MATRIX
licivers Mascot Search Results

Protein View

Match to: PP2AB MOUSE Score: 63 Expect: 0.012
Serine/threonine-protein phosphatase 24 catalytic subunit beta isoform 05=Mns mmscnlns GN=PppZ2ch PE=1 5SV=1

HNominal mass (M ): 361237 Calculated pl value: 5.21

HCBI BLAST search of PP2AB MOUSE against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Mus musculus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M)

Cleavage by Irypsin: cuts C—-term =side of EBR unless next residue is P
Humber of mass walues searched: 55

Humber of mass wvalues matched: 8

Sequence Coverage: 36%

Matched peptides shown in Bold BRed

1
31
101
151
201
251

MDDEAFTEEL
EVIVCGDVHG
VALEVREYPER
DYLPLTALVD
SDFDDRGGHG
CHDBENVVTIF

DOWVEQLNEC
QFHDLMELFR
ITILRGNHES
GQIFCLHGGL
ISPRGAGYTF
SAPNYCYRCG

KQLNENQVRT
IGGKSPDTNY
RQITQVYGFY
SPESIDTLDHI
GQDISETFNH
NQAAIMELDD

LCEKAFEILT
LFMGDYVDRG
DECLEEYGHA
RALDRLDEVE
ANGLTLVSRL
TLEYSFLQFD

EESHNVQEVRC
YYSVETVTLL
HVWEYFIDLFE
HEGPHMCDLLW
HQLVHMEGYHNW
PAFPREGEPHV

301 TRRIFDYFL

Show predicted peptides also

Sort Peptides By @ Residue Number © Increasing Mass  Decreasing Mass
Start - End Observed Mr (expt) Mr (calc) Delta Miss Seqoence

22 - 29 1000.5300 999,5227 999,5097 D.0130 0 K.QLHNENQVR.T
75 - B9 1808.7482 1807.7409 18B07.7723 -0.0314 0 K.SPDTHYLFMGDYVDR.G Oxidation (M)
90 - 106 1910.9869 1909,9797 1910.0877 -0.1080 1 RBR.GYYSVETVTLLVALEVR.Y

122 - 135 1791.8034 1790.7962 1790.8298 -0.0336 0 R.QITQVYGFYDECLR.EK

137 - 144 951.4625 950.4553 950.4610 -0.0057 0D KE.YGHARVWE.Y

215 - 239 2655.2424 2654,.2351 2654.2725 -0.0374 0 R.GAGYTFGODISETFNHANGLTLVSR.A

255 - 268 1703.7961 1702.788B8 1702.8137 -0.0249 0 R.NVVTIFSAFNYCYR.C

284 - 294 134D.6349 1339.6276 1339.6561 ~0.0285 0 EK.YSFLOQFDPAFPR.R



MATRIX
liciinvers Mascot Search Results

Protein View

Match ©

Hominal

o: S5PEE MOUSE Score:
Spermidine synthase 05=kMn= mnscnluz GH=S5Srm PE=2 5V=1

mass (M)

: 34543;

69 Expect:

0.003

Calculated pI value: 5.31

HCBI BLAST =search of SPEE MOUSE against nr
Unformatted seguence =tring for pasting into other

Taxonomy: Mus musculus

Fixed modifications=:
Variable modifications:
Cleavage by ITrypsin:

Carbami
Omid

domethyl (C)

ation (M)

Humber of mass wvalues searched: 33
Humber of mass wvalues matched: 7
Sequence Coverage: 26%

