Slide 2. Spectrum from the Kuster dataset validating the OR6J1 olfactory receptor.
Spectrum for peptide MRAVLRSR

Slide 3. Spectrum from the Kuster dataset validating the OR6J1 olfactory receptor.
Spectrum for peptide MRAVLRSRSR

Slide 4. Spectrum from the Kuster dataset validating the OR6J1 olfactory receptor.
Spectrum for peptide EYLEINK

Slide 5. Spectrum from the Kuster dataset validating the OR6J1 olfactory receptor.
Spectrum for peptide YATICPLR

Slide 6. Spectrum from the Kuster dataset validating the OR6J1 olfactory receptor.
Spectrum for peptide VLANLGSR

Slide 7. Spectrum from the Kuster dataset validating the OR6J1 olfactory receptor.
Spectrum for peptide RMRAVLR

Slide 8. Spectrum from the Kuster dataset validating the OR6J1 olfactory receptor.
Spectrum for peptide EYLEINK

Slide 9. Spectrum from the Kuster dataset validating the OR6J1 olfactory receptor.
Spectrum for peptide NDTVQGVLRDVWVR



Sequence -log q-... -log PEP Search Engi... Score Delta Score z Theo... Meas... Mass... Fixed... Varia... Project Exper...
. (CMSZ) RMRAVLR S 22393 Mascot 24.63 9.46 2 7604.. T7604... 7.67 Oxidat... Pari_.. batch_1
> Reference spectrum MRAVLR # Seq # yi+
— Q-’-) m/z 381.2291 (2+) 7.67 ppm —
+ Fragments ¥ File: 00476_F04_P003412_B00_AOD_R1 Scan: 26138 .1 M 6
140% v R —A—3 v : T ; a 2 R 5 614.4097
Select All || Deselect All + L $ v A R ; M 3 A 4 4583085
a: 1+ 2+ 3+ 120% 4 V 3 387.2714
b 1+ 2+ 3+ 5 L 2 288.203
c 1+ 2+ 3+ 6 R 1 175119
100%
X 1+ 2+ 3+
Vi v o1+ 2+ 3+
z 1+ 2+ 3+ g 80%
2
yb: ?':, Qo
IM: £ 60%
@
M[H]: e
Neutral loss: 40% 2
N
NH3 CH2N2 C3H8 -
=
Max neutral loss count: | 3 + 20%
Mass tolerance: | | |
0.4 ‘Da v 0% | ‘ l |
) 100 200 300 400 500 600 700
Expert Mode: e« on off 0.020
> Configuration - 8818 0
3 .
0.005
0.000 2 o a
m/z




Sequence -log q-... -log PEP Search Engi... Score Delta Score z Theo Meas... Mass... Fixed... Varia... Project Exper...
. (CMS2) RMRAVLRSR L 2.2097 021 Andromeda 90.66 34.85 2 1003.. 1003.... 0.01 Oxidat... Cutler... Roch...
> Reference spectrum MRAVLRSR b1+ # Seq # yi+

pec d-’-b miz 502.7900 (2+) 0.01 ppm =
+ Fragments ¥ File: Roche_human_pancreas_004 Scan: 4435 148.0427 1 M 8
3041438 2 R 7 857.5428
140% R —A——V—+—L — R }—S —4 R

Select Al | | Deselect Al R —8—+ R LV ——f— A —} R M 3751809 3 A 6 701.4417
a: 1+ [ ]2+ [ ] 3+ 120% 4742493 4 V 5 630.4046
b: v 1+ 2+ 3+ 5873334 5 L 4 531.3362
C 1+ [ 2+ [ 3+ 7434345 6 R 3 4182521

100%
x 1+ [ 2+ [ 3+ p— 830.4665 7 S 2 262.151
miz: 217.2438
y v o1+ 2+ 3+ . Relative Intensity: 0.1148 8| R | 1175119
z 14 [ 2+ [] 3+ i 80%
2
yb: =
@
IM: ',_% 60%
@
MIH]: @
Neutral loss: 40% ‘3
C3HSN3 | | H20 NH3 >
= <
co CH40 CH2N2 20% ¥ -
©
o ll (BT LTl
0
Max neutral loss count: | 3 0% i all | L | I 1l Lt I | 1 | "
100 2 300 400 500 600 700 800 900
Mass tolerance: 0.3
04 _Da v 8'% ° ) o °
8 0.0 2
Expert Mode: s on off 0.1 o ° —
0.2 2
> Configuration miz




Sequence -log q-... -log PEP Search Engi... Score Delta Score z Theo... Meas... Mass... Fixed... Varia... Project Exper...
. (CMSZ) KEYLEINK. 2.9425 149 Andromeda 114.19 28.92 2 9074.. 9074 0.01 Geige.. MFM
(CMSZ) KEYLEINK. 2.9425 149  Andromeda