L Exclusive expression of C7orf24 (Results from D435_131_IEF):

a.
Database : SwissProt 2010 04 (516081 sequences; 181677051 residuoes)
Taxonomy : Homo sapiens (human) (20280 seguences)
Timestamp i 8 Apr 2010 at 09:12:03 GMT
Top Score : 71 for GGCT_HUMAN, Gamma-glutamylcyclotransferase OS=Homo sapiens GN=GGCT PE=1 SV=1

Mascot Score Histogram

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 56 are significant (p<0.05).
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Format As Concise Protein Summary * Help

Significance threshold p=< |0.05 Max_ mumber of hits |10
Re-Search All | Search Unmatched |
1. GECT HUMAN Mass: 21226 Score: 71 Expect: 0.0012 Matches: 4
Gamma-glutamylcyclotransferase OS=Homo sapiens GN=GGCT PE=1 5V=1
ATPE HUMAN Mass: 11027 Score: 36 Expect: 5.5 Matches: 2
ATP synthase subunit £, mitochondrial 0S=Homo sapiens GN=ATP5J2 PE=1 3V=3
CCO51 HUMAN Mass: 15770 Score: 27 Expect: 40 Matches: 2
Uncharacterized protein C3orf5l O05=Homo sapiens GN=C3orf5l PE=2 3V=2
YU004 HUMAN Mass: 31838 Score: 26 Expect: 51 Matches: 2

Uncharacterized protein FLJ46757 O5=Homo sapiens PE=2 3V=1

b.
tscinest Mascot Search Results

Protein View

Match to: GGCT_HUMAN Score: 71 Expect: 0.0018
Gamma-glotamylcyclotransferase 0S=Homo sapiens GN=GGCT PE=1 SV=1
Nominal mass (M ): 21226; Calculated pl value: 5.07

NCBI BLAST search of GGCT HUMAN against nr

Unformatted sequence string for pasting into other applications

Tazxonomy: Homo sapiens

Fired modifications: Carboxymethyl (C)

Variable modifications: Acetyl (Protein N-term),Oxidation (M),Propionamide (C)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Number of mass wvalues searched: 6

Number of mass walues matched: 4

Sequence Coverage: 27%

Matched peptides shown in Bold Red
1 MANSGCEDWVT GPDEESFLYF AYGSNLLTER IHLENPSAAF FCVARLODFE
51 LDFGNSQGET SQTWHGGIAT IFQSPGDEVW GVVWEMNESH LNSLDEQEGV

101 ESGMYVVIEV EVATQEGEEI TCRSYLMTINY ESAPPSPQYE KIICMGAEEN
151 GLPLEYQEKL EKATEPNDYTG KVSEEIEDII EKGETQTL

Show predicted peptides also

Sort Peptides By | " Residue Number & Increasing Mass ¢ Decreasing Mass

Start - End Chserved Mr(expt) Mr(calc) ppm Miss Segmence
35 - 45 1253.6144 1252.6071 1252.6023 4 0 R.NPSAAFFCVAR.L Propionamide (C)
46 - 53 1596.7838 1595.7825 1595.7944 -7 1 R.LODFELDFGHSQGE.T
31 - 45 1772.5404 1771.9%331 1771.9304 2 1 R.IHLENPSAAFFCVAR.L Propionamide (C)
8 - 30 2623.2352 2622.2279 2622.2126 & 0 K.DVTGPDEESFLYFAYGSNLLTER.I

No match to: 726.4232, 1148.5822
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II. The result from co-migration of C7orf24 and ANXA2 (Results from H819_022_IEF)



Database
Taxonomy
Timestamp
Top Score

SwissProt 2010_04 (516081 segumences;
Homo =apiens (homan) (20280 sequences)

8 Apr 2010 at 09:43:08 GMT

129 for Mixture 1, ANXA? HUMAN + GGCT_HUMAN

Mascot Score Histogram

181677051 residmes)

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 36 are significant (p<0.05).
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Concise Protein Summary Report

Format As | |Concise Protein Summaryj

Significance threshold p= |0.05

Help

Expect: 2.6e-089

Re-Search All | Search Unmatched |
aby Mixture 1 Total score: 1295
Components

RNHAZ HUMARN
Annexin A2

GGCT HUMAN
Gamma-glutamylcyclotransferase 05=Homo sapiens GN=GGCT PE=1 5V=1

b.1

Matches:

