term: Modeled residue range: 35 to 133 based on template 11iSA (2.30 A)
Sequence Identity [%]: 43  Evalue: 1.00e-16

C-term : Modeled residue range: 221 to 602  based on template 1u0bB (2.30 A)
Sequence Identity [%]: 30  Evalue: 7.04e-49

>gi1]16324296 |ref |[NP_014366.1| Synthetic interaction with Whi2; Siwl4p [Saccharomyces cerevisiae]
MGLYQAKNDEGSDPKSSSKIDDLIENEAEITRLIKEDGKLLIDNGDGRDIHNIIQEDKLLSVEFNEVLKR
FHGEEKSDIPRKEFDEDEDDGYDSNEHHQKTIEVMNTLNHVINKEVIPPENFSHVVGEIYRSSFPRQENFEF
SFLHERLKLKSILVLIPEEYPQENLNFLKLTGIKLYQVGMSGNKEPFVNIPSHLLTKALEIVLNPANQPTI
LIHCNRGKHRTGCLIGCIRKLONWSLTMIFDEYRRFAFPKARALDQQFIEMYDDDEIKRIASKNNWLPLQ

W

Modeled residue range: 116 to 263 based on template 1xriA (3.30 A)  Sequence Identity [%]: 61  Evalue: 1.81e-50

>gi1]16324360|ref |NP_014430.1| Similar to ubiquitin-like protein 8 of Arabidopsis thaliana and C.
elegans; Hublp [Saccharomyces cerevisiae]
MIEVVVNDRLGKKVRVKCLAEDSVGDFKKVLSLQIGTQPNKIVLOQKGGSVLKDHISLEDYEVHDQTNLEL

YYL

Modeled residue range: 1 to 73  based on template 1m94A (99.9 A) Sequence Identity [%]: 100  Evalue: 2.44e-31
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>gi 6325229 |ref |[NP_015297.1] acetoacetyl CoA thiolase; ErglOp [Saccharomyces cerevisiae]
MSQONVYIVSTARTPIGSFQGSLSSKTAVELGAVALKGALAKVPELDASKDFDEITFGNVLSANLGQAPAR
QVALAAGLSNHIVASTVNKVCASAMKATILGAQSIKCGNADVVVAGGCESMTNAPYYMPAARAGAKFGQT
VLVDGVERDGLNDAYDGLAMGVHAEKCARDWDITREQODNFATESYQKSQOKSQKEGKEFDNEIVPVTIKGE
RGKPDTQVTKDEEPARLHVEKLRSARTVFQKENGTVTAANASPINDGAAAVILVSEKVLKEKNLKPLATIT
KGWGEAAHQPADFTWAPSLAVPKALKHAGIEDINSVDYFEFNEAF SVVGLVNTKILKLDPSKVNVYGGAV
ALGHPLGCSGARVVVTLLSTILQQEGGKIGVAAICNGGGGASSIVIEKTI

Modeled residue range: 3 to 398  based on template 2ib8B (1.85 A)  Sequence Identity [%]: 48  Evalue: 1.97e-92

>gi1]6325255|ref |[NP_015323.1| appears to be functionally related to SNF7; Snf8p [Saccharomyces
cerevisiae]

MKQFGLAAFDELKDGKYNDVNKTILEKQSVELRDQLMVFQERLVEFAKKHNSELQASPEFRSKEMHMCSS
IGIDPLSLFDRDKHLEFTVNDEFYYEVCLKVIEICRQTKDMNGGVISFQELEKVHFRKLNVGLDDLEKSIDM
LKSLECFEIFQIRGKKFLRSVPNELTSDQTKILEICSILGYSSISLLKANLGWEAVRSKSALDEMVANGL
LWIDYQGGAEALYWDPSWITRQL

Modeled residue range: 20 to 232 based on template 1w7pA (3.60 A) Sequence Identity [%]: 100  Evalue: 2.05e-119

>gi 6325339 |ref |NP_015407.1] S. pombe diml+ in budding yeast; Diblp [Saccharomyces cerevisiae]
MASVLLPQLRTGWHVDQAIVTETKRLVVIRFGRKNDRQCMIMDELLSSTIAERVRNFAVIYLCDIDEVSDF
DEMYELTDPMTVMFEFYHNKHMMCDEGTGNNNKLNFIVDDKQEMIDILETIFRGARKNKGLVVSPYDYNHK

RVS

Modeled residue range: 5 to 138  based on template 1syxA (2.35 A) Sequence Identity [%]: 66 ~ Evalue: 9.31e-49

>gi 6319498 |ref |[NP_009580.1| Originally identified as a multicopy suppressor of a respiratory
defective mutant; homolog of Scolp; Sco2p [Saccharomyces cerevisiae]
MLNSSRKYACRSLFRQOANVSIKGLFYNGGAYRRGFSTGCCLRSDNKESPSARQPLDRLQLGDEINEPEPT
RTRFFQFSRWKATIALLLLSGGTYAYLSRKRRLLETEKEADANRAYGSVALGGPFNLTDENGKPFTEENL
KGKFSILYFGFSHCPDICPEELDRLTYWISELDDKDHIKIQPLFISCDPARDTPDVLKEYLSDFHPAIIG
LTGTYDQVKSVCKKYKVYEFSTPRDVKPNQDYLVDHSIFFYLIDPEGQFIDALGRNYDEQSGLEKIREQIQ

AYVPKEERERRSKKWYSFEIFN

Modeled residue range: 120 to 299  based on template 2b7jB (2.30 A) Sequence Identity [%]: 68  Evalue: 1.05e-75

>gi|6319733|ref |NP_009815.1| Riboflavin biosynthesis; Rib5p [Saccharomyces cerevisiae]
METGIVECMGTVLENNPYDDSESGGQGVSITIGNAGSILTDCHVGDSIAVNGVCLTVTEFNNDSEFKVGIS
PETIKRSNVASWIQGTQVNLERAVSQDVRFGGHYVQGHVDTVANIVSRRPEGNSIIFGFQLRDQEYFKYT
VEKGFICIDGTSLTIIKVDPLSQGGAFYISMIKHTODNVIMPLKKIGDEVNIEVDLTGKITIEKQILLTLE
NQISKKDSTLNTMISNIIEEKVRNYLNK

Modeled residue range: 1 to 205  based on template 1kzIA (2.10 A) Sequence Identity [%]: 51  Evalue: 3.24e-46

>gi 6319741 |ref |NP_009823.1| similar to Rab proteins and other small GTP-binding proteins; YptlOp
[Saccharomyces cerevisiae]

MIVKLLQEIQVAQONTEEYDMEATIKVVLLGDSSVGKTSIVTRLKSGKFLAKHAATIGAAFITKTIEVPSN
DSSTEKRIHMEIWDTAGQERYKSLVPMYYRDANIALIVFELGDVSSLQCAKTWFQDLQDRAQGTQVIIVG
NKYDLVCEEHSGEVTIPAELQGLPYVAVSAKTGYNFDTLNKIIISLVPESQFKTLSKNNEQGNILEINKK

KSGSGCIC
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Modeled residue range: 23 to 179  based on template 1z08D (1.80 A)  Sequence Identity [%]: 42  Evalue: 1.77e-25

>gi 6319971 |ref |NP_010051.1| phosphotyrosine-specific protein phosphatase; Ptplp [Saccharomyces
cerevisiae]

MAAAPWYIRQRDTDLLGKFKFIQONQEDGRLREATNGTVNSRWSLGVSIEPRNDARNRYVNIMPYERNRVH
LKTLSGNDYINASYVKVNVPGOSTEPGYYIATQGPTRKTWDQFWOMCYHNCPLDNIVIVMVTPLVEYNRE
KCYQYWPRGGVDDTVRIASKWESPGGANDMTQFPSDLKIEFVNVHKVKDYYTVTDIKLTPTDPLVGPVKT
VHHEYFDLWKDMNKPEEVVPIMELCAHSHSLNSRGNPIIVHCSAGVGRTGTFIALDHLMHDTLDEFKNITE
RSRHSDRATEEYTRDLIEQIVLQLRSQRMKMVQTKDQFLEFIYHAAKYLNSLSVNQ

Modeled residue range: 47 to 324  based on template 2h4vA (1.55 A)  Sequence Identity [%]: 31  Evalue: 4.46e-32

>gi1]16320303|ref|NP_010383.1| Member of a glutaredoxin subfamily in Sc together with GRX4 & GRX5.
Sign. sequence diff. with the other glutaredoxin subfamily, formed by the previously described
GRX1 & GRX2 glutaredoxins (Luikenhuis MBC 9:1081, 1998); Grx3p [Saccharomyces cerevisiae]
MCSFQVPSAFSEFNYTSYCYKRHQARYYTAAKLFQEMPVIEINDQEQFTYLTTTAAGDKLIVLYFHTSWAE
PCKALKQVFEATISNEPSNSNVSEFLSIDADENSEISELFEISAVPYFITIHKGTILKELSGADPKEYVSLL
EDCKNSVNSGSSQTHTMENANVNEGSHNDEDDDDEEEEEETEEQINARLTKLVNAAPVMLEFMKGSPSEPK
CGFSRQLVGILREHQVRFGFFDILRDESVRONLKKESEWPTFPQLYINGEFQGGLDIIKESLEEDPDELQ

HALQS

N-terminal: Modeled residue range: 36 to 135  based on template 2j23B (1.41 A)
Sequence Identity [%]: 37  Evalue: 1.40e-14 .
C-terminal: Modeled residue range: 189 to 270  based on template 1wikA (99.9 A)  Sequence Identity [%]: 60  Evalue: 5.69e-23

>gi 6320389 |ref|NP_010469.1| Phosducin-Like Protein; Plplp [Saccharomyces cerevisiae]
MEDKLDRYYTNVLSNAEKDKHTTVDSDDKSSGEENLDELLNELDRELDEDHEFLSAYRSERLQQTISDHLK
QVKKNVEDDGYGRLQCIDNEADAIQICTKTTMVVIHFELETFGKCQYMNEKLENLAKRYLTTRF IKVNVQ
TCPFLVNKLNIKVLPFVVGYKNGLEKVRYVGEFSKLGNDPNGFDIRRLEQSLAHSGVIEDTFETIRKHSSVN
TERFASTNHDRSESDSDLDI

Modeled residue range: 99 to 202 based on template 2dbcA (99.9 A) Sequence Identity [%]: 28  Evalue: 4.97e-5

>gi|6320610|ref |NP_010690.1| Disp. for spores & spore viab. - required for dityrosine biosynth. &
dityrosine accumul. in outer spore wall (s.w.); s.w. matur. & resist. to ether & lytic enz. mRNA
trans. mid/late during s.w. formation; Dit2p [Saccharomyces cerevisiae]
MELLKLLCLILFLTLSYVAFAITIVPPLNFPKNIPTIPFYVVFLPVIFPIDQTELYDLYIRESMEKYGAVK
FFFGSRWNILVSRSEYLAQIFKDEDTFAKSGNQKKIPYSALAAYTGDNVISAYGAVWRNYRNAVTNGLQH
FDDAPIFKNAKILCTLIKNRLLEGQTSIPMGPLSQRMALDNISQVALGFDFGALTHEKNAFHEHLIRIKK
QIFHPFFLTFPFLDVLPIPSRKKAFKDVVSFRELLVKRVODELVNNYKFEQTTFAASDLIRAHNNETIIDY
KQLTDNIVIILVAGHENPQLLEFNSSLYLLAKYSNEWQEKLRKEVNGITDPKGLADLPLLNAFLFEVVRMY
PPLSTIINRCTTKTCKLGAEIVIPKGVYVGYNNEFGTSHDPKTWGTTADDEFKPERWGSDIETIRKNWRMAK
NRCAVTGFHGGRRACLGEKLALTEMRISLAEMLKQFRWSLDPEWEEKLTPAGPLCPLNLKLKEFNENIME

Modeled residue range: 156 to 481  based on template 1w0gA (2.73 A)  Sequence Identity [%]: 26  Evalue: 2.94e-15
>gi|6320695|ref |[NP_010775.1] Riboflavin biosynthesis; Rib3p [Saccharomyces cerevisiae]
METPIDQAIEHFKONKEVIVMDDAGRENEGDLICAAENVSTEQMAFLVRHSSGYVCAPMTNAIADKLDLP

LLRTGMKFESNDDDRHGTAYTITVDVAQGTTTGISAHDRSMTCRALADSSSTPKSFLKPGHICPLRAADG
GVLQRRGHTEAGVDLCKLSGLSPVAVIGELVNDDEQGTMMRLNDCQAFGKKHGIPLISIEELAQYLKK
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Modeled residue range: 1 to 208  based on template 1tksB (1.60 A)  Sequence Identity [%]: 57  Evalue: 5.48¢-63

>gi1]16320726 |ref |[NP_010806.1| ER protein functionally likely involved in interacting with nascent
polypeptides in the ER; Euglp [Saccharomyces cerevisiael]
MOVTTRFISAIVSFCLFASFTLAENSARATPGSDLLVLTEKKFKSFIESHPLVLVEFFAPWCLHSQILRP
HLEEAASILKEHNVPVVQIDCEANSMVCLOQQOTINTYPTLKIFKNGRIFDGQVYRGVKITDEITQYMIQLY
EASVIYLNSEDEIQPYLENATLPVVINRGLTGLNETYQEVALDLAEDYVFLSLLDSEDKSLSIHLPNTTE
PILFDGNVDSLVGNSVALTOQWLKVVILPYFTDIEPDLFPKYISSNLPLAYFFYTSEEELEDYTDLEFTQLG
KENRGOQINFIALNSTMEFPHHVRELNMREQFPLFATHNMINNLKYGLPOQLPEEEYAKLEKPQPLDRDMIVQ
LVKDYREGTAKPIVKSEETIPKEQKSNVYKIVGKTHDDIVHDDDKDVLVKYYATWCIHSKRFAPIYEEIAN
VLASDESVRDKILIAEVDSGANDILSFPVTIGYPTIALYPAGNNSKPIIFNKIRNLEDVFEFIKESGTHHI
DGOATIYDKLHQAKDSEVSTEDTVHDEL

Modeled residue range: 24 to 496  based on template 2bSeA (2.40 A) Sequence Identity [%]: 42  Evalue: 6.09e-105

>gi 6320808 |ref |NP_010887.1| wvacuolar ATPase V0 domain subunit c¢ (17 kDa); Cupbp [Saccharomyces
cerevisiae]

MTELCPVYAPFFGAIGCASAIIFTSLGAAYGTAKSGVGICATCVLRPDLLFKNIVPVIMAGIIAIYGLVV
SVLVCYSLGQKQALYTGFIQLGAGLSVGLSGLAAGFAIGIVGDAGVRGSSQQPRLFVGMILILIFAEVLG

LYGLIVALLLNSRATQDVVC

Modeled residue range: 12 to 150 based on template 2bI2B (2.10 A)  Sequence Identity [%]: 27  Evalue: 9.13¢-9

>gi1]16320869 |ref |NP_010948.1| probably involved in intra-Golgi transport or in the formation of
transport vesicles at the most distal Golgi compartment; Ypt3lp [Saccharomyces cerevisiae]
MSSEDYGYDYDLLFKIVLIGDSGVGKSNLLSREFTKNEFNMDSKSTIGVEFATRTLEIDGKRIKAQIWDTA
GOERYRATITSAYYRGAVGALIVYDISKSSSYENCNHWLSELRENADDNVAVGLIGNKSDLAHLRAVPTEE
SKTFAQENQLLFTETSALNSENVDKAFEELINTIYQKVSKHQMDLGDSSANGNANGASAPNGPTISLTPT

PNENKKANGNNCC

Modeled residue range: 10 to 183 based on template 2f9mA (1.95 A)  Sequence Identity [%]: 70  Evalue: 5.45e-67

>gi1]16320881|ref |NP_010960.1| peptide Methionine sulfoXide Reductase 1; Mxrlp [Saccharomyces
cerevisiae]