Matched peptides shown in Bold Bed

1
51
101
151
201
251
301

MEPGPDGPAA
ILVFRSKETYG
GGGDGGVLRE
LHVGDGFEFM
GILCCQGECQ
CSENESTNFR
IS

PCPAAIRECHW
NVLVLDGVIQ
VVEHPSVESVY
KQNQDAFDVI
WLHLDLIKEM

EPVQQLTQAQ

Show predicted peptides also

FRETCSLWEG
CTERDEFSYQ
VQCEIDEDVI
ITDSSDEMGE
RHFCKSLFEV
VEQMQLEYYN

cuts C-term side of ER unless

QALSLQVEQL
EMIANLPLCS
EVSKEFLEGM
AESLFEESYY
VDYAYCSIET
SDMHRAAFVL

applicatio

ns

next residue is P

LHHRRSRYQD
HENPREVLII
AVGFSSSKLT
QLMETALKED
YPSGQIGFML
PEFTREALND

Sort Peptides By | * Residue Number  Increasing Mass  Decreasing Mass

Start
1

48

58

96

97
278
286

- End

- 22 2
- 59 1
- 74 1
- 109 1
- 109 1
- 295 2
- 295 1

Ohserved

279.0984 2
053.5476 1
936.9450 1
353.7764 1
225.7058 1
233.0896 2
150.6021 1

Mr (expt) Mr{calc)
278.0911 2278.0953
052.5403 1052.5655
935.9378 1935.9724
352.7691 1352.8140
224 .6985 1224.7130
232.0823 23232.,0422
1495.5548 1149.6182

Delta
-0.0D42
-0.0252
-0.0347
-0.044%9
-0.02086

0.0401
-0.0234

Mi=s=s Seguonence

1

O=O-O0

R

E.TYGHNVLVLDGVIQCTER.D
EVLIIGGGDGGVLR.F
E.VLIIGGGDGGVLR.E
E.¥YYNSDMHBRAAFVLPEFTE.E C=idation
LAAFVLPEFTR.E

R

R

MEPGPDGPAAPGPAATREGWER . E

LYODILVER. S

(M)



liciners Mascot Search Results

SCIEN

Protein View

Match ©

Nominal

o

mass

HS550B MOUSE Score:
Heat shock protein HSP 90-beta 05=Mns mmsculuns GHN=Hsp%0abkl FE=1 5V=2

71 Expect:

0.0021

(M_): 83615; Calculated pl value: 4.37

HCBI BLAST search of H590B MOUSE against nr
Unformatted sequence =string for pasting into other

Taxonomy: Mus musculus

Fixed modification=:
Variable modifications=:
Cleavage by Trypsin:

Carbamidomethyl
OCxidation
cuts C-term side of ER unless

(M)

Humber of mass wvalues searched: T1
Humber of mass wvalues matched: 12

Sequence Coverage:

23%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701

MPEEVHHGEE
LDKIRYESLT
NLGTIAKSGT
DDEQYAWESS
VVERHSQFIG
EDVGSDEEDD
YGEFY®SLIN
NNIKLYVRRV
LEVIRENIVE
LSELLRYHTS
ERVRERGFEV
KEMEESKAKF
NMERIMEAQR
VEDLVVLLFE
SAAVPDEIPP

EVETFAFQLE
DESKLDSGEE
KAFMEALQAG
AGGSFTVRAD
YPITLYLERE
SGEDREKKTE
DWEDHLAVEH
FIMDSCDELI
KCLELFSELL
QSGDEMTSLS
VYMTEPIDEY
ENLCELMREI
LRDNSTMCGYM
TALLSSGFSL
LEGDEDASEM

Show predicted peptides also

IAQIMSLIIN
LEIDILPNPQ
ADISMIGQFG
HGEPIGRGTK
REKEISDDEL
KIKEKYIDQE
FSVEGQLEFR
PEYLNFIRGV
EDKENYREFY
EYVSRMRETQ
CVQQLEEFDG
LDEEVEEVTI
MARKHLEINP
EDPQTHSNRI
EEVD

(C)

TFYSNEETFL
ERTLTIILVDTG
VGFYSAYLVA
VILATEEDQT
EEEEGEFEEE
ELNETEPIWNT
AFLFIFRRAFP
VDSEDLFPLNI
EAFSENLELG
FESIYYTITGES
ESLVSVIEEG
SNRLVSSFCC
DHPIVETLRQ
YRMIELGLGI

applications

next residue is P

RELISNASDL
IGMTKADLIN
ERVVVITKHN
EYLEERRVEE
DEEDEEKPKI
RNPDDITQEE
FDLFENEEEE
SREMLQQSKI
IHEDSTNRRR
KEQVANELEV
LELPEDEEEX
IVISTYGWTLA
KAEADENDEL
DEDEVTAEEP