Max. number of hits |1U

11

(only one family member shown for each component):

Mass: 38812
OS5=Homo s=sapiens GN=ANXAZ

Score: 78

PE=1 5V=Z

Mass: 21226 Score: T6

{icive Mascot Search Results

Protein View

Match to: ANKA? HUMAN Score: 78 Expect: 0.00023
Annexin A2 OS=Homo sapiens CN=ANXAD PE=1 5V=2

Neominal mass (M):

38812;

Calculated pI value: 7.57

NCBI BLAST search of ANXAZ HUMAN against nr
Unformetted sequence string for pasting into other applications

Tasxonomy: Homo sepiens

Fized modifications:

Clesvage by Trypsin:

Carboxymethyl (C)
Variable modifications: Acetyl |Protein N-term),Owidation (M),Propionamide (£}

cuts

C-term side of KR unless next residue is P

Number of mass values searched: 11
Number of mass values matched: &
Sequence Coversge: 19%

Matched peptides shown in Bold Red

1 MSTVHEILCE LSLEGDHSTF PSAYGSVEAY TNFOAERDAL NIETAIKTEG
51 VDEVTIVNIL TNRSMAQRQD IAFAYQRRTK KELASALESE LSCHLETVIL
101 CLLRTPAQYD ASELRASMEC LCTDEDSLIE IICSRINQEL QEINRVYEEM

151 YETDLEKDII SDTSGDE
201 AGVERKGTDV EEWISIMIZ

MVALAKGREA EDGSVIDYEL IDQDARDLYD
SVPHLQEVFD RYESYSPYDM LESIRKEVES

251 DLENAFLNLV QCIQNKPLYF ADRLYDSMRC EGTRDEVLIR IMVSRSEVDM
301 LEIRSEFERK YGKSLYYYI{ QDTKGDYQKA LLYLCGEDD

Show predicted peptides alkso

Sort Peptides By " Residue Number ' Increasing Mass ¢ Decreasing Mass

Start - End Observed  Mriswpt] Mr(cale) ppm Miss Seqmence
29 - 37 1086 4945 1085 4873 1035 4778 3 0 K.AYTNFDAER.D
50 - 63 1542.7928 1541.7855 1541.8413 -3¢ 0 K.GVDEVIIVHILTHR.S
120 - 135 1791.8493 1790.8420 1790.8720 -17 0 K.GLGTDEDSLIEIICSR.T
180 - 196 1908.8515 1307.8443 1907 8748 -16 0 R.AEDGSVIDYELIDQDAR.D
179 - 196 2064.9808 2063.3736 2063.9760 -1 1 R.RAENGSVIDYELIDODAR.D
29 - 47 2155.0656 2154.0584 2154.0593 -0 1  K.AYTHFDAERDALNIETAIK.T
No mabch to: 1253.5956, 1596.7312, 1772.9007, 1975.8823, 2623.2076
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Expect: 0.00029

Expect: 0.00057

Matches:

Matches:

Propicnemide (C)

8



1Y Mascot Search Results

Protein View

Match to: GGCT_HUMAN Score: 76 Expect: 0.00057
G g wleyel DS=Homo sapiens GN=GGCT PE=1 SV=1

Nominzl mass (M)): 21226; Calculated pI value: 5.07
NCBI BLAST search of GGCT HUMAN sgainst nx
Unformatted sequence string for pasting into other spplicstiens

Taxcnomy- Homo sapiens

Fixed modifications: Carbosymethyl (C)

Variable modifications: Acetyl (Protein N-term),Oxidaticn (M),Propionamide (C)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Number of mass values searched: 11

Nuwber of mass values matched: 5

Sequence Coverage: 36%

Matched peptides shown in Bold Red

1 MANSGCKDVT CPDEESFLYF AYCSHLLTER IHLRNPSAAF FCVARLODFK
51 LDFGNSQGKT SQTWHEGIAT IFQSPED: CUVWEMTKSN LNSLDEQECY
101 KSEMYVVIZV HVATQEGKEI TCRSYLMTNY ESAPPSPOYK KIICMGAREN
151 GLPLEYQREKL KAIZFNDYTG KVSSEIEDII KKGETQTL