MSSLISKTIKYDPAKDKLITLACGCEFWGTEHMYRKYLNDRIVDCKVGYANGEESKKDSPSSVSYKRVCGG
DTDFAEVLQVSYNPKVITLRELTDFFFRIHDPTTSNSQGPDKGTQYRSGLFAHSDADLKELAKIKEEWQP
KWGNKIATVIEPIKNFYDAEEYHQLYLDKNPQGYACPTHYLREM

Modeled residue range: 6 to 174  based on template 1fvaB (1.70 A) Sequence Identity [%]: 36  Evalue: 4.50e-23

>gi|6320917|ref |NP_010996.1| Utilizes NADP+ as the preferred coenzyme. Activated by K+.; Aldbp
[Saccharomyces cerevisiae]
MLSRTRAAAPNSRIFTRSLLRLYSQAPLRVPITLPNGETYEQPTGLEINGEFVASKQKKTFDVINPSNEE
KITTVYKAMEDDVDEAVAAAKKAFETKWSIVEPEVRAKALFNLADLVEKHQETLAATIESMDNGKSLFCAR
GDVALVSKYLRSCGGWADKIYGNVIDTGKNHFTYSIKEPLGVCGQIIPWNFPLLMWSWKIGPALATGNTV
VLKPAETTPLSALFASQLCQEAGIPAGVVNILPGSGRVVGERLSAHPDVKKIAFTGSTATGRHIMKVAAD
TVKKVTLELGGKSPNIVFADADLDKAVKNIAFGIFYNSGEVCCAGSRIYIQDTVYEEVLQKLKDYTESLK
VGDPFDEEVFQGAQTSDKQLHKILDYVDVAKSEGARLVTGGARHGSKGYEFVKPTVFADVKGDMRIVKEEV
FGPIVTVSKFSTVDEVIAMANDSQYGLAAGIHTNDINKAVDVSKRVKAGTVWINTYNNFHONVPFGGFGQ
SGIGREMGEAALSNYTQTKSVRIAIDKPIR
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Modeled residue range: 46 to 515  based on template 1004G (1.42 A)  Sequence Identity [%]: 48

Evalue: 1.73e-131

>gi 6320936 |ref|NP_011015.1| vitamin Bl12-(cobalamin)-independent isozyme of methionine synthase
(also called NS5-methyltetrahydrofolate homocysteine methyltransferase or 5-
methyltetrahydropteroyl triglutamate homocysteine methyltransferase); Met6p [Saccharomyces

cerevisiae]
MVQSAVLGFPRIGPNRELKKATEGYWNGKITVDELFKVGKDLRTONWKLQKEAGVDIIPSNDEFSEYDQVL
DLSLLEFNVIPDRYTKYDLSPIDTLFAMGRGLQRKATETEKAVDVTALEMVKWEDSNYHYVRPTEFSKTTQF
KLNGQKPVDEFLEAKELGIHTRPVLLGPVSYLFLGKADKDSLDLEPLSLLEQLLPLYTEILSKLASAGAT
EVQIDEPVLVLDLPANAQAATIKKAYTYFGEQSNLPKITLATYFGTVVPNLDAIKGLPVAALHVDFVRAPE
QFDEVVAAIGNKQTLSVGIVDGRNIWKNDFKKSSAIVNKAIEKLGADRVVVATSSSLLHTPVDLNNETKL
DAEIKGFFSFATQKLDEVVVITKNVSGQDVAAALEANAKSVESRGKSKFIHDAAVKARVASIDEKMSTRA
APFEQRLPEQOKVENLPLFPTTTIGSFPQTKDIRINRNKENKGTISAEEYEKFINSEIEKVIRFQEEIGL
DVLVHGEPERNDMVQYFGEQINGYAFTVNGWVQSYGSRYVRPPIIVGDLSRPKAMSVKESVYAQSITSKP
VKGMLTGPITCLRWSFPRDDVDQKTQAMOLALALRDEVNDLEAAGIKVIQVDEPALREGLPLREGTERSA
YYTWAAEAFRVATSGVANKTQIHSHFECYSDLDPNHIKALDADVVSIEFSKKDDANYIAEFKNYPNHIGLG
LEDIHSPRIPSKDEFIAKISTILKSYPAEKFWVNPDCGLKTRGWEETRLSLTHMVEAAKYFREQYKN

Modeled residue range: 4 to 764  based on template 1uljA (2.40 A) Sequence Identity [%]: 47  Evalue: 0.00e-1

>gi 6320972 |ref |INP_011051.1] involved in ubigquitin-mediated protein degradation; Rspbp

[Saccharomyces cerevisiae]
MPSSISVKLVAAESLYKRDVFRSPDPFAVLTIDGYQTKSTSAAKKTLNPYWNETFKEDDINENSILTIQV
FDOKKFKKKDQGFLGVVNVRVGDVLGHLDEDTATSSGRPREETITRDLKKSNDGMAVSGRLIVVLSKLPS
SSPHSQAPSGHTASSSTNTSSTTRTNGHSTSSTRNHSTSHPSRGTAQAVESTLQSGTTAATNTATTSHRS
TNSTSSATRQYSSFEDQYGRLPPGWERRTDNFGRTYYVDHNTRTTTWKRPTLDQTEAERGNQLNANTELE
RROHRGRTLPGGSSDNSSVIVQVGGGSNIPPVNGAAAAAFAATGGTTSGLGELPSGWEQRFTPEGRAYFEFV
DHNTRTTTWVDPRROQQYIRTYGPTNTTIQQQPVSQLGPLPSGWEMRLTNTARVYFVDHNTKTTTWDDPRL
PSSLDONVPQYKRDFRRKVIYFRSQPALRILPGQCHIKVRRKNIFEDAYQEIMRQTPEDLKKRLMIKFEDG
EEGLDYGGVSREFFFLLSHEMFNPEFYCLFEYSAYDNYTIQINPNSGINPEHLNYFKFIGRVVGLGVFHRR
FLDAFFVGALYKMMLRKKVVLQDMEGVDAEVYNSLNWMLENSIDGVLDLTFSADDERFGEVVTVDLKPDG
RNIEVTDGNKKEYVELYTOQWRIVDRVQEQFKAFMDGFNELIPEDLVIVFDERELELLIGGIAEIDIEDWK
KHTDYRGYQESDEVIQWEFWKCVSEWDNEQRARLLQFTTGTSRIPVNGFKDLQGSDGPRRFTIEKAGEVQQ
LPKSHTCENRVDLPQYVDYDSMKQKLTLAVEETIGEFGQE

Modeled residue range: 430 to 801  based on template 2oniA (2.20 A)  Sequence Identity [%]: 56

Evalue: 5.39¢e-123

>gi|6321025|ref |NP_011104.1| Brain Modulosignalin Homolog; Bmhlp [Saccharomyces cerevisiae]

MSTSREDSVYLAKLAEQAERYEEMVENMKTVASSGQELSVEERNLLSVAYKNVIGARRASWRIVSSIEQK
EESKEKSEHQVELICSYRSKIETELTKISDDILSVLDSHLIPSATTGESKVEYYKMKGDYHRYLAEFSSG
DAREKATNASLEAYKTASEIATTELPPTHPIRLGLALNFSVFYYEIQNSPDKACHLAKQAFDDATIAELDT
LSEESYKDSTLIMQLLRDNLTLWTSDMSESGQAEDQQQOQQHQQQQOPPAAAEGEAPK

Modeled residue range: 5 to 234 based on template 2br9A (1.75 A) Sequence Identity [%]: 78  Evalue: 1.59e-89

>gi 14318459 |ref |NP_116595.1] SNZ3 proximal ORF, stationary phase induced gene family; Sno3p

[Saccharomyces cerevisiae]

MTVVIGVLALQGAF IEHVRHVEKCIVENRDEFYEKKLSVMTVKDKNQLAQCDALIIPGGESTAMSLTIAERT
GEFYDDLYAFVHNPSKVTWGTCAGLIYISQQOLSNEAKLVKTLNLLKVKVKRNAFGRQAQSSTRICDFSNF I
PHCNDFPATFIRAPVIEEVLDPEHVQVLYKLDGKDNGGQELIVAAKQKNNILATSFHPELAENDIREFHDW
FIREFVLKNYSK

Modeled residue range: 3 to 220 based on template 2abwB (1.62 A)  Sequence Identity [%]: 35
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>gi 14318463 |ref |NP_116599.1| high degree of similarity with the AAD of P. chrysosporium; Aadép
[Saccharomyces cerevisiae]
MADLFAPAPEPSTELGRLRVLSKSAGIRVSPLILGGMSIGDAWSEILGSMSKERAFELLDAFYEAGGNE I
DTANNYQONEQSEAWIGEWMVSRKLRDQIVIATKFTTDYKKYDVGGGKSANYCGNHKRSLHVSVRDSLRKL
QTDWIDILYVHWWDYMSSIEEVMDSLHILVQQOARSSIWVCLIRLPGLFLRQITTLNLMVKPLLASIKVNG

TC

Modeled residue range: 26 to 166  based on template 1pz1A (2.20 A) Sequence Identity [%]: 32  Evalue: 1.32e-11

>gi 14318479 |ref |NP_116614.1| Involved in cell polarization, endocytosis and other cytoskeletal
functions; Actlp [Saccharomyces cerevisiae]
MDSEVAALVIDNGSGMCKAGFAGDDAPRAVFPSIVGRPRHQGIMVGMGQKDSYVGDEAQSKRGILTLRYP
IEHGIVINWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPMNPKSNREKMTQIMFETENVPAFYVSIQAVL
SLYSSGRTTGIVLDSGDGVTHVVPIYAGFSLPHAILRIDLAGRDLTDYLMKILSERGYSEFSTTAEREIVR
DIKEKLCYVALDFEQEMQTAAQSSSIEKSYELPDGQVITIGNERFRAPEALFHPSVLGLESAGIDQTTYN
SIMKCDVDVRKELYGNIVMSGGTTMFPGIAERMOQKEITALAPSSMKVKIIAPPERKYSVWIGGSILASLT
TEFQOMWISKQEYDESGPSIVHHKCFEF

Modeled residue range: 4 to 371  based on template 2fxuA (1.35 A) Sequence Identity [%]: 85  Evalue: 0.00e-1

>gi 14318481 |ref |NP_116616.1] beta subunit of tubulin monomer; involved in chromosome segregation
and nuclear migration; Tub2p [Saccharomyces cerevisiae]
MREITIHISTGQCGNQIGAAFWETICGEHGLDENGTYHGHDDIQKERLNVYENEASSGKWVPRSINVDLEP
GTIDAVRNSAIGNLFRPDNYIFGQSSAGNVWAKGHYTEGAELVDSVMDVIRREAEGCDSLQGFQITHSLG
GGTGSGMGTLLISKIREEFPDRMMATEFSVLPSPKTSDTVVEPYNATLSVHQLVEHSDETFCIDNEALYDI
CORTLKLNQPSYGDLNNLVSSVMSGVTTSLRYPGQLNSDLRKLAVNLVPFPRLHFFMVGYAPLTAIGSQS
FRSLTVPELTQQOMFDAKNMMAAADPRNGRYLTVAAFFRGKVSVKEVEDEMHKVQSKNSDYEFVEWIPNNVQ
TAVCSVAPQGLDMAATFIANSTSIQELFKRVGDQF SAMEFKRKAFLHWYTSEGMDELEFSEAESNMNDLVS
EYQQOYQEATVEDDEEVDENGDFGAPONQDEPITENEE

Modeled residue range: 2 to 427  based on template 1tvkB (2.89 A)  Sequence Identity [%]: 77  Evalue: 0.00e-1

>gi 14318551 |ref|NP_116684.1| Required for mitosis and sporulation; Cdcldp [Saccharomyces
cerevisiae]

MRRSVYLDNTIEFLRGRVYLGAYDYTPEDTDELVEFFTVEDATIFYNSFHLDEFGPMNIGHLYRFAVIFHETIL
NDPENANKAVVEYSSASTROQRANAACMLCCYMILVQAWTPHQVLOPLAQVDPPFMPFRDAGYSNADFEIT
IQDVVYGVWRAKEKGLIDLHSFNLESYEKYEHVEFGDFNVLTPDF IAFASPQEDHPKGYLATKSSHLNQP
FKSVLNFFANNNVQLVVRLNSHLYNKKHFEDIGIQHLDLIFEDGTCPDLSIVKNFVGAAETIIKRGGKIA
VHCKAGLGRTGCLIGAHLIYTYGFTANECIGFLRFIRPGMVVGPQOHWLYLHOQNDFREWKYTTRISLKPS
EATIGGLYPLISLEEYRLOQKKKLKDDKRVAQNNIEGELRDLTMTPPSNGHGALSARNSSQPSTANNGSNSFE
KSSAVPQTSPGOPRKGONGSNTIEDINNNRNPTSHANRKVVIESNNSDDESMODTNGTSNHYPKVSRKKN
DISSASSSRMEDNEPSATNINNAADDTILROQLLPKNRRVTSGRRTTSAAGGIRKISGSIKK

Modeled residue range: 5 to 336 based on template 1ohcA (2.50 A) Sequence Identity [%]: 37  Evalue: 1.46e-61

>gi 14318480 |ref |INP_116615.1] involved in the secretion pathway at the ER-to-Golgi step; required
for sporulation; Yptlp [Saccharomyces cerevisiae]
MNSEYDYLFKLLLIGNSGVGKSCLLLRESDDTYTNDYISTIGVDFKIKTVELDGKTVKLOQIWDTAGQERF
RTITSSYYRGSHGIIIVYDVTDQESEFNGVKMWLQEIDRYATSTVLKLLVGNKCDLKDKRVVEYDVAKEFA
DANKMPFLETSALDSTNVEDAFLTMARQIKESMSQONLNETTQKKEDKGNVNLKGQSLTNTGGGCC
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Modeled residue range: 3 to 205  based on template lukvY (1.50 A)  Sequence Identity [%]: 100  Evalue: 1.12e-102

>gi1]16321228 |ref |NP_011305.1| probably involved in intra-Golgi transport or in the formation of
transport vesicles at the most distal Golgi compartment; Ypt32p [Saccharomyces cerevisiae]
MSNEDYGYDYDYLFKIVLIGDSGVGKSNLLSRETTDEFNIESKSTIGVEFATRTIEVENKKIKAQIWDTA
GOERYRATITSAYYRGAVGALIVYDISKSSSYENCNHWLTELRENADDNVAVGLIGNKSDLAHLRAVPTDE
ARKNFAMENQMLEFTETSALNSDNVDKAFRELIVATFQOMVSKHQVDLSGSGTNNMGSNGAPKGPTISLTPAP

KEDKKKKSSNCC

Modeled residue range: 10 to 183 based on template 2f9mA (1.95 A)  Sequence Identity [%]: 70  Evalue: 3.68e-67