Sort Peptides By | & Residue Number  Increasing Mass ( Decreasing Mass

Start
T3
14%
205
320
320
338
360
379
613
624
625
686

— End Ch=zerved Mr {expt) Mri{calc)
- 82 1154 .6427 1153.6354 1153.6404
- 168 2256.09T0 2255.08%8 2254.5516
= 219 1808 .59452 1807.%41% 1807.550%5
= 3} 1348.6543 1347.6471 1347.86572
= ZRYT 215%3.0605% 215%2.0536 21%2.1531
- 247 1236 . 6245 123565 _&177 1235 _&£2494
- 3718 23%0.1382 2389.1309% 23895.1334
- 393 1513.7753 1512.7680 13512.7784
- B23 1264.6385 1263.6312 1263.4534
- B39 1511.0228 1%10.01535 151D.D374
- B39 1782.9488 1781.%416 1781.5424
= T1S 3535.6461 3534.6388 3534.6373

Delta

0050
0.1382
L0050
0101
0995
0132
L0025
0103
D.1379
0218
.0DD8B
D.0D015

0

= T ]

= R = R = R = = R

AR RHREEE AN

Mizss Segunence

,IDILPNFQER.T

, HHDDEQYAWESSAGGSFTVR. A
JHSQFIGYPITLYLEE.E

,HFSVEGQLEFR.A
JHFSVEGQLEFRAFLFIFPR.R
.BAPFDLFENE.K
NWFIMDSCDELIPEYLHFIR.G Oxidation
GVVDSEDLFPLNISRE.E
LJDHSTHGYMMAR . E Oxidation
. EHLEINFDHPIVETLR.Q
HLEINFDHPIVETLR.Q

. LGLGIDEDEVTAEEPSAAVFDEIPPLEGDEDASR .M

(M)

(M)



MATRIX
licvers Mascot Search Results

Protein View

Match ©

o: CAILBZ2 MOUSE Score:

55 Expect:

0.081

Calretinin OS=Mus musculus GN=Calb2 PE=1 SV=3

Hominal

mass

(M_): 31467;

Calculated pI value: 4.
HCBI BLAST =search of CALBZ MOUSE against nr

G4

Unformatted seguence string for pasting into other

Taxonomy: Mus musculus

Fizxed modifications:

Variable modifications:

Cleavage by Trypsin:
Humber of mass wvalues searched: 41

Humber of mass wvalues matched: 7

Sequence Coverage: 3

Carbamidomethyl

Cxidation (M)

(C)

cuts C-term side of ER unless

2%

Matched peptides shown in Bold Bed

1
51
101
151
201
251

MAGEQQQPEY
ARKGSGMMSK
CFRQHVGSSA
KLQEYTQTIL
NAIFTFYDED
AEAGKLYRED

Show predicted peptides also

LHL.AFT.TASQ) FLEIWEHFDA DGHGYTEGEE
SDHFGEFMEE FMOEYDENSD GEIEMAELAD
EFMEAWREYD TDRSGYIEAN ELHGFLSDLL
BMFDINGDGE LGLSEMSELL PVOQENFLLEF
GSGYIDENEL DALLEDLYEE HNEEEMNIQOQL
LEIVLCSEPP V

applications

next residue is P

LENFFQELEE
ILPTEENFLL
EEANERPYDEP
RQGHMELTSEEF
TTYRESVMSL.

&+ Residue Number  Increasing Mass  Decreasing Mass

Sort Peptides By
Start - End Obhzerved
40 - 50 1425.6827
83 - 103 2553.2423
104 - 117 1650.8507
134 - 142 1020.55924
152 - 161 1264.6518
175 - 185 1313.7615
234 - 244 1412 .6853

Mr (expt)
1424.
2553,
1645.
1019.
1263.
1313,
1411.

6755
2350
434
5851
6845
7546
6781

Mr{calc)

1424.
25332.
1645.
1015.
1263.
1312.
1411.

6823
2654
7256
6015
6823
T155
6765

Delta Mi== Segnence

-0.00&5
-0.0304
0.1178
-0.0164
0.0022
-0.0208
0.0015

0

e e R e R o i

E.ELENFFQELEE.A

E.IEMARILAQTLPTEENFLLCFR.Q OC=xidation

BR.QHVGSSAEFMEAWR .KE OC=xidation

E.CFLSDLLEE.A
E.LQEYTQTILE.M
R.LLPVQENFLLE.P
E.EMNIQQOLTTYR.E Oxidation

(H)

(M)

(H)