‘Show predicted peptides also

Sort Peptides By € Residue Number & Increasing Mass ¢ Decreasing Mass

Start - End Observed  Mri{expt) Mr(calc) ppm  Miss Sequence
35 - 45 1253_5956 1252 5883 12526023 -11 0 R NPSAAFFCVAR. L Propionamide (C)
46 - 59 1596.7312 1595.723% 1595.7944 -44 1 R.LODFKLOFGNSQGK.T
31 - 45 1772.3007 1771.8334 1771.9304 £3h 1 R.IHLRNPSRATFCVAR.L Propicnamide (C)
124 - 140 1975.8828 1974 8755 1974 9033 -14 0 R SYLMTNYESAPESPQVK K
8 - 30 2623.2076 2622.2003 2622 21286 -5 0 K YFAYGSHLLTER T

No match to: 1086.4545, 1542.7928, 1791.8493, 1308.8515, 2064.3809, 2155.0656

111. Exclusive expression of ANXA?2 (results from b02_B692_IEF)

a.

Database : SwissProt 2010 _04 (516081 seguences; 181677051 residues)
Taxonomy Homo sapiens (human) (20280 seguences)
Timestamp : 8 Apr 2010 at 11:06:05 GMT

Top Score 121 for ANXA? HUMAN, Annexin A2 OS—Homo sapiens GN=ANXA2 PE=1 SV=2

Mascot Score Histogram

Protein score is -10*Log(P). where P is the probability that the observed match is a random event.
Protein scores greater than 56 are significant (p<0.05).
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Concise Protein Summary Report

Format As Concise Protein Summary . Help

Significance threshold p< [0.05 Max. mumber of hits |10
Re-Search All | Search Unmatched |
iz ANXA2 HUMAN Mass: 38812 Score: 121 Expect: 1.6e-08 Matches: 8
Annexin A2 O5=Homo sapiens GN=ANXA2 PE=1 5V=2
AXROT HUMAN Mass: 38808 Score: 47 Expect: 0.39 Matches: 4

Putative annexin A2-like protein O5=Homo sapiens GN=ANXA2P2 PE=S 5
FWCH1 HUMAN Mass: 21276 Score: 31 Expect: 16 Matches: ¢
FLYWCE Homo sapiens GN=FLYWCH1 PE=1 SV=2

~type zinc finger-containing protein 1 OS

{8522 Mascot Search Results

Protein View
Match to: ANXAZ HUMAN Scors: 121 Sxpect: 1.6e-08
Annewin A2 DS=Homo sapiens CH=ANXAD PE=1 SU=2

Nominal mass (M ): 38812; Calculased pT value: 7.57
NCBI BLAST seareh of ANKLZ EUMEN sgsinst nr
TUnformatted segquence scring far pasting into osther spplications

Taxcnomy: Homo sapiens

Fixed modificstions: Carboxymathyl (C)
Verisple mod:

Cleavage by Trypsin: cuts C-term side of KR unless next residue is
Mumber of 10

S —
Sequence Coverage: 30%

cstions: Asstyl (Brotein N-cezm),Owidsction (], Propionsmids (C)

mass valuas ssszched

mass values metohed: 8

Matched peptides shown in Bold Red

LSLECDHSTP PSAYGSVKAY THFDAERDAL NIETAIKTKG
RQD IAFA T¥ KELRSALESA
= LeToEosTIz TTC
SDTSGDFRKL MVALAKGRRA EDGSVIDYEL
PEWISIMIZR SVPHLQWVED RYKSYSPYDM
1 DrEm: LU QCIQNKPLYF ADRLYDSMKG KGTRDKVLIR
301 LRTRASSFRRE YORSLYYYTQ QDTRGDYQRA LLYLOGSDD

Show predicted peptides also

Sort Peptides By " Residue Number & Increasing Mass ¢ Decreasing )
Start — Ena Observea Mr(expt)  Mr(cale) prm Miss Sequence

137 - zos 1035.5530 1035.5457 1035.5343 10 i =

136 - 185 1244 €397 1243 6324 1243 6156 13 o R

50 - €3 1542_ 8252 1541.8175 1541.8413 -1s 0 K

153 — 168 1811 ess4®  1810.8476 1810.8585 -s = .

11 - 28 1844.8373 1843.8901 1843.8352 -3 0 K

180 - 136 1s0s 8805 1907.8735 15078748 =, o R

175 — 138 2065.0014 2063.3942 2063.5760 s i &

29 — a7 21550824 2154.0751 2153.0593 » 1 K AYTHFDAERDALNIETATE.T

H

o match to: 1085.5108, 1094.5534
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