>gi|6321643|ref |NP_011720.1|] Required for the biosynthesis of purines, thymidylate, methionine,
histidine, pantothenic acid and formylmethionyl-tRNA; Ade3p [Saccharomyces cerevisiae]
MAGQVLDGKACAQQFRSNIANEIKSIQGHVPGFAPNLAIIQVGNRPDSATYVRMKRKAAEEAGIVANFIH
LDESATEFEVLRYVDQLNEDPHTHGIIVQLPLPAHLDEDRITSRVLAEKDVDGFGPTNIGELNKKNGHPF
FLPCTPKGIIELLHKANVTIEGSRSVVIGRSDIVGSPVAELLKSLNSTVTITHSKTRDIASYLHDADIVV
VAIGQPEFVKGEWFKPRDGTSSDKKTVVIDVGTNYVADPSKKSGFKCVGDVEFNEAIKYVHLITPVPGGV
GPMTVAMLMONTLTAAKROMEESSKPLOIPPLPLKLLTPVPSDIDISRAQQOPKLINQLAQELGIYSHELE
LYGHYKAKISPRKVIERLOQTRONGKYILVSGITPTPLGEGKSTTTMGLVQALTAHLGKPATIANVRQPSLGP
TLGVKGGAAGGGYSQVIPMDEFNLHLTGDIHAIGAANNLLAAAIDTRMFHETTQKNDATEFYNRLVPRKNG
KRKFTPSMQORRLNRLGIQKTNPDDLTPEEINKFARLNIDPDTITIKRVVDINDRMLROQITIGQAPTEKNH
TRVTIGEFDITVASELMATILALSKDLRDMKERIGRVVVAADVNRSPVTVEDVGCTGALTALLRDATIKPNLMQ
TLEGTPVLVHAGPFANISIGASSVIADRVALKLVGTEPEAKTEAGYVVTEAGFDFTMGGERFFNIKCRSS
GLTPNAVVLVATVRALKSHGGAPDVKPGQPLPSAYTEENIEFVEKGAANMCKQIANIKQFGVPVVVAINK
FETDTEGEIAAIRKAALEAGAFEAVTSNHWAEGGKGAIDLAKAVIEASNQPVDFHFLYDVNSSVEDKLTT
IVOKMYGGAAIDILPEAQRKIDMYKEQGFGNLPICIAKTQYSLSHDATLKGVPTGFTFPIRDVRLSNGAG
YLYALAAETQTIPGLATYAGYMAVEVDDDGEIDGLFE

Modeled residue range: 323 to 944  based on template 1fpmA (3.00 A) Sequence Identity [%]: 45  Evalue: 1.32e-137

>gi|6321691 |ref|NP_011768.1| functions in the Ada and SAGA (Spt/Ada) complexes to acetylate
nucleosomal histones; GcnbSp [Saccharomyces cerevisiae]
MVTKHQIEEDHLDGATTDPEVKRVKLENNVEEIQPEQAETNKQEGTDKENKGKFEKETERIGGSEVVTDV
EKGIVKFEFDGVEYTFKERPSVVEENEGKIEFRVVNNDNTKENMMVLTGLKNIFQKQLPKMPKEYIARLV
YDRSHLSMAVIRKPLTVVGGITYRPFDKREFAEIVEFCAISSTEQVRGYGAHLMNHLKDYVRNTSNIKYFL
TYADNYAIGYFKKQGFTKEITLDKSIWMGYIKDYEGGTLMQCSMLPRIRYLDAGKILLLQEAALRRKIRT
ISKSHIVRPGLEQFKDLNNIKPIDPMTIPGLKEAGWTPEMDALAQRPKRGPHDAAIQNILTELQNHAAAW
PFLOQPVNKEEVPDYYDEFIKEPMDLSTMEIKLESNKYQKMEDFIYDARLVENNCRMYNGENTSYYKYANRL

EXKFFNNKVKEIPEYSHLID

Modeled residue range: 99 to 262 based on template 1yghA (1.90 A) Sequence Identity [%]: 100  Evalue: 6.64e-93

>gi|6321832|ref |NP_011908.1| NADP-cytochrome P450 reductase; Ncplp [Saccharomyces cerevisiael]
MPFGIDNTDFTVLAGLVLAVLLYVKRNSIKELLMSDDGDITAVSSGNRDIAQVVTENNKNYLVLYASQTG
TAEDYAKKFSKELVAKEFNLNVMCADVENYDFESLNDVPVIVSIFISTYGEGDFPDGAVNFEDEFICNAEAG
ALSNLRYNMFGLGNSTYEFFNGAAKKAEKHLSAAGAIRLGKLGEADDGAGTTDEDYMAWKDSILEVLKDE
LHLDEQEAKFTSQFQYTVLNEITDSMSLGEPSAHYLPSHQLNRNADGIQLGPFDLSQPYIAPIVKSRELF
SSNDRNCIHSEFDLSGSNIKYSTGDHLAVWPSNPLEKVEQFLSIFNLDPETIFDLKPLDPTVKVPFPTPT
TIGAAIKHYLEITGPVSRQLEFSSLIQFAPNADVKEKLTLLSKDKDQFAVEITSKYEFNIADALKYLSDGAK
WDTVPMQFLVESVPOMTPRYYSISSSSLSEKQTVHVTSIVENFPNPELPDAPPVVGVTTNLLRNIQLAQON
NVNIAETNLPVHYDLNGPRKLFANYKLPVHVRRSNFRLPSNPSTPVIMIGPGTGVAPFRGFIRERVAFLE
SQKKGGNNVSLGKHILFYGSRNTDDFLYQDEWPEYAKKLDGSFEMVVAHSRLPNTKKVYVQDKLKDYEDQ
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VFEMINNGAF IYVCGDAKGMAKGVSTALVGILSRGKSITTDEATELTIKMLKTSGRYQEDVW

Modeled residue range: 47 to 691  based on template 2bpoA (2.90 A) Sequence Identity [%]: 99  Evalue: 0.00e-1

>gi 6322027 |ref |NP_012102.1| nitrilase; Nitlp [Saccharomyces cerevisiae]
MAKHIVAALQIGSCPGSTKDTLKKILSYEKEIKESGAKLVVIPEATLGGYPKGSNFGVYLGYRLQEGREE
YAKYLAEATEIGNGEKYPEISQLCALSKATDASLCVGCIERDGTTLYCTMVYIDPKDGYVGKHRKLMPTA
GERLIWGQGDGSTLPVVDTAAGKIGGAICWENMMPLLRYAMYKKGVEIWCAPTVDARPI

Modeled residue range: 30 to 192 based on template 1j31C (1.60 A) Sequence Identity [%]: 32  Evalue: 3.29e-9

>gi|6323822|ref |NP_013893.1| Expression induced in response to high osmotic stress. NAD+ is
preferred coenzyme.; Ald2p [Saccharomyces cerevisiae]
MPTLYTDIEIPQLKISLKQPLGLFINNEFCPSSDGKTIETVNPATGEPITSFQAANEKDVDKAVKAARAA
FDNVWSKTSSEQRGIYLSNLLKLIEEEQDTLAALETLDAGKPYHSNAKGDLAQILQLTRYFAGSADKFEFDK
GATIPLTEFNKFAYTLKVPFGVVAQIVPWNYPLAMACWKLQGALAAGNTVIIKPAENTSLSLLYFATLIKK
AGFPPGVVNIVPGYGSLVGQALASHMDIDKISFTGSTKVGGFVLEASGQSNLKDVTLECGGKSPALVFED
ADLDKAIDWIAAGIFYNSGONCTANSRVYVQSSIYDKFVEKFKETAKKEWDVAGKEFDPFDEKCIVGPVIS
STQYDRIKSYIERGKREEKLDMFQTSEFPIGGAKGYFIPPTIFTDVPQTSKLLOQDEIFGPVVVVSKFTNY
DDALKLANDTCYGLASAVEFTKDVKKAHMEFARDIKAGTVWINSSNDEDVTVPFGGFKMSGIGRELGQSGVD

TYLQTKAVHINLSLDN

Modeled residue range: 23 to 506  based on template 1004G (1.42 A)  Sequence Identity [%]: 48  Evalue: 1.79e-122

>gi1]16681848 |ref |NP_012160.2| Mps One Binder; Moblp [Saccharomyces cerevisiael]
MSFLONFHISPGQTIRSTRGFKWNTANAANNAGSVSPTKATPHNNTINGNNNNANTINNRADEFTNNPVNG
YNESDHGRMSPVLTTPKRHAPPPEQLONVTDEFNYTPSHQOQKPFLOPQAGTTVITHQDIKQIVEMTLGSEGV
LNQAVKLPRGEDENEWLAVHCVDEYNQINMLYGSITEFCSPQTCPRMIATNEYEYLWAFQKGQPPVSVSA
PKYVECLMRWCODQEFDDESLEFPSKVTGTFPEGFIQRVIQPILRRLFRVYAHIYCHHFNEILELNLQTVLN
TSFRHFCLFAQEFELLRPADFGPLLELVMELRDR

Modeled residue range: 81 to 313 based on template 2hjnA (2.00 A)  Sequence Identity [%]: 88  Evalue: 7.94e-116

>gi|6322155|ref |[NP_012230.1| capping - addition of actin subunits; Cap2p [Saccharomyces
cerevisiae]

MSDAQFDAALDLLRRLNPTTLQENLNNLIELQPNLAQDLLSSVDVPLSTQKDSADSNREYLCCDYNRDID
SFRSPWSNTYYPELSPKDLODSPFPSAPLRKLEILANDSEFDVYRDLYYEGGISSVYLWDLNEEDFNGHDF
AGVVLFKKNQSDHSNWDSIHVFEVTTSPSSPDSENYRVTITTITLHLDKTKTDONSHMMLSGNLTRQTEKD
IATDMSRPLDVIFTSHVANLGSLIEDIESQMRNLLETVYFEKTRDIFHQTKNAATASSAEEANKDAQAEV

IRGLQSL

Modeled residue range: 2 to 256 based on template liznD (2.10 A)  Sequence Identity [%]: 50  Evalue: 8.43e-60
>gi|6322811|ref|NP_012884.1| Nifu-like protein; Nfulp [Saccharomyces cerevisiae]
MEFKSVAKLGKSPIFYLNSQRLIHIKTLTTPNENALKFLSTDGEMLQTRGSKSIVIKNTDENLINHSKLAQ
QIFLOQCPGVESLMIGDDFLTINKDRMVHWNSIKPEIIDLLTKQLAYGEDVISKEFHAVQEEEGEGGYKIN
MPKFELTEEDEEVSELIEELIDTRIRPAILEDGGDIDYRGWDPKTGTVYLRLOGACTSCSSSEVTLKYGI
ESMLKHYVDEVKEVIQIMDPEQEIALKEFDKLEKKLESSKNTSHEK

Modeled residue range: 153 to 230  based on template 1vehA (99.9 A)  Sequence Identity [%]: 55  Evalue: 7.96e-18

>gi|6323244 |ref |[NP_013316.1| Product of gene unknown; Cdcl23p [Saccharomyces cerevisiae]
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MSSQEYTTFIDIPVTRAQVEHCSYSFWSSLYPKYVPKSIVLKSLPKKFIQYLEQDGIKLPQEENSRSVYT
EEIIRNEDNDYSDWEDDEDTATEFVQEVEPLIDFPELHQKLKDALNELGAVAPKLNWSAPRDATWILPNN
TMKCNEVNELYLLLNASNYIMHDLOQRAFKGCVDGDDIKGLKFDLVLROQWCDMNPALEFRVEVKNAHIVGA
TORDLNYYDYLDELSDTFKDLIDEIVHDVVLPKFPDKSFVLDVYIPRPENKIFIVDINPFARKTDSLLES
WNEIAATIAPPKNDVEDYELRLVTRHNTGRFASKEHSENHVPODLVEASLNPEAIRELTQKWKELLSQQAK
EESSDSENET

Modeled with Homer
Modeled residue range: 79 to 229  based on template 2potA (1.80 A)  Sequence Identity [%]: 25  PDB Blast Evalue: 2.2

>gi 6322908 |ref |NP_012981.1| ras homolog—--GTP binding protein; Rhodp [Saccharomyces cerevisiae]
MNTLLFKRKGGNCGNESNIVSQGSPSSSNLPESPGTLDEKNLPRLPTPFARSLSTIPSYEQMKRTNKLPD
YHLKIVVVGDGAVGKTCLLISYVQGTFPTDYIPTIFENYVTNIEGPNGQITIELALWDTAGQEEYSRLRPL
SYTNADVLMVCYSVGSKTSLKNVEDLWFPEVKHFCPSTPIMLVGLKSDLYEADNLSDLVEPSSAESLAKR
LGAFAHIQCSARLKENIDEVFETATIHTLLSDSLYAPREPTHTIKNPFKRNTTRSDIDSSTGDTSVSISGT

KRLRKNKCIIM

Modeled residue range: 74 to 239  based on template 1s1cB (2.60 A) Sequence Identity [%]: 51  Evalue: 3.10e-48

>gi1]16322921 |ref |NP_012994.1| Hydrophilic protein that acts in conjunction with SNARE proteins in
targeting and fusion of ER to Golgi transport vesicles; Bet3p [Saccharomyces cerevisiae]
MVSTTQSRSLKAMGEEIWKNKTEKINTELFTLTYGSIVAQLCODYERDENKVNDHLYSMGYNIGCRLIED
FLARTALPRCENLVKTSEVLSKCAFKIFLNITPNITNWSHNKDTFSLILDENPLADFVELPMDAMKSLWY
SNILCGVLKGSLEMVQLDCDVWEVSDILRGDSQTETIKVKLNRILKDEIPIGED

Modeled residue range: 23 to 182 based on template 1wc9A (1.60 A)  Sequence Identity [%]: 58  Evalue: 9.36e-49

>gi|6323138|ref |NP_013210.1| alkyl hydroperoxide reductase; Ahplp [Saccharomyces cerevisiae]
MSDLVNKKFPAGDYKFQYIAISQSDADSESCKMPQTVEWSKLISENKKVIITGAPAAFSPTCTVSHIPGY
INYLDELVKEKEVDQVIVVTVDNPFANQAWAKSLGVKDTTHIKFASDPGCAFTKSIGFELAVGDGVYWSG
RWAMVVENGIVTYAAKETNPGTDVTVSSVESVLAHL

Modeled residue range: 47 to 176 based on template 1tp9A (1.62 A)  Sequence Identity [%]: 40  Evalue: 3.45¢-18

>gi1]16323224|ref |NP_013296.1| N-myristoyl transferase; Nmtlp [Saccharomyces cerevisiae]
MSEEDKAKKLENLLKLLOQLNNDDTSKEFTQEQKKAMKDHKEWRTQPVKDFDEKVVEEGPIDKPKTPEDISD
KPLPLLSSFEWCSIDVDNKKQLEDVEFVLLNENYVEDRDAGEFRENYTKEFFNWALKSPGWKKDWHIGVRVK
ETOKLVAFISAIPVTLGVRGKQVPSVEINFLCVHKQLRSKRLTPVLIKEITRRVNKCDIWHALYTAGIVL
PAPVSTCRYTHRPLNWKKLYEVDF TGLPDGHTEEDMIAENALPAKTKTAGLRKLKKEDIDQVFELEFKRYQ
SRFELIQIFTKEEFEHNFIGEESLPLDKQVIFSYVVEQPDGKITDEFFSFYSLPEFTILNNTKYKDLGIGYL
YYYATDADFQFKDREFDPKATKALKTRLCELIYDACILAKNANMDVENALTSODNTLFLDDLKEGPGDGFEL
NEYLENYRAKPITGGLNPDNSNDIKRRSNVGVVML

Modeled residue range: 34 to 455  based on template liicB (2.20 A) Sequence Identity [%]: 100  Evalue: 0.00e-1

>gi|6323383|ref |NP_013455.1| Nit protein, nitrilase superfamily member; Nit3p [Saccharomyces
cerevisiae]

MSASKILSQKIKVALVQLSGSSPDKMANLQRAATFIERAMKEQPDTKLVVLPECEFNSPYSTDQFRKYSEV
INPKEPSTSVQFLSNLANKFKIILVGGTIPELDPKTDKIYNTSIIFNEDGKLIDKHRKVHLEDVDIPNGI
SFHESETLSPGEKSTTIDTKYGKFGVGICYDMRFPELAMLSARKGAFAMIYPSAFNTVTGPLHWHLLARS
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RAVDNQVYVMLCSPARNLQSSYHAYGHSIVVDPRGKIVAEAGEGEEIIYAELDPEVIESFRQAVPLTKQOR
RFDVYSDVNAH

Modeled residue range: 2 to 282  based on template 1f89A (2.40 A) Sequence Identity [%]: 96  Evalue: 6.86e-154

