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wone | ¢iEncz Mascot Search Results
MASCOT
HELP g:ayl : garry Mcore@ . —
o ai : barry.moorefgenetics.utah.edn
WATS'TEW Search title : 2838-C3
PRODUCTS Database : MSDB 20010813 (708181 sequences; 219889859 residues) E
SUPPORT | Taxonomy : Saccharomyces Cerevisiae (baker's yeast) (9431 sequences)
SITE SEARCH | Timestamp : 22 Jan 2002 at 19:04:50 GMT
LINKS |Top Score : 148 for 528545, acetyl-CoA hydrolase (EC 3.1.2.1) [validated] - yeast (Saccharomyces cerevi
EMPLOYMENT
CONTACT US| Probability Based Mowse Score

Score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 52 are significant (p<0.05).
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Concise Protein Summary Report
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HOME Match to: S28549; Score: 148
MASCOT | acetyl-CoA hydrolase (EC 3.1.2.1) [validated] - yeast (Saccharomyces cerevisiae)
HELP
WHAT'S NEW |Nominal mass (M ): 58675: Calculated pl value: 6.30
PRODUCTS NCBI BLAST search of S28549 against nr
SUPPORT |Unformatted sequence string for pasting into other applications
SITE SEARCH
LINKS |Taonomy: Saccharomyces cerevisiae
EMPLOYMENT Llnk.: :n retrieve other entries c?nFalnlng this sequence from NCBI Entrez:
coNTACT US| BRIES78 from Saccharomyces cerevisise
g TUS | cnns4834 from Saccharomyces cerevisiae

Cleavage by Trypsin: cuts C-term side of XR unless next residus is F
Number of mass values searched: 74

Number of mass values matched: 17

Sequence Coverage: 51%

Matched peptides shown in Bold Red

1 MTISNLLEQR VRYAPYLEKV KEAHELIPLF KNGQYLGWSG FIGVGTPKAV
51 PEALIDHVEK NNLQGKLRFN LFVGASAGPE ENRWAEEDMI IKRAPHQVGK
101 PIARAINQGR IEFFDRHLSM FPQDLTYGFY TRERKDNKIL DYTIIEATAI
151 REDGSIVPGP SVGGSPEFIT VSDEVIIEVN TATPSFEGIH DIDMPVNEPF
201 REKPYPYLEVD DKCGVDSIPV DPEEVVAIVE STMRDQVPPN TPSDDMSRAL
251 AGHLVEFFRN EVRHGRLPEN LLPLQSGIGN TANAVIEGLA GAQFRHLTVW
301 TEVLQDSFLD LFENGSLDYA TATSVRLTEK GFDRAFANWE NFEKHRLCLRS
351 QVVSNNPEMI RRLGVIAMNT PVEVDIYAHA NSTHNVNGSRM LNGLGGSADF
401 LRNAKLSIMH APSARPTEVD PTGISTIVEM ASHVDQTEHD LDILVTDQGL
451 ADLRGLSPKE RAREIINKCA HPDYQALLTD YLDRAEHYAK CLHEPHM
501 LKNAFKFHTN LAEKGTMEVD SWEPVD
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Proteins found by peptide
mapping match full length masses
with modifications

C9, tray 2838 (Nov 8,'01) no further cleanup, recon 100 ul of 50%meOH+5%fermic
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Bioinformatics

 PTM were known in the database, or found
by manual searching

* Signal peptides were known in the database
or identified manually

* No recoding events were found

We need better bioinformatics
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