>gi 6323609 |ref|NP_013680.1|] Required for X-ray damage repair & various types of intra- and
interchr. mitotic recombination, including HO switching & plasmid exchange. Disp. for premeiotic
DNA synthesis, double strand breaks & heteroduplex formation.; Rad52p [Saccharomyces cerevisiae]
MAFLSYFATENQOMOTRRLPRTAEGSGGFGVLLMNETIMDMDEKKPVEFGNHSEDIQTKLDKKLGPEYISKR
VGEFGTSRIAYTIEGWRVINLANQIFGYNGWSTEVKSVVIDFLDERQGKFSIGCTAIVRVTLTSGTYREDIG
YGTVENERRKPAAFERAKKSAVTDALKRSLRGEFGNALGNCLYDKDFLAKIDKVKFDPPDEFDENNLERPTD
EISESSRTINTLHENQEQQQYPNKRROLTKVTINTNPDSTKNLVKIENTVSRGTPMMAAPAEANSKNSSNKD
TDLKSLDASKQDQODDLLDDSLMESDDFQODDDLINMGNTNSNVLTTEKDPVVAKQSPTASSNPEAEQITEV
TAKAATSVONERYIGEESIFDPKYQAQSIRHTVDOQTTSKHIPASVLKDKTMTTARDSVYEKFAPKGKQLS
MKNNDKELGPHMLEGAGNQVPRETTPIKTNATAFPPAAAPRFAPPSKVVHPNGNGAVPAVPQORSTRREV

GRPKINPLHARKPT

Modeled residue range: 52 to 198 based on template 1h2iP (2.70 A)  Sequence Identity [%]: 52  Evalue: 2.17e-41

>gi|6323703|ref |NP_013774.1| FET3 encodes a ferro-0O2-oxidoreductase that is part of the high-
affinity iron transport system; Fet3p [Saccharomyces cerevisiae]
MTNALLSTIAVLLESMLSLAQAETHTENWTTGWDYRNVDGLKSRPVITCNGQFPWPDITVNKGDRVQIYLT
NGMNNTNTSMHEFHGLFQONGTASMDGVPEFLTQCPIAPGSTMLYNEFTVDYNVGTYWYHSHTDGQYEDGMKGL
FITKDDSFPYDYDEELSLSLSEWYHDLVTDLTKSFMSVYNPTGAEPIPONLIVNNTMNLTWEVQPDTTYL
LRIVNVGGEFVSQYFWIEDHEMTVVEIDGITTEKNVTIDMLYITVAQRYTVLVHTKNDTDKNFATIMQOKEDDT
MLDVIPSDLQLNATSYMVYNKTAALPTONYVDSIDNFLDDEFYLOPYEKEAIYGEPDHVITVDVVMDNLKN
GVNYAFFNNITYTAPKVPTLMTVLSSGDQANNSEIYGSNTHTFILEKDEIVEIVLNNQDTGTHPFHLHGH
AFQTIQRDRTYDDALGEVPHSFDPDNHPAFPEYPMRRDTLYVRPQSNEVIRFKADNPGVWEFHCHIEWHL
LOGLGLVLVEDPFGIQDAHSQQOLSENHLEVCQSCSVATEGNAAANTLDLTDLTGENVQHAFIPTGFTKKG
ITAMTFSCFAGILGIITIAIYGMMDMEDATEKVIRDLHVDPEVLLNEVDENEERQVNEDRHSTEKHQFLT
KAKRFF

Modeled residue range: 22 to 550  based on template 1zpuC (2.80 A) Sequence Identity [%]: 100  Evalue: 0.00e-1

>gi|6323742|ref |[NP_013813.1] SNZl proximal ORF, stationary phase induced gene; Snolp
[Saccharomyces cerevisiae]
MHKTHSTMSGKSMKVIGVLALQGAFLEHTNHLKRCLAENDYGIKIEIKTVKTPEDLAQCDALIIPGGEST
SMSLIAQRTGLYPCLYEFVHNPEKVVWGTCAGLIFLSAQLENESALVKTLGVLKVDVRRNAFGRQAQSFT
QKCDFSNFIPGCDNFPATFIRAPVIERILDPIAVKSLYELPVNGKDVVVAATQNHNILVTSFHPELADSD
TRFHDWFIRQFVSN

Modeled residue range: 15 to 218 based on template 2ywdA (1.90 A)  Sequence Identity [%]: 38  Evalue: 1.22e-27

>gi1]16323821|ref |NP_013892.1| Expression induced in response to heat shock, oxidative and osmotic
stress. NAD+ is preferred coenzyme; Ald3p [Saccharomyces cerevisiae]
MPTLYTDIEIPQLKISLKQPLGLFINNEFCPSSDGKTIETVNPATGEPITSFQAANEKDVDKAVKAARAA
FDNVWSKTSSEQRGIYLSNLLKLIEEEQDTLAALETLDAGKPFHSNAKQDLAQITELTRYYAGAVDKENM
GETIPLTEFNKFAYTLKVPFGVVAQIVPWNYPLAMACRKMQGALAAGNTVIIKPAENTSLSLLYFATLIKK
AGFPPGVVNVIPGYGSVVGKALGTHMDIDKISFTGSTKVGGSVLEASGQSNLKDITLECGGKSPALVFEFED
ADLDKATIEWVANGIFEFNSGQICTANSRVYVQSSIYDKFVEKFKETAKKEWDVAGKEDPFDEKCIVGPVIS
STQYDRIKSYIERGKKEEKLDMFQTSEFPIGGAKGYFIPPTIFTDVPETSKLLRDEIFGPVVVVSKETNY
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DDALKLANDTCYGLASAVEFTKDVKKAHMFARDIKAGTVWINQTNQEEAKVPFGGFKMSGIGRESGDTGVD
NYLQIKSVHVDLSLDK

Modeled residue range: 23 to 502  based on template 1004G (1.42 A) Sequence Identity [%]: 47  Evalue: 1.28e-120

>gi|6323873|ref |NP_013944.1| GMP synthase; Gualp [Saccharomyces cerevisiae]
MAAGEQVSNMFDTILVLDFGSQYSHLITRRLREFNIYAEMLPCTQKISELGWTPKGVILSGGPYSVYAED
APHVDHATFDLNVPILGICYGMQELAWINGKQVGRGDKREYGPATLKVIDDSNSLEFKGMNDSTVWMSHGD
KLHGLPTGYKTIATSDNSPYCGIVHETKPIYGIQFHPEVTHSTQGKTLLKNFAVDLCHAKQONWTMENE ID
TEINRIRKLVGPTAEVIGAVSGGVDSTVASKLMTEATGDRFHATILVDNGVLRLNEAANVKKTLVEGLGIN
LMVVDASEEFLSKLKGVTDPEKKRKITIGNTF IHVFEREAEKIKPKDGKETIQFLLQGTLYPDVIESISFKG
PSOTIKTHHNVGGLLENMKLKLIEPLRELFKDEVRHLGELLGIPHDLVWRHPFPGPGIAIRVLGEVTKEQ
VETARKADNIYIEEIKKAGLYNQISQAFACLLPVKSVGVMGDOQRTYDQVIALRATETTDEFMTADWEPEFEH
SFLKKVASRIVNEVDGVARVTYDITSKPPATVEWE

Modeled residue range: 14 to 525  based on template 1gpmA (2.20 A) Sequence Identity [%]: 46  Evalue: 6.04e-142

>gi 6323995 |ref |INP_014065.1| SNZ2 proximal ORF, stationary phase induced gene; Sno2p
[Saccharomyces cerevisiae]
MTVVIGVLALQGAFIEHVRHVEKCIVENRDFYEKKLSVMTVKDKNQLAQCDALIIPGGESTAMSLIAERT
GEFYDDLYAFVHNPSKVTWGTCAGMIYISQQLSNEEKLVKTLNLLKVKVKRNAFGRQAQSSTRICDESNFEF I
PHCNDFPATFIRAPVIEEVLDPEHVQVLYKLDGKDNGGQELIVAAKQKNNILATSFHPELAENDIRFHDW

FIREFVLKNYSK

Modeled residue range: 4 to 212 based on template 2ywdA (1.90 A) Sequence Identity [%]: 35  Evalue: 8.95e-24

>gi|6324175|ref |[NP_014245.1| membrane-bound casein kinase I homolog; Yck2p [Saccharomyces
cerevisiae]

MSQVQSPLTATNSGLAVNNNTMNSQMPNRSNVRLVNGTLPPSLHVSSNLNHNTGNSSASYSGSQSRDDST
IVGLHYKIGKKIGEGSEFGVLFEGTNMINGLPVAIKFEPRKTEAPQLKDEYRTYKILAGTPGIPQEYYFGQ
EGLHNILVIDLLGPSLEDLFDWCGRRESVKTVVQVAVOMITLIEDLHAHDLIYRDIKPDNFLIGRPGQPD
ANKVHLIDFGMAKQYRDPKTKQHIPYREKKSLSGTARYMSINTHLGREQSRRDDMEAMGHVFFYFLRGQL
PWOQGLKAPNNKQKYEKIGEKKRLTNVYDLAQGLPIQFGRYLEIVRNLSFEETPDYEGYRMLLLSVLDDLG
ETADGQYDWMKLNGGRGWDLSINKKPNLHGYGHPNPPNEKSKRHRSKNHQYSSPDHHHHYNQQQOQQQQAQ
AQAQAQAQAKVOOQOQOLOOAQAQQQOANRYQLOPDDSHYDEEREASKLDPTSYEAYQOOTQOQOKYAQOQQOKOM
QOQKSKQFANTGANGQTNKYPYNAQPTANDEQNAKNAAQDRNSNKSSKGFFSKLGCC

Modeled residue range: 71 to 359  based on template 1esnA (2.00 A)  Sequence Identity [%]: 67  Evalue: 5.13e-117

>gi|6324191 |ref |[NP_014261.1] 70-kDa adenylyl cyclase—-associated protein; Srv2p [Saccharomyces

cerevisiae]
MPDSKYTMQGYNLVKLLKRLEEATARLEDVTIYQEGYIQONKLEASKNNKPSDSGADANTTNEPSAENAPE
VEQDPKCITAFQSYIGENIDPLVELSGKIDTVVLDALQLLKGGFQSQLTFLRAAVRSRKPDYSSQTFADS
LRPINENIIKLGQLKESNRQSKYFAYLSALSEGAPLEFSWVAVDTPVSMVTDFKDAAQFWINRILKEYRES
DPNAVEWVKKEFLASFDNLKAYIKEYHTTGVSWKKDGMDEFADAMAQSTKNTGATSSPSPASATAAPAPPPP
PPAPPASVFEISNDTPATSSDANKGGIGAVFAELNQGENITKGLKKVDKSQQTHKNPELRQSSTVSSTGS
KSGPPPRPKKPSTLKTKRPPRKELVGNKWF IENYENETESLVIDANKDESIFIGKCSQVLVQIKGKVNATI
SLSETESCSVVLDSSISGMDVIKSNKFGIQVNHSLPQISIDKSDGGNIYLSKESLNTEIYTSCSTAINVN
LPIGEDDDYVEFPIPEQMKHSFADGKFKSAVFEHAG

Modeled residue range: 369 to 524  based on template 1k4zB (2.30 A) Sequence Identity [%]: 100  Evalue: 2.46e-82
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>gi1]16324268 |ref |NP_014338.1| May participate in nucleolar function during the transition from
stationary phase to rapid growth; Nop2p [Saccharomyces cerevisiae]
MGSRRHKNKQAAPPTLEEFQARKEKKANRKLEKGKRPSTTQGDEVSDRKKKKSKPFKKSRKEEEEVVEED
KDLPEVDLEELSKARKSLFDDEEDDDEAGLVDEELKDEFDLEQEYDYDEDEDNDAHPIFSDDDDEADLEE
LNAQNMEALSKKLDEEEAEEAEEAEMELVEAENMOPRADILPTEEQEEMMAQETPNLTSTRTRMIEIVKV
LENFKTLGAEGRSRGEYVDRLLKDICEYFGYTPFLAEKLFNLFSPAEAMEFFEANETARPITIRTNTLKT
RRRDLAQTLVNRGVNLQPIGSWTKVGLQIFDSQVPIGATPEYLAGHYILQAASSFLPVIALDPHENERIL
DMAAAPGGKTTYISAMMKNTGCVFANDANKSRTKSLIANTHRLGCTNTIVCNYDAREFPKVIGGEDRILL
DAPCSGTGVIGKDQSVKVSRTEKDFIQIPHLOKQLLLSATIDSVDCNSKHGGVIVYSTCSVAVEEDEAVID
YALRKRPNVKLVDTGLAIGKEAFTSYRGKKFHPSVKLARRYYPHTYNVDGFEFVAKFQKIGPSSEFDDNQAS
AKEKETAARKEALEEGITIHSDFATFEDEEDDKYIEKSVKNNLLKKGVNPKAKRPSNEK

Modeled residue range: 228 to 549  based on template LixkA (1.90 A)  Sequence Identity [%]: 36  Evalue: 2.87e-47

>gi|6324275|ref |[NP_014345.1| Tyrosine protein phosphatase involved in adaptation response to
pheromone; Msgbp [Saccharomyces cerevisiae]
MQFHSDKQHLDSKTDIDFKPNSPRSLONRNTKNLSLDIAALHPLMEFSSPSQDVPGSVKFPSPTPLNLEFM
KPKPIVLEKCPPKVSPRPTPPSLSMRRSEASIYTLPTSLKNRTVSPSVYTKSSTVSSISKLSSSSPLSSFE
SEKPHLNRVHSLSVKTKDLKLKGIRGRSQTISGLETSTPISSTREGTLDSTDVNRE SNQKNMOTTLIFPE
EDSDLNIDMVHAEIYQRTVYLDGPLLVLPPNLYLYSEPKLEDILSFDLVINVAKEIPNLEFLIPPEMAHK
IKYYHTIEWTHTSKIVKDLSRLTRITHTAHSQGKKILVHCQCGVSRSASLIVAYIMRYYGLSLNDAYNKLK
GVAKDISPNMGLIFQLMEWGTMLSKNSPGEEGETVHMPEEDDIGNNEVSSTTKSYSSASFRSFPMVTNLS
SSPNDSSVNSSEVTPRTPATLTGARTALATERGEDDEHCKSLSQPADSLEASVDNESISTAPEQMME LP

Modeled residue range: 229 to 374  based on template 2j16B (2.70 A)  Sequence Identity [%]: 53  Evalue: 8.35e-39

>gi|6324374 |ref |NP_014444.1| Protein required for cell viability; YnrO46wp [Saccharomyces
cerevisiae]

MKFLTTNFLKCSVKACDTSNDNFPLQYDGSKCQLVQDESIEFNPEFLLNIVDRVDWPAVLTVAAELGNNA
LPPTKPSFPSSIQELTDDDMAILNDLHTLLLQTSIAEGEMKCRNCGHIYYIKNGIPNLLLPPHLV

Modeled residue range: 1 to 135 based on template 2j6aA (1.70 A)  Sequence Identity [%]: 100  Evalue: 9.97¢-73

>gi|6324648|ref |[NP_014717.1] cell division cycle blocked at 36 degree C; Cdc2lp [Saccharomyces
cerevisiae]

MTMDGKNKEEEQYLDLCKRIIDEGEFRPDRTGTDANLLSEQGVKIWDGNGSREYLDKMGFKDRKVGDLGP
VYGFOQWRHFGAKYKTCDDDYTGQGIDQLKOQVIHKLKTNPYDRRIIMSAWNPADFDKMALPPCHIFSQFYV
SFPKEGEGSGKPRLSCLLYQRSCDMGLGVPENIASYALLTRMIAKVVDMEPGEFTHTLGDAHVYKDHIDA
LKEQITRNPRPFPKLKIKRDVKDIDDFKLTDFEIEDYNPHPRIQMKMSV

Modeled residue range: 7 to 259  based on template 1£28A (1.90 A)  Sequence Identity [%]: 54  Evalue: 1.01e-95

>gi 6324764 |ref |[NP_014833.1] Sporulation regulated genes; Sprlp [Saccharomyces cerevisiae]
MVSFRGLTTLTLLFTKLVNCNPVSTKNRDSIQFIYKEKDSIYSAINNQAINEKIHGVNLGGWLVLEPYIT
PSLFETFRTNPYNDDGIPVDEYHFCEKLGYEKAKERLYSHWSTFYKEEDFAKIASQGENLVRIPIGYWAF
TTLSHDPYVTAEQEYFLDRAIDWARKYGLKVWIDLHGAAGSOQNGEFDNSGLRDSYKFLEDENLSATMKALT
YILSKYSTDVYLDTVIGIELLNEPLGPVIDMERLKNLLLKPAYDYLRNKINSNQIIVIHDAFQPYHYWDG
FLNDEKNEYGVIIDHHHYQVEFSQVELTRKMNERIKIACQWGKDAVSEKHWSVAGEFSAALTDCTKWLNGV
GLGARYDGSWTKDNEKSHYINTCANNENIALWPEERKONTRKFIEAQLDAFEMTGGWIMWCYKTENSIEW
DVEKLIQLNIFPQPINDRKYPNQCH
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Modeled residue range: 42 to 444  based on template 1h4pA (1.75 A)  Sequence Identity [%]: 67  Evalue: 1.57e-168

>gi|6324818 |ref |NP_014887.1| contains amino-terminal chromodomains; Essential SAS family
Acetyltransferase sharing homology with acetyltransferases from many different organisms; Esalp
[Saccharomyces cerevisiae]
MSHDGKEEPGIAKKINSVDDIIIKCQCWVQKNDEERLAETLSINTRKAPPKEFYVHYVNYNKRLDEWITTD
RINLDKEVLYPKLKATDEDNKKQOKKKKATNTSETPODSLODGVDGEFSRENTDVMDLDNLNVQGIKDENIS
HEDEIKKLRTSGSMTONPHEVARVRNLNRIIMGKYEIEPWYFSPYPIELTDEDFIYIDDEFTLQYFGSKKQ
YERYRKKCTLRHPPGNEIYRDDYVSFFEIDGRKQRTWCRNLCLLSKLFLDHKTLYYDVDPFLEYCMTRRD
ELGHHLVGYFSKEKESADGYNVACILTLPQYQRMGYGKLLIEFSYELSKKENKVGSPEKPLSDLGLLSYR
AYWSDTLITLLVEHQKEITIDEISSMTSMTTTDILHTAKTLNILRYYKGOQHITFLNEDILDRYNRLKAKK
RRTIDPNRLIWKPPVFTASQLREFAW

Modeled residue range: 162 to 434  based on template 1fy7A (2.00 A) Sequence Identity [%]: 100  Evalue: 3.29e-158

>gi 6324899 |ref |[NP_014968.1| gamma—-glutamyl phosphate reductase; Pro2p [Saccharomyces cerevisiae]
MSSSQQIAKNARKAGNILKTISNEGRSDILYKIHDALKANAHAIEEANKIDLAVAKETGLADSLLKRLDL
FKGDKFEVMLQGIKDVAELEDPVGKVKMARELDDGLTLYQVTAPVGVLLVIFESRPEVIANITALSTIKSG
NAATILKGGKESVNTFREMAKIVNDTIAQFQSETGVPVGSVQLIETRODVSDLLDODEYIDLVVPRGSNAL
VRKIKDTTKIPVLGHADGICSIYLDEDADLIKAKRISLDAKTNYPAGCNAMETLLINPKF SKWWEVLENL
TLEGGVTIHATKDLKTAYFDKLNELGKLTEAIQCKTVDADEEQDFDKEFLSLDLAAKFVTSTESATQHIN
THSSRHTDAIVTENKANAEKFMKGVDSSGVYWNASTRFADGFRYGFGAEVGISTSKIHARGPVGLDGLVS
YOYQIRGDGQVASDYLGAGGNKAFVHKDLDIKTVTL

Modeled residue range: 1 to 435  based on template 1vluA (2.29 A) Sequence Identity [%]: 91  Evalue: 0.00e-1

>gi 6324950 |ref |[NP_015019.1] Glucose repressed. Utilizes NADP+ or NAD+ as a coenzyme equally
well.Ald4p [Saccharomyces cerevisiae]
MEFSRSTLCLKTSASSIGRLOQLRYFSHLPMTVPIKLPNGLEYEQPTGLEFINNKFVPSKONKTFEVINPSTE
EEICHIYEGREDDVEEAVQAADRAFSNGSWNGIDPIDRGKALYRLAELIEQDKDVIASIETLDNGKAISS
SRGDVDLVINYLKSSAGFADKIDGRMIDTGRTHFSYTKRQPLGVCGQITPWNFPLLMWAWKIAPALVTGN
TVVLKTAESTPLSALYVSKYIPQAGIPPGVINIVSGFGKIVGEAITNHPKIKKVAFTGSTATGRHIYQSA
AAGLKKVTLELGGKSPNIVFADAELKKAVONITILGIYYNSGEVCCAGSRVYVEESIYDKFIEEFKAASES
IKVGDPFDESTFQGAQTSOMOLNKILKYVDIGKNEGATLITGGERLGSKGYFIKPTVEGDVKEDMRIVKE
ETIFGPVVIVTKFKSADEVINMANDSEYGLAAGIHTSNINTALKVADRVNAGTVWINTYNDFHHAVPFGGE
NASGLGREMSVDALQNYLQVKAVRAKLDE

Modeled residue range: 47 to 519 based on template 1004G (1.42 A)  Sequence Identity [%]: 51  Evalue: 2.21e-138

>gi|6325196 |ref |[NP_015264.1| Utilizes NADP+ as the preferred coenzyme. Activated by Mg2+; Aldép
[Saccharomyces cerevisiae]

MTKLHFDTAEPVKITLPNGLTYEQPTGLF INNKFMKAQDGKTYPVEDPSTENTVCEVSSATTEDVEYAIE
CADRAFHDTEWATQDPRERGRLLSKLADELESQIDLVSSIEALDNGKTLALARGDVTIAINCLRDAAAYA
DKVNGRTINTGDGYMNFTTLEPIGVCGQIIPWNFPIMMLAWKIAPALAMGNVCILKPAAVTPLNALYFAS
LCKKVGIPAGVVNIVPGPGRTVGAALTNDPRIRKLAFTGSTEVGKSVAVDSSESNLKKITLELGGKSAHL
VEDDANIKKTLPNLVNGIFKNAGQICSSGSRIYVOQEGIYDELLAAFKAYLETEIKVGNPFDKANFQGAIT
NRQOFDTIMNYIDIGKKEGAKILTGGEKVGDKGYFIRPTVEYDVNEDMRIVKEEIFGPVVIVAKFKTLEE
GVEMANSSEFGLGSGIETESLSTGLKVAKMLKAGTVWINTYNDFDSRVPFGGVKQSGYGREMGEEVYHAY

TEVKAVRIKL

Modeled residue range: 28 to 500  based on template 1004G (1.42 A) Sequence Identity [%]: 47  Evalue: 7.03e-125
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>gi|6325237|ref |[NP_015305.1| Ubl (ubiquitin-like protein) - specific protease 1; Ulplp
[Saccharomyces cerevisiae]
MSVEVDKHRNTLQYHKKNPYSPLESPISTYRCYPRVLNNPSESRRSASFSGIYKKRTNTSRENYLNDRRV
LSMEESMKDGSDRASKAGEFIGGIRETLWNSGKYLWHTEVKNEPRNEFDGSEVEASGNSDVESRSSGSRSSD
VPYGLRENYSSDTRKHKFDTSTWALPNKRRRIESEGVGTPSTSPISSLASQKSNCDSDNSITFSRDPEGW
NKWKTSAIGSNSENNTSDQKNSYDRRQYGTAFIRKKKVAKONINNTKLVSRAQSEEVTYLRQIFNGEYKV
PKILKEERERQLKLMDMDKEKDTGLKKSIIDLTEKIKTILIENNKNRLOQTRNENDDDLVEFVKEKKISSLE
RKHKDYLNQKLKFDRSILEFEKDFKRYNEILNERKKIQEDLKKKKEQLAKKKLVPELNEKDDDQVQKALA
SRENTQLMNRDNIEITVRDFKTLAPRRWLNDTIIEFFMKYIEKSTPNTVAFENSFFYTNLSERGYQGVRRW
MKRKKTQIDKLDKIFTPINLNQSHWALGIIDLKKKTIGYVDSLSNGPNAMSFAILTDLQKYVMEESKHTI
GEDFDLIHLDCPQQOQPNGYDCGIYVCMNTLYGSADAPLDFDYKDAIRMRRFIAHLILTDALK

Modeled residue range: 403 to 621  based on template leuvA (1.60 A) Sequence Identity [%]: 100  Evalue: 1.68e-124

>gi 6226540 |ref |[NP_009326.1| subunit II of cytochrome c oxidase; Cox2p [Saccharomyces cerevisiae]
MLDLLRLQLTTFIMNDVPTPYACYFQDSATPNQEGILELHDNIMFYLLVILGLVSWMLYTIVMTYSKNPI
AYKYIKHGQTIEVIWTIFPAVILLITAFPSFILLYLCDEVISPAMTIKAIGYQWYWKYEYSDFINDSGET
VEFESYVIPDELLEEGQLRLLDTDTSMVVPVDTHIRFVVTAADVIHDFAIPSLGIKVDATPGRLNQVSAL
IQREGVFYGACSELCGTGHANMPIKIEAVSLPKFLEWLNEQ

Modeled residue range: 20 to 247  based on template 1v540 (1.80 A)  Sequence Identity [%]: 42  Evalue: 5.21e-45

>gi 6319488 |ref |[NP_009570.1| Hypothetical ORF; Ybr0Ol4cp [Saccharomyces cerevisiae]
MAIVINKRNVRVLVITNLLLIVVFFVLRNSNASVNESITTHHPDSLVTFDNSGNAPGTHQSVHDTVNTQD
KEAEEVDKNSGDAEFDAAAEYNKIMEQSPMIVEFSKTGCPYSKKLKALLTNSYTEFSPSYYVVELDRHEHTK
ELODQIEKVTGRRTVPNVIIGGTSRGGYTEIAELHKNDELLDSFKKWSDGAFTVKANSQSESA

Modeled residue range: 84 to 199  based on template 2e7pC (2.10 A) Sequence Identity [%]: 43  Evalue: 5.31e-15

>gi|6324975|ref |[NP_015043.1| Hypothetical ORF; Ypl280wp [Saccharomyces cerevisiae]
MTPKRALISLTSYHGPFYKDGAKTGVFVVEILRSFDTFEKHGFEVDFVSETGGFGWDEHYLPKSFIGGED
KMNFETKNSAFNKALARIKTANEVNASDYKIFFASAGHGALFDYPKAKNLODIASKIYANGGVIAAICHG
PLLFDGLIDIKTTRPLIEGKAITGFPLEGEIALGVDDILRSRKLTTVERVANKNGAKYLAPIHPWDDYSI
TDGKLVTGVNANSSYSTTIRAINALYS

Modeled residue range: 3 to 235  based on template 1rw7A (1.80 A) Sequence Identity [%]: 70  Evalue: 3.36e-90

>gi1]16320193|ref |NP_010274.1| Hypothetical ORF; Ydl0lOwp [Saccharomyces cerevisiae]
MIPSNKRNARILSITTLLLLLVFEFVAQNANFLTVEIKEETSKAFSTNMDNMAGGSSREYAAMPTSTTNKG
SSEVDEEINEIKQKVGLQQPIASVDDSLSATIKNDKGSRITKAFNVQKEYSLILDLSPITIIFSKSTCSYSK
GMKELLENEYQFIPNYYITELDKHGHGEELQEYIKLVTGRGTVPNLLVNGVSRGGNEEIKKLHTQGKLLE

SLOVWSDGKFE SVEQREKPSNN

Modeled residue range: 126 to 213 based on template 2e7pD (2.10 A) Sequence Identity [%]: 38  Evalue: 2.28e-11
>gi|6320661|ref|NP_010741.1| Hypothetical ORF; Ydr453cp [Saccharomyces cerevisiae]
MVAEVQKQAPPFKKTAVVDGIFEEISLEKYKGKYVVLAFVPLAFSFVCPTEIVAFSDAAKKFEDQGAQVL
FASTDSEYSLLAWTNLPRKDGGLGPVKVPLLADKNHSLSRDYGVLIEKEGIALRGLFIIDPKGIIRHITI

NDLSVGRNVNEALRLVEGEFQWTDKNGTVLPCNWTPGAATIKPDVKDSKEYFKNANN

Modeled residue range: 3 to 195  based on template 1gmvH (1.70 A) Sequence Identity [%]: 62  Evalue: 1.33e-64
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>gi1]16320742|ref |NP_010822.1| Hypothetical ORF; Ydr533cp [Saccharomyces cerevisiae]
MAPKKVLLALTSYNDVEYSDGAKTGVEVVEALHPENTFRKEGFEVDEFVSETGKEGWDEHSLAKDFLNGQD
ETDFKNKDSDENKTLAKIKTPKEVNADDYQIFFASAGHGTLFDYPKAKDLODIASEIYANGGVVAAVCHG
PATIFDGLTDKKTGRPLIEGKSITGFTDVGETILGVDSILKAKNLATVEDVAKKYGAKYLAPVGPWDDYST
TDGRLVTGVNPASAHSTAVRSIDALKN

Modeled residue range: 2 to 236  based on template 1rw7A (1.80 A) Sequence Identity [%]: 100  Evalue: 5.92e-126

>gi1]14318475|ref |NP_116610.1| Hypothetical ORF; Yfl044cp [Saccharomyces cerevisiae]
MKLKVTGAGINQVVTLKQDATLNDLIEHINVDVKTMREFGYPPORINLQGEDASLGQTQLDELGINSGEKI
TIESSDSNESFSLPPPOPKPKRVLKSTEMSIGGSGENVLSVHPVLDDNSCLFHATAYGIFKQDSVRDLRE
MVSKEVLNNPVKENDATILDKPNKDYAQWILKMESWGGATIEIGIISDALAVAIYVVDIDAVKIEKEFNEDKE
DNYILILFNGIHYDSLTMNEFKTVENKNQPESDDVLTAALQLASNLKQTGYSEFNTHKAQIKCNTCQOMTEV
GEREVARHAESTGHVDFGQONR

Modeled residue range: 91 to 301  based on template 3by4 (1.55 A) Sequence Identity [%]: 100  Evalue: 1 e-124

>gi|14318532|ref|NP_116665.1] deubiquitinating enzyme (putative); Ubpbp [Saccharomyces
cerevisiae]

MSGETFEFNIRHSGKVYPITLSTDATSADLKSKAEELTQVPSARQKYMVKGGLSGEESIKIYPLIKPGST
VMLLGTPDANLISKPAKKNNEFIEDLAPEQQOVOQOFAQLPVGEFKNMGNTCYLNATLOQALYRVNDLRDMILNY
NPSQOGVSNSGAQDEETHKQIVIEMKRCFENLONKSFKSVLPIVLLNTLRKCYPQFAERDSQGGEYKQQDA
EELFTQLFHSMSIVEFGDKFSEDFRIQFKTTIKDTANDNDITVKENESDSKLOQCHISGTTNFMRNGLLEGL
NEKIEKRSDLTGANSIYSVEKKISRLPKFLTVQYVREFFWKRSTNKKSKILRKVVFPFQLDVADMLTPEYA
AEKVKVRDELRKVEKEKNEKERETKRRKEFDPSSSENVMTPREQYETQVALNESEKDOWLEEYKKHFPPNL
EKGENPSCVYNLIGVITHQGANSESGHYQAFIRDELDENKWYKENDDKVSVVEKEKIESLAGGGESDSAL

ILMYKGFGL

Modeled residue range: 103 to 499  based on template 1vjvA (1.74 A) Sequence Identity [%]: 92  Evalue: 0.00e-1

>gi|6323984 |ref |NP_014055.1| Hypothetical ORF; Ymr322cp [Saccharomyces cerevisiae]
MTPKRALISLTSYHGPFYKDGAKTGVFVVEILRSFDTFEKHGFEVDEVSETGGFGWDEHYLPKSEFIGGED
KMNFETKNSAFNKALARIKTANEVNASDYKIFFASAGHGALEFDYPKAKNLODIASKIYANGGVIAAICHG
PLLFDGLIDIKTTRPLIEGKAITGFPLEGEIALGVDDILRSRKLTTVERVANKNRAKYLAPIHPWDDYSI
TDGKLVTGVNANSSYSTTIRAINALYS

Modeled residue range: 3 to 235 based on template Irw7A (1.80 A)  Sequence Identity [%]: 70  Evalue: 6.61e-90

>gi 6323396 |ref |NP_013468.1| Hypothetical ORF; Y1lr364wp [Saccharomyces cerevisiae]
MSAFVTKAEEMIKSHPYFQLSASWCPDCVYANSIWNKLNVQDKVEVEDIGSLPRNEQEKWRIAFQKVVGS
RNLPTIVVNGKFWGTESQLHRFEAKGTLEEELTKIGLLP

modelled with HOMER. )
residue range: 103 to 499  based on template 2ht9 (1.9 A)  Sequence Identity [%]: 30  pdb Blast Evalue: 2.0e-7

>gi1]16323730|ref |NP_013801.1| Hypothetical ORF; ¥Ymr084wp [Saccharomyces cerevisiae]
MCGIFGYCNFLIEKTRGEIIDTLIEGLOQALEYKEYDSSGISIQGDELESLNIYKQTGKISSLKEEIDLYN
LNKNLPFISHCGIAHTRRATHGGLRRANCHPHNSDPSNEFVVVHNGVITNFANLKALLMAKGYVEFKSDTD
TECIPKLYKHIYDTSIELGYNLDFHVLTNLVLKELEGSYGLLCTSSHFPDEVVAARKGSPLVIGVKGKTD
MDVNEFVEVEYLDQEEDYLKLNTQTKSSGNVLAAAPVKYNTCLRKSPPFVHNT
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Modeled residue range: 1 to 221  based on template 1xffA (1.80 A) Sequence Identity [%]: 37  Evalue: 1.39¢-28

>gi1]16323761|ref |NP_013832.1| Hypothetical ORF; ¥Ymrll4cp [Saccharomyces cerevisiae]
MCGRFALAYDSGDLPOQLLRDWNLPVNTPKDASSNSQHPHDEEDTKDOPTVSKDIFKASYNISPTNYSAVY
RPDTKAIQFMRWGLVPEFWTKDVSQFKTYRTENARLENLQESKMWMRPCEKKRCAVLMSGYFEWKTVGKKK
TPYFISRRDGRLMFVAGMYDYVEKDDLYTFTITITAQGPRELEWLHERMPCVLEPGTESWDAWMDVDKTTW
STEELVKLLKPDYDESKLOEFYQVTDDVGKTTNTGERLIKPLLKEDSDMF SVKREKEEALLENDNEQGIDN
RGVKGDKSLKGEDVENQKKSLKRNSYDGLKKNEEQEETTLPEEGSIGDRVKREEANLSPKREGNREKRNI
VNMLGNQKDSRGKKKIKK

Modeled residue range: 77 to 253  based on template 2f20A (2.10 A) Sequence Identity [%]: 32  Evalue: 1.85e-17

>gi 6324967 |ref |[NP_015036.1| Hypothetical ORF; Yor39lcp [Saccharomyces cerevisiae]
MTPKRALISLTSYHGPFYKDGAKTGVFVVEILRSFDTFEKHGFEVDEVSETGGEFGWDEHYLPKSFIGGED
KMNFETKNSAFNKALARIKTANEVNASDYKVFFASAGHGALEFDYPKAKNLODIASKIYANGGVIAATICHG
PLLFDGLIDIKTTRPLIEGKAITGFPLEGEIALGVDDILRSRKLTTVERVANKNGAKYLAPIHPWDDYST
TDGKLVTGVNANSSYSTTIRAINALYS

Modeled residue range: 3 to 235  based on template 1rw7A (1.80 A) Sequence Identity [%]: 70  Evalue: 3.36e-90

>gi 6319407 |ref |[NP_009489.1| Hypothetical ORF; Ybl064cp [Saccharomyces cerevisiae]
MEFSRICSAQLKRTAWTLPKQAHLOSQTIKTFATAPILCKQFKQSDOQPRLRINSDAPNFDADTTVGKINEY
DYLGDSWGVLFSHPADFTPVCTTEVSAFAKLKPEFDKRNVKLIGLSVEDVESHEKWIQDIKETAKVKNVG
FPIIGDTFRNVAFLYDMVDAEGEFKNINDGSLKTVRSVEVIDPKKKIRLIFTYPSTVGRNTSEVLRVIDAL
QLTDKEGVVTPINWQPADDVITIPPSVSNDEAKAKFGQFNEIKPYLREFTKSK

Modeled residue range: 55 to 258  based on template 1prxA (2.00 A)  Sequence Identity [%]: 49  Evalue: 4.25¢-47

>gi|6320492 |ref |[NP_010572.1| Hypothetical ORF; Ydr286cp [Saccharomyces cerevisiae]
MLRAFRCSIHTSRVLLHDAGVKLTFFSKPNCGLCDQAKEVIDDVFERKEFHNKAVSLEIVNITDRRNAKW
WKEYCFDIPVLHIEKVGDPKSCTKILHFLEEDDISDKIRRMQSR

Modeled residue range: 23 to 83  based on template 1wjkA (99.9 A)  Sequence Identity [%]: 43  Evalue: 2.53e-7

>gi1]16320714|ref |NP_010794.1| Hypothetical ORF; Ydr506cp [Saccharomyces cerevisiae]
MKVILLKPVOQLPMLLLILLKFIMAAKEGKIHVLEFNASSEYTLDKRRVISINGYSATFGPEIRVKSGDTL
NLKLTNWICSEEEASKDSDVWKDYCSTALHFHGVVPLANEFDGIPGLTOQPTIGYGESYWYNETIDQSTCG
TEFWYHSHSSVQYGDGMRGVLIVECDDYDNHVANTINSVRDIETLDDGVVTIMKKDKHTKELTDYEVQERT I
TLSDWYTNWNLDILNDKVLSSTGGTDPKEFDGSLINGKSSDGETIKIGENTEYLLLRIVNSGMSGTQVEFHL
DGFQLIVLEADGIMIKPFIVQTINLAVGORYTILVKLKSDTSFIRMINGCNKMMGY ITKQWWEYKEGAHL
DLPKNPNDVSIEHLPGFTKAELYRDIEPTQEENKKLRTKADPVAVFEFDYAYYKDESTKQKYGTGMYKVN
ERTFSEYVKDPVRFGEFNETYDIVINSLDHMRHPWHMHGHHEFQIISLGNKGDGPFHKDVQEGKAWSRYQND
LRHLARTGKAPMVRDSINIAGNSYAVLRINTEMPGKWLLHCHVEWHMMKGLGIVFEVPTTTEDSTKQATT
AVLSYPTKEPDPNTVVHTAALEQNKSKVIAVYILIMCAVDAIFYWLLM

Modeled with HOMER
Modeled residue range: 25 to 546  based on template 1v10IA (1.70 A)  Sequence Identity [%]: 24  Pdb Blast Evalue: 9.0e-30

>gi|6321388|ref |NP_011465.1| Hypothetical ORF; YglO050wp [Saccharomyces cerevisiae]
MAAQNAFEQKKRAILNEIDSTQPDLSPKGTIDELCLPIIDLINASADMVTTSSCSGRVSVFLEGTKSYNG
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EVKIGGKGQGGKWLYVTHDREKVIGWLDELKSKSEFSFELSGKEIPTEKVTGSIRYILYKYEPFILHVKC
RDFQAASKLYNTAMSCGFRESGIGSNNLVAIRINIKLDVPLGYLDETSGTLKFFVTPEYVSVLDSLSLSK
FDENTRKMQALYDRIEKELINCAPDVNSKVNITPIETKEERRERKKREGMERQRQLKSPQONVL

Modeled residue range: 28 to 220 based on template 2it2A (1.50 A)  Sequence Identity [%]: 28  Evalue: 2.22e-9

>gi 6322078 |ref |[NP_012153.1| Hypothetical ORF; Yilll3wp [Saccharomyces
MNIYTSPTRTPNIAPKSGQRPSLPMLATDERSTDKESPNEDREFVPCSSLDVRRIYPKGPLLVLPEKIYL
YSEPTVKELLPFDVVINVAEEANDLRMQVPAVEYHHYRWEHDSQIALDLPSLTSITIHAATTKREKILIHC
QCGLSRSATLITIAYIMKYHNLSLRHSYDLLKSRADKINPSIGLIFQLMEWEVALNAKTNVQANSYRKVP

Modeled residue range: 54 to 196 based on template 2j16B (2.70 A)  Sequence Identity [%]: 100

>gi 6322467 |ref |[NP_012541.1| Hypothetical ORF; Yjr008wp [Saccharomyces
MSIRPATHAGSWYSNRAQELSQOQLHTYLIKSTLKGPIHNARIIICPHAGYRYCGPTMAYSYASLDLNRNV
KRIFILGPSHHIYFKNQILVSAFSELETPLGNLKVDTDLCKTLIQKEYPENGKKLFKPMDHDTDMAEHSL
EMQLPMLVETLKWREISLDTVKVEFPMMVSHNSVDVDRCIGNILSEYIKDPNNLEIVSSDFCHWGRRFQYT
GYVGSKEELNDAIQEETEVEMLTARSKLSHHQVPIWQSIEIMDRYAMKTLSDTPNGERYDAWKQYLEITG
NTICGEKPISVILSALSKIRDAGPSGIKFQWPNYSQSSHVTSIDDSSVSYASGYVTIG

cerevisiae]

Evalue: 1.44e-76

cerevisiae]

Modeled residue range: 4 to 337  based on template 3bczA (2.10 A) Sequence Identity [%]: 37  Evalue: 1.43e-49

>gi 6322557 |ref |[NP_012631.1| Hypothetical ORF; Yjr097wp [Saccharomyces
MSLVNSLTHYEILRIPSDATQDEIKKAYRNRLLNTHPDKLSKSIHDTVSNVTINKIQDAYKILSNIKTRR
EYDRLILENYKROQGFHNCGDGLDEFSLDDFSFDEDKLEFMMNCPRCQFVGGFHESESLLDECIDNVDAME
RSHSGYQLLTQCSACSLWLKVNFDIEEEQEGQ

Modeled with HOMER .
Modeled residue range: 93 to 172  based on template 2ej7IA (99.9 A) Sequence Identity [%]: 38
PDB Blast Evalue: 0.036

>gi|6322764 |ref |[NP_012837.1| Hypothetical ORF; Ykl086wp [Saccharomyces
MSLOSNSVKPTEIPLSEIRRPLAPVLDPQKIDAMVATMKGIPTASKTCSLEQAEAAASAGELPPVDVLGV
RVKGQTLYYAFGGCHRLQAYDRRARETONAAFPVRCRVLPATPROQIRMYLGSSLDIE

cerevisiae]

cerevisiae]

Modeled residue range: 1 to 123 based on template 1xw3A (1.65 A)  Sequence Identity [%]: 33  Evalue: 3.16e-11

>gi 6323109 |ref |NP_013181.1| Hypothetical ORF; Y1lr080wp [Saccharomyces
MTTRKTASSLOQLLGKITGTKAGTKQKKMNF INGLIWLYMCVWMVHGKVTQKDELKWNKGYSLPNLLEVTD
QQOKELSOWTLGDKVKLEEGRFVLTPGKNTKGSLWLKPEYSIKDAMTIEWTFRSEFGFRGSTKGGLAFWLKQ
GNEGDSTELFGGSSKKFNGLMILLRLDDKLGESVTAYLNDGTKDLDIESSPYFASCLFQYQDSMVPSTLR
LTYNPLDNHLLKLOMDNRVCFQTRKVKEFMGSSPFRIGTSAINDASKESFEILKMKLYDGVIEDSLIPNVN
PMGQPRVVTKVINSQTGEESFREKMPFSDKEESITSNELFEKMNKLEGKIMANDIDPLLRKMNKIVENER
ELIQRLRPLLDLKKTAISDDSFQODFLSMNANLDRLIKEQEKIRODAKLYGKQTKGHDEIFSKISVWLALL
IFIMITLAYYMFRINQODIKKVKLL

Modeled residue range: 55 to 272 based on template 2a6vA (1.52 A)  Sequence Identity [%]: 100

>gi|6323757|ref |[NP_013828.1| Hypothetical ORF; YmrllOcp [Saccharomyces
MSNDGSKILNYTPVSKIDEIVEISRNFFFEKQLKLSHENNPRKKDLEFROLQLKKLYYAVKDHEEELIDA
MYKDFHRNKIESVLNETTKLMNDILHLIEILPKLIKPRRVSDSSPPFMFGKTIVEKISRGSVLIIAPENE
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cerevisiae]

Evalue: 5.20e-122 (this is a crystal!!)

cerevisiae]



PLLLAFAPLAAALAAGNTIVLKPSELTPHTAVVMENLLTTAGFPDGLIQVVQGAIDETTRLLDCGKFEFDLI
FYTGSPRVGSIVAEKAAKSLTPCVLELGGKSPTFITENFKASNIKIALKRIFFGAFGNSGQICVSPDYLL
VHKSIYPKVIKECESVLNEFYPSFDEQTDFTRMIHEPAYKKAVASINSTNGSKIVPSKISINSDTEDLCL
VPPTIVYNIGWDDPLMKQENFAPVLPIIEYEDLDETINKIIEEHDTPLVQYIFSDSQTEINRILTRLRSG
DCVVGDTVIHVGITDAPEFGGIGTSGYGNYGGYYGENTE SHERTIFKQPYWNDEF TLEMRYPPNSAQKEKLV
REFAMERKPWEDRNGNNKWGLRQYFSLSAAVILISTIYAHCSS

Modeled residue range: 39 to 484  based on template 1ad3B (2.60 A) Sequence Identity [%]: 33  Evalue: 5.48e-66

>gi 6323962 |ref |NP_014033.1| putative deubiquitinating enzyme; Ubpl5p [Saccharomyces cerevisiae]
MSSEDELGSIGTVFPGSPIDKSIGSILPQFDEEVETLLEDSEFTWNIPDWNELTNPKYNSPRERIGDFEWD
ILLFPOGNHNKGVAVYLEPHPEEKLDETTGEMVPVDPDWYCCAQFAIGISRPGNGDTINLINKSHHRENA
LDTDWGFANLIDLNNLKHPSKGRPLSFLNEGTLNITAYVRILKDPTGVLWHNFLNYDSKKVTGYVGFRNQ
GATCYLNSLLOSYFFTKYFRKLVYEIPTEHESPNNSVPLALQRAFYQLQVSDIPLDTLELTRSFGWDTAE
SFTOQHDVOQELNRILMDRLENNMKGTPVEGKLNE IFVGKMKSYIKCINVDYESARVEDFWDLOLNVKNEKN
LOESEFDNYIEMELMNGENQYAAQDYGLODAQKGVIFESFPPVLHLOQLKRFEYDENYDOMVKVNDKYEFPE
TIDLSPEFVDKDVLKKTLDSENKDKNPYVYNLHGVLVHSGDISTGHYYTLIKPGVEDQWYREFDDERVWRVT
KKQVFQENFGCDRLPDEKVRTMTRGEYQNYITQRHTSAYMLVYIRQEQEEDLLRPVLESDVPKHVITRVR
EEIKERETKEKEIREAHLYVTLRLHSIKEFTHYEGEFDYFAHDGFRLFAEELNDSGLQQINLKVLRTTKLS
DIFASIKETMNIPQERDVKYWKMDYRRNSTLRLTOQPINFESVNITLQEALKKEKKRTMQTQYGEEGVAST
EEDDKALLETVSFLDLFIEEPYLELQFLNKLKEASLISKAQLDDELISTIRTNLPELTKGGIEPVFATDN
KSNLLEFVKSYDPHTQKLLGFGHFAVNQLOQLSDISAITEDSISSNEKLTEFYEEVOPGTINEIYMKETIYD
ADIDTGDIVSFEVPGAVLPDTFPVYATIKDFYSYLRYRVKLKEFSKEFDGSSEEYGVSNEIPESFEFWISAY
APYDDLARMVSKYAHVKPEYLKITALYSNGREFVLKSTSLLNDYLLKDENCDQIPPFAFEVLSVPLKELER
LRPIKLYWLKNSYTHYQCFEFEVANDYTESQFLEKVOHKIGFTDEEKENILLWTNTNEFQFQGLLSDONTFE
KDVSKHSLLFGRILPEESKLFKELNRLENVQTSSLEDFMDDENATDRPMDDEQDLGMAIEHSEDMKGRIV
VVOQOYFKDLENRHGISFLENLIPDETFPKTKDRLHAKFGLGOQKEFSKIKLSIGYSTEEGTVFRSLQOGESD
EELDKVILYDIMSNLDYIYMDHPDRLRSHSSYDRPMITIKN

Modeled with HOMER
Modeled residue range: 39 to 575  based on template 21z (3.20 A)  Sequence Identity [%]: 40% PDBBIast Evalue: 2e-111

>gi1]16324230|ref |NP_014300.1| Hypothetical ORF; ¥Ynl099cp [Saccharomyces cerevisiae]
MTSKVGEYEDVPEDESRLTEENVSVPEEEVEDEDEEEDDDDDHIYINEETESGREKVLVSHAPQERIVPP
LNFCPVERYLYRSGOPSPVNFPFLLNLKLKTITIWLSNEEPOQDTLLEFCDTHRINLQFAAINPDAGEDDNP
WDGLTEHSIINVLQTIVTQENYPLLVCCGMGRHRTGTVIGCLRRIMGWNLASVSEEYRRFTGSRGGRILV
ELLIEAFDTNLVKIDKNKAPSWLLTALE

Modeled residue range: 67 to 220  based on template 1xriA (3.30 A) Sequence Identity [%]: 35  Evalue: 2.92e-24

>gi|6324356 |ref |[NP_014426.1| Hypothetical ORF; Ynr029cp [Saccharomyces cerevisiae]
MSALRNIKFNEEEDGELPCLVTGEENNLQEILENVSYDGGNIVSDAKVERVNKQVENTSAGATDVHEKKR
IPVSIITGYLGSGKSTLLEKIALKGADKKIAVILNEFGDSSEIEKAMTIKNGSNSYQEWLDLGNGCLCCS
LKNIGVKAIEDMVERSPGKIDYILLETSGIADPAPIAKMFWQODEGLNSSVYIDGIITVLDCEHILKCLDD
ISIDAHWHGDKVGLEGNLTIAHFQLAMADRIIMNKYDTIEHSPEMVKQLKERVREINSIAPMEFTKYSDT
PIONLLDIHAYDSVRISDILDSGSGNGTIHDDRMGTIMLTFRPLKNEEEYNNKEF IKQF LOQPLLWKNFGAM
TVLGGRRRDDGRDWEVQRTKGLILIEGENPIARVIQGVRDTYDVFPGKYDGSNKECKIVLIGKYLEKEST

EELLRKTLE

Modeled residue range: 71 to 291  based on template 1nijA (2.00 A) Sequence Identity [%]: 29  Evalue: 4.23e-20

>gi|6324401 |ref |NP_014471.1| Hypothetical ORF; Ynr073cp [Saccharomyces cerevisiae]
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MTKSDETTATSLNAKTLKSFESTLPIPTYPREGVKQGIVHLGVGAFHRSHLAVEMHRLMOQEHHLKDWSIC
GVGLMKADALMRDAMKAQDCLYTLVERGIKDTNAYIVGSITAYMYAPDDPRAVIEKMANPDTHIVSLTVT
ENGYYHSEATNSLMTDAPEIINDLNHPEKPDTLYGYLYEALLLRYKRGLTPFTIMSCDNMPONGVTVKTM
LVAFAKLKKDEKFAAWIEDKVTSPNSMVDRVTPRCTDKERKYVADTWGIKDQCPVVAEPFIQWVLEDNE'S
DGRPPWELVGVQVVKDVDSYELMKLRLLNGGHSAMGYLGYLAGYTYIHEVVNDPTINKYIRVLMREEVIP
LLPKVPGVDFEEYTASVLERFSNPAIQDTVARICLMGSGKMPKYVLPSIYEQLRKPDGKYKLLAVCVAGW
FRYLTGVDMNGKPFEIEDPMAPTLKAAAVKGGKDPHELLNIEVLEFSPEIRDNKEFVAQLTHSLETVYDKG
PIAAIKEILDQV

Modeled residue range: 12 to 501  based on template 11i8A (1.70 A)  Sequence Identity [%]: 42  Evalue: 1.72e-109

>gi|6324825|ref |[NP_014894.1| Hypothetical ORF; Yor25lcp [Saccharomyces cerevisiae]
MPLFDLISPKAFVKLVASEKVHRIVPVDATWYLPSWKLDNKVDFLTKPRIPNSIFFDIDAISDKKSPYPH
MFPTKKVFDDAMSNLGVQKDDILVVYDRVGNESSPRCAWTLGVMGHPKVYLLNNEFNQYREFKYPLDSSKV
AAFSPYPKSHYESSESFODKEIVDYEEMEFQLVKSGELAKKEFNAFDARSLGRFEGTEPEPRSDIPSGHIPG
TOQPLPYGSLLDPETKTYPEAGEATIHATLEKALKDFHCTLDPSKPTICSCGTGVSGVIIKTALELAGVPNV
RLYDGSWTEWVLKSGPEWIAENRD

Modeled with HOMER
Modeled residue range: 6 to 303 based on template IORBIA (2.0 A)  Sequence Identity [%]: 31  Evalue: 4.00 e-34

>gi|6325169 |ref |NP_015237.1| Hypothetical ORF; Ypl088wp [Saccharomyces cerevisiae]
MVLVKQVRLGNSGLKISPIVIGCMSYGSKKWADWVIEDKTQIFKIMKHCYDKGLRTFDTADFYSNGLSER
ITIKEFLEYYSIKRETVVIMTKIYFPVDETLDLHHNFTLNEFEELDLSNQRGLSRKHITIAGVENSVKRLGT
YIDLLOQIHRLDHETPMKEIMKALNDVVEAGHVRYIGASSMLATEFAELQF TADKYGWFQFISSQSYYNLL
YREDERELIPFAKRHNIGLLPWSPNARGMLTRPLNQSTDRIKSDPTFKSLHLDNLEEEQKEIINRVEKVS
KDKKVSMAMLSIAWVLHKGCHPIVGLNTTARVDEAIAALQVTLTEEEIKYLEEPYKPQRQRC

Modeled with Homer
Modeled residue range: 6 to 303  based on template 1PFYIA (1.93 A)  Sequence Identity [%]: 29 PDB Blast Evalue: 3.0 e-27

>gi|6319721 |ref |[NP_009803.1| Glutathione peroxidase paralogue; Gpx2p [Saccharomyces cerevisiae]
MTTSFYDLECKDKKGESFKEDQLKGKVVLIVNVASKCGFTPQYKELEELYKKYQDKGFVILGFPCNQFGK
QEPGSDEQITEFCQLNYGVTFPIMKKIDVNGSNADSVYNYLKSQKAGLLGFKGIKWNFEKFLVDSNGKVV

QRFSSLTKPSSLDQEIQSLLSK

Modeled residue range: 4 to 160 based on template 2p5gD (2.00 A)  Sequence Identity [%]: 51  Evalue: 6.10e-38

>gi 6319814 |ref |NP_009895.1| Glutaredoxin; Grxlp [Saccharomyces cerevisiae]
MVSQETIKHVKDLIAENEIFVASKTYCPYCHAALNTLFEKLKVPRSKVLVLQLNDMKEGADIQAALYEIN
GORTVPNIYINGKHIGGNDDLQELRETGELEELLEPILAN

Modeled residue range: 1t0 92 based on template 2jacA (2.02 A)  Sequence Identity [%]: 99  Evalue: 4.15¢-46

>gi 6320001 |ref |NP_010081.1| 6-O-methylguanine-DNA methylase; Mgtlp [Saccharomyces cerevisiae]
MHKKKIENGRIFDLNGPTMKELLYYTFIETEVTGAFLVFREKTONLVFASLGNDKLFLLGKVEGFLKKHE
KODTMYDLQELKEAETYKKSIENYTICLENKMPLPSGAIPFEFLEFGTDFQRKVWNELLNVEHGHVVTYGD

IAKRIGKPTAARSVGRACGSNNLALLVPCHRIVGSNRKLTGYKWSCKLKEQLLNNEKENSLSLSRL

Modeled residue range: 116 to 199 based on template 1sfeA (2.10 A)  Sequence Identity [%]: 46  Evalue: 2.35e-19
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>gi|6324862|ref |[NP_014931.1| Disulfide isomerase related protein; Mpdlp [Saccharomyces
cerevisiae]

MLFLNIIKLLLGLEIMNEVKAQONEFYDSDPHISELTPKSEFDKAIHNTNYTSLVEFYAPWCGHCKKLSSTFER
KAAKRLDGVVQVAAVNCDLNKNKALCAKYDVNGFPTLMVFRPPKIDLSKPIDNAKKSFSAHANEVYSGAR
TLAPIVDFSLSRIRSYVKKEVRIDTLGSLLRKSPKLSVVLFSKQDKISPVYKSIALDWLGKFDEFYSISNK
KLKQLTDMNPTYEKTPEIFKYLQKVIPEQRQSDKSKLVVFDADKDKFWEYEGNSINKNDISKEFLRDTFSI
TPNEGPFSRRSEYIAYLKTGKKPIKKNHSSSGNKHDEL

Modeled residue range: 24 to 155  based on template 2dmlA (99.9 A) Sequence Identity [%]: 42  Evalue: 1.81e-21

>gi 6319806 |ref|NP_009887.1| Catalyzes the formation and isomerization of disulfide bonds durin
MKFSAGAVLSWSSLLLASSVFAQQEAVAPEDSAVVKLATDSENEYIQSHDLVLAEFFAPWCGHCKNMAPEYVKAAETLVEKNITLAQIDCTENQDLC
MEHNIPGFPSLKIFKNSDVNNSIDYEGPRTAEATIVQFMIKQOSQPAVAVVADLPAYLANETEFVTPVIVQSGKIDADEFNATEYSMANKHENDYDEVSAE
NADDDFKLSIYLPSAMDEPVVYNGKKADIADADVFEKWLOQVEALPYFGEIDGSVFAQYVESGLPLGYLFYNDEEELEEYKPLFTELAKKNRGLMNEV
SIDARKFGRHAGNLNMKEQFPLFAIHDMTEDLKYGLPQLSEEAFDELSDKIVLESKATIESLVKDFLKGDASPIVKSQEIFENQDSSVFQLVGKNHDE
IVNDPKKDVLVLYYAPWCGHCKRLAPTYQELADTYANATSDVLIAKLDHTENDVRGVVIEGYPTIVLYPGGKKSESVVYQGSRSLDSLEDFIKENGH
FDVDGKALYEEAQEKAAEEADADAELADEEDATHDEL

Modeled residue range: 23 to 494  based on template 2b5eA (2.40 A) Sequence Identity [%]: 100  Evalue: 0.00e-1)

>gi 6319816 |ref |NP_009897.1| Hypothetical ORF; Ycl033cp [Saccharomyces cerevisiae] (Putative
protein-methionine-R-oxide reductase)
MNKWSRLYVITVRRTFPGRRNIVLTQYWNKSKKMSDESNDVKWNDALTPLOLMVLRDKATERPNTGAYLHTNESGVYHCANCDRPLYSSKAKFDARC
GWPAFYEEVSPGAITYHRDNSLMPARVEICCARCGGHLGHVFEGEGWKQLLNLPKDTRHCVNSASLNLKKD

Modeled residue range: 39 to 166  based on template 3cezA (2.10 A) Sequence Identity [%]: 39  Evalue: 1.49e-22

>gi|6320560|ref |NP_010640.1| Thioredoxin reductase; Trrlp [Saccharomyces cerevisiae]
MVHNKVTIIGSGPAAHTAAIYLARAEIKPILYEGMMANGIAAGGQLTTTTEIENFPGFPDGLTGSELMDRMREQSTKFGTEIITETVSKVDLSSKPFE
KLWTEFNEDAEPVTTDAIILATGASAKRMHLPGEETYWQKGISACAVCDGAVPIFRNKPLAVIGGGDSACEEAQFLTKYGSKVEFMLVRKDHLRASTI
MOKRAEKNEKIEILYNTVALEAKGDGKLLNALRIKNTKKNEETDLPVSGLEFYAIGHTPATKIVAGQVDTDEAGYIKTVPGSSLTSVPGFFAAGDVQD
SKYRQAITSAGSGCMAALDAEKYLTSLE

Modeled with HOMER .
Modeled residue range: 3 to 318  based on template 1VDCIA (2.50 A) Sequence Identity [%]:62 PDB Blast Evalue: 6.0 e-111

>gi|6320598|ref |NP_010678.1|] Protein with homology to mammalian ubiquitin activating (El) enzym
MPRETSLVTIIGEDSYKKLRSSRCLLVGAGGIGSELLKDIILMEFGEIHIVDLDTIDLSNLNRQFLFROKDIKQPKSTTAVKAVQHEFNNSKLVPYQG
NVMDISTFPLHWFEQFDIIFNALDNLAARRYVNKISQFLSLPLIESGTAGEFDGYMQPIIPGKTECFECTKKETPKTFPVCTIRSTPSQPIHCIVWAK
NFEFLENQLFASETSGNEDDNNQDWGTDDAEEIKRIKQETNELYELQKITIISRDASRIPEILNKLFIQDINKLLAIENLWKTRTKPVPLSDSQINTPTK
TAQSASNSVGTIQEQISNFINITQKLMDRYPKEQNHIEFDKDDADTLEFVATAANIRSHIFNIPMKSVEFDIKQIAGNIIPATIATTNAIVAGASSLIS
LRVLNLLKYAPTTKYTDLNMAFTAKASNLSONRYLSNPKLAPPNKNCPVCSKVCRGVIKLSSDCLNKMKLSDFVVLIREKYSYPODISLLDASNQRL
LEDYDFEDLNDRTLSEINLGNGSIILFSDEEGDTMIRKAIELFLDVDDELPCNTCSLPDVEVPLIKANNSPSKNEEEEKNEKGADVVATTNSHGKDG
IVILDDDEGEITIDAEPINGSKKRPVDTEISEAPSNKRTKLVNEPTNSDIVELD

Modeled residue range: 23 to 508  based on template 1y8qD (2.25 A) Sequence Identity [%]: 38  Evalue: 4.02¢-80

>gi 6320661 |ref|NP_010741.1| thioredoxin peroxidase; Tsal2p [Saccharomyces cerevisiae]
MVAEVQKQAPPFKKTAVVDGIFEEISLEKYKGKYVVLAFVPLAFSFVCPTEIVAFSDAAKKFEDQGAQVLFASTDSEYSLLAWTNLPRKDGGLGPVK
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VPLLADKNHSLSRDYGVLIEKEGIALRGLEFIIDPKGITIRHITINDLSVGRNVNEALRLVEGFOQWTDKNGTVLPCNWTPGAATIKPDVKDSKEYFKNA
NN

Modeled residue range: 3 to 195  based on template 1gmvH (1.70 A) Sequence Identity [%]: 62  Evalue: 1.40e-64

>gi|6322186 |ref|NP_012261.1| Epslp [Saccharomyces cerevisiae]

R protein with chaperone and co-chaperone activity, involved in retention of resident ER
proteins; has a role in recognizing proteins targeted for ER-associated degradation (ERAD),
member of the protein disulfide isomerase family
MKMNLKRLVVTFFSCITFLLKFTIAAAEPPEGFPEPLNPTNFKEELSKGLHIIDFYSPYCPHCKHLAPVWMETWEEFKEESKTLNITEFSQVNCIESA
DLCGDENIEYFPEIRLYNPSGYIKSFTETPRTKESLTIAFARRESMDPNNLDTDLDSAKSESQYLEGFDFLELTIAGKATRPHLVSFWPTKDMKNSDDS
LEFKNCDKCHEFQRTWKIISRQLAVDDINTGHVNCESNPTICEELGFGDLVKITNHRADREPKVALVLPNKTSNNLEDYPNGYSAKSDGYVDFARRT
FTINSKFPNITEGELEKKANRDIDFLQERGRVTNNDIHLVESYDPETVVIEDFDILEYLIEPLSKIPNIYLHQIDKNLINLSRNLEFGRMYEKINYDAS
QTOKVENKEYFTMNTVTQLPTFFMFKDGDPISYVFPGYSTTEMRNIDAIMDWVKKYSNPLVTEVDSSNLKKLISFQTKSYSDLAIQLISSTDHKHIK
GSNKLIKNLLLASWEYEHIRMENNFEEINERRARKADGIKKIKEKKAPANKIVDKMREETIPHMDOQKKLLLGYLDISKEKNFFRKYGITGEYKIGDVI
IIDKSNNYYYNKDNEGNSLTSNNPQLLREAFVSLNIPSKALYSSKLKGRLINSPFHNVLSFLDITHGNGMPGYLIVIVLFIATILKGPSIYRRYKVRK
HYRAKRNAVGILGNMEKKKNQD

Modeled residue range: 26 to 151  based on template 2bSeA (2.40 A) Sequence Identity [%]: 32  Evalue: 2.59e-12

>gi 6322228 |ref |[NP_012303.1| Hydroperoxide resistance conferring gene; Hyrlp [Saccharomyces cer
MSEFYKLAPVDKKGOPFPEFDQLKGKVVLIVNVASKCGFTPOQYKELEALYKRYKDEGFTIIGFPCNQFGHQEPGSDEETAQFCQLNYGVTFPIMKKID
VNGGNEDPVYKFLKSQKSGMLGLRGIKWNFEKFLVDKKGKVYERYSSLTKPSSLSETIEELLKEVE

Modeled residue range: 11 to 160  based on template 2pSqA (2.00 A) Sequence Identity [%]: 50  Evalue: 4.45e-36

>gi 14318501 |ref |NP_116635.1] an FAD flavoprotein which contains a pair of redox—-active cysteines
MLRIRSLLNNKRAFSSTVRTLTINKSHDVVIIGGGPAGYVAAIKAAQLGFNTACVEKRGKLGGTCLNVGCIPSKALLNNSHLFHOMHTEAQKRGIDV
NGDIKINVANFQKAKDDAVKQLTGGIELLFKKNKVTYYKGNGSFEDETKIRVTPVDGLEGTVKEDHILDVKNIIVATGSEVTPFPGIEIDEEKIVSS
TGALSLKEIPKRLTIIGGGIIGLEMGSVYSRLGSKVTVVEFQPQIGASMDGEVAKATOQKFLKKQGLDFKLSTKVISAKRNDDKNVVEIVVEDTKTNK
QENLEAEVLLVAVGRRPYIAGLGAEKIGLEVDKRGRLVIDDQFNSKFPHIKVVGDVTFGPMLAHKAEEEGIAAVEMLKTGHGHVNYNNIPSVMYSHP
EVAWVGKTEEQLKEAGIDYKIGKFPFAANSRAKTNQDTEGFVKILIDSKTERILGAHIIGPNAGEMIAEAGLALEYGASAEDVARVCHAHPTLSEAF
KEANMAAYDKATIHC

Modeled residue range: 22 to 499  based on template 1v59B (2.20 A) Sequence Identity [%]: 100  Evalue: 0.00e-1

>gi|6321898|ref |NP_011974.1| mitochondrial thioredoxin reductase; Trr2p [Saccharomyces
cerevisiae]
MIKHIVSPFRTNFVGISKSVLSRMIHHKVTIIGSGPAAHTAAIYLARAEMKPTLYEGMMANGIAAGGQLTTTTDIENFPGFPESLSGSELMERMRKQ
SAKFGTNIITETVSKVDLSSKPFRLWTEFNEDAEPVTTDAIILATGASAKRMHLPGEETYWQQGISACAVCDGAVPIFRNKPLAVIGGGDSACEEAE
FLTKYASKVYILVRKDHFRASVIMORRIEKNPNIIVLENTVALEAKGDGKLLNMLRIKNTKSNVENDLEVNGLEYAIGHSPATDIVKGQVDEEETGY
IKTVPGSSLTSVPGFFAAGDVQDSRYRQAVTSAGSGCIAALDAERYLSAQE

Modeled residue range: 126 to 330 based on template 1tdeA (2.10 A) Sequence Identity [%]: 51  Evalue: 4.03e-49

>gi 6321903 |ref |NP_011979.1| Ubiquitin activating enzyme; Ubadp [Saccharomyces cerevisiae]
MNDYHLEDTTSELEALRLENAQLREQLAKREDSSRDYPLSLEEYQRYGROMIVEETGGVAGQVKLKNTKVLVVGAGGLGCPALPYLAGAGVGQIGIV
DNDVVETSNLHRQVLHDSSRVGMLKCESARQYITKLNPHINVVTYPVRLNSSNAFDIFKGYNYILDCTDSPLTRYLVSDVAVNLGITVVSASGLGTE
GOLTILNFNNIGPCYRCFYPTPPPPNAVTSCQEGGVIGPCIGLVGTMMAVETLKLILGIYTNENFSPFLMLYSGEFPQQOSLRTFKMRGRQEKCLCCGK
NRTITKEAIEKGEINYELFCGARNYNVCEPDERISVDAFQRIYKDDEFLAKHIFLDVRPSHHYETSHFPEAVNIPIKNLRDMNGDLKKLQEKLPSVE
KDSNIVILCRYGNDSQLATRLLKDKEFGFEFSNVRDVRGGYFKYIDDIDQTIPKY
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Modeled residue range: 39 to 290 based on template 1jw9B (1.70 A) Sequence Identity [%]: 35  Evalue: 1.05e-36

>gi 6322639 |ref |NP_012712.1| similar to Uba2p; Ubalp [Saccharomyces cerevisiae] (Ubiquitin
activiating enzyme E1)
MSSNNSGLSAAGEIDESLYSRQLYVLGKEAMLKMQTSNVLILGLKGLGVEIAKNVVLAGVKSMTVEFDPEPVQLADLSTQFFLTEKDIGQKRGDVTRA
KLAELNAYVPVNVLDSLDDVTQLSQFQVVVATDTVSLEDKVKINEFCHSSGIRFISSETRGLEGNTFVDLGDEFTVLDPTGEEPRTGMVSDIEPDGT
VTMLDDNRHGLEDGNFVRF SEVEGLDKLNDGTLFKVEVLGPFAFRIGSVKEYGEYKKGGIFTEVKVPRKISFKSLKQQLSNPEFVESDFAKEFDRAAQ
LHLGFQALHQFAVRHNGELPRTMNDEDANELIKLVTDLSVQQPEVLGEGVDVNEDLIKELSYQARGDIPGVVAFFGGLVAQEVLKACSGKEFTPLKQF
MYFDSLESLPDPKNFPRNEKTTQPVNSRYDNQIAVFGLDFQKKIANSKVFLVGSGAIGCEMLKNWALLGLGSGSDGYIVVTDNDSIEKSNLNRQFLFE
RPKDVGKNKSEVAAEAVCAMNPDLKGKINAKIDKVGPETEEIFNDSFWESLDEVTNALDNVDARTYVDRRCVEYRKPLLESGTLGTKGNTQVIIPRL
TESYSSSRDPPEKSIPLCTLRSEFPNKIDHTIAWAKSLEFQGYFTDSAENVNMYLTQOPNFVEQTLKQSGDVKGVLESTISDSLSSKPHNFEDCIKWARLE
FEKKFNHDIKQLLENFPKDAKTSNGEPFWSGAKRAPTPLEFDIYNNDHFHFVVAGASLRAYNYGIKSDDSNSKPNVDEYKSVIDHMI IPEFTPNANL
KIQVNDDDPDPNANAANGSDEIDQLVSSLPDPSTLAGFKLEPVDFEKDDDTNHHIEFITACSNCRAQNYFIETADRQKTKFIAGRITPATATTTSLV
TGLVNLELYKLIDNKTDIEQYKNGFVNLALPFFGFSEPIASPKGEYNNKKYDKIWDREFDIKGDIKLSDLIEHFEKDEGLEITMLSYGVSLLYASFFP
PKKLKERLNLPTITQLVKLVTKKDIPAHVSTMILETICADDKEGEDVEVPFITIHL

C-term Modeled residue range: 597 to 861  based on template 1z71C (2.80 A)  Sequence Identity [%]: 44  Evalue: 1.81e-62 C

>gi 6322826 |ref |NP_012899.1| Glutathione peroxidase paralogue; Gpxlp [Saccharomyces cerevisiae]
MQEFYSFSPIDENGNPFPENSLRNKVVLIVNVASHCAFTPQYKELEYLYEKYKSHGLVIVAFPCGQFGNQEFEKDKEINKFCQDKYGVTFPILHKIR
CNGQKODPVYKFLKNSVSGKSGIKMIKWNFEKEFVVDRNGKVVKREFSCMTRPLELCPIIEELLNQPPEEQT

Modeled residue range: 2 to 159  based on template 2p5gA (2.00 A) Sequence Identity [%]: 43  Evalue: 1.46e-27

>gi|6323001|ref|NP_013073.1| Iron Sulfur Assembly —-- IscA/NifA homolog; Isalp [Saccharomyces ce
MINTGRSRNSVLLAHRFLSTGGFWRGGTNGTMSRTINNVNPFKLKF IPKTVPAAADSVSPDSQRPGKKPFKFIVSNQSKSSKASKSPKWSSYAFPSR
ETIKSHEEAIKKONKAIDEQIAAAVSKNDCSCTEPPKKRKRKLRPRKALITLSPKATKHLRALLAQPEPKLIRVSARNRGCSGLTYDLQYITEPGKE
DEVVEQDGVKIVIDSKALFSIIGSEMDWIDDKLASKEFVEFKNPNSKGTCGCGESFMV

(Cysl178)

Modeled residue range: 147 to 239 based on template 1r94B (2.30 A) Sequence Identity [%]: 38  Evalue: 4.70e-12

>gi|6323505|ref |[NP_013576.1| essential, FAD-dependent oxidase of protein disulfide isomerase; E
(This is a Erol-p)
MRLRTAIATLCLTAFTSATSNNSYIATDQTONAEFNDTHFCKVDRNDHVSPSCNVTEFNELNAINENIRDDLSALLKSDFFKYFRLDLYKQCSFWDAND
GLCLNRACSVDVVEDWDTLPEYWQPEILGSENNDTMKEADDSDDECKFLDQLCQTSKKPVDIEDTINYCDVNDENGKNAVLIDLTANPERFTGYGGK
QAGQIWSTIYQDNCFTIGETGESLAKDAFYRLVSGFHASIGTHLSKEYLNTKTGKWEPNLDLEFMARIGNFPDRVTNMYFNYAVVAKALWKIQPYLPE
FSFCDLVNKEIKNKMDNVISQLDTKIFNEDLVFANDLSLTLKDEFRSRFKNVTKIMDCVQCDRCRLWGKIQTTGYATALKILFEINDADEFTKQHIV
GKLTKYELIALLQTFGRLSESIESVNMFEKMYGKRLNGSENRLSSFFONNFFNILKEAGKSIRYTIENINSTKEGKKKTNNSQSHVEFDDLKMPKAETI
VPRPSNGTVNKWKKAWNTEVNNVLEAFRFIYRSYLDLPRNIWELSLMKVYKFWNKFIGVADYVSEETREPISYKLDIQ

Modeled residue range: 55 to 424  based on template 1rp4A (2.20 A) Sequence Identity [%]: 100  Evalue: 0.00e-1

>gi|6324484 |ref |[NP_014553.1| protein disulfide isomerase related protein; Mpd2p [Saccharomyces
MKLHGFLFSVLSTCVVILPALAYSEAVITMVKSIEQYFDICNRNDSYTMIKYYTSWCQHCKTLAPVYEELGELYAKKANKDDTPINFLEVNCEFFGPT
LCTDLPGFPIIELVKPRTKPLVLPKLDWSSMKFHERLWORIKTWENNPKYQLDTSRVVRFEGSRNLKSLSNFIDTVRSKDTEERFIEHIFDDSRNCN
EELRSQQLLCKAGKEYYSDTLSKLYGDVNGLEKERRRLEALIKQONGDDLSKEVKEKLKITRLOQLSLLSHIEDQLEDTSSHDEL

Modeled residue range: 24 to 110 based on template 2djjA (99.9 A) Sequence Identity [%]: 37  Evalue: 4.92e-9
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>gi|6325166 |ref |NP_015234.1| converts oxidized glutathione and NADPH into two glutathiones and N
(GR)
MLSATKQTFRSLOQIRTMSTNTKHYDYLVIGGGSGGVASARRAASYGAKTLLVEAKALGGTCVNVGCVPKKVMWYASDLATRVSHANEYGLYQNLPLD
KEHLTEFNWPEFKQKRDAYVHRLNGIYQKNLEKEKVDVVEFGWAREFNKDGNVEVQKRDNTTEVYSANHILVATGGKAIFPENIPGFELGTDSDGEFFRLE
EQPKKVVVVGAGYIGIELAGVFHGLGSETHLVIRGETVLRKFDECIQNTITDHYVKEGINVHKLSKIVKVEKNVETDKLKIHMNDSKSIDDVDELIW
TIGRKSHLGMGSENVGIKLNSHDQITADEYQONTNVPNIYSLGDVVGKVELTPVATIAAGRKLSNRLFGPEKFRNDKLDYENVPSVIFSHPEAGSIGIS
EKEATEKYGKENIKVYNSKFTAMYYAMLSEKSPTRYKIVCAGPNEKVVGLHIVGDSSAEILQGFGVAIKMGATKADFDNCVAIHPTSAEELVTMR

Modeled residue range: 22 to 483  based on template 2hgmB (2.40 A) Sequence Identity [%]: 100  Evalue: 0.00e-1
>gi|6325323|ref|NP_015391.1| Required for activation of RUB1l (ubiquitin-like protein) together
MDCKILVLGAGGLGCEILKNLTMLSEFVKQVHIVDIDTIELTNLNRQFLFCDKDIGKPKAQVAAQYVNTRFPQLEVVAHVODLTTLPPSFYKDFQFIT
SGLDAIEPRRFINETLVKLTLESNYEICIPFIDGGTEGLKGHVKTIIPGITACWECSIDTLPSQQODTVPMCTIANNPRCIEHVVEYVSTIQYPDLNI
ESTADMEFLLEKCCERAAQFSISTEKLSTSFILGIIKSIIPSVSTTNAMVAATCCTOMVKIYNDLIDLENGNNFTLINCSEGCEFMYSFKFERLPDCT

VCSNSNSN

Modeled residue range: 3 to 299  based on template 2nvuB (2.80 A) Sequence Identity [%]: 43  Evalue: 5.36e-72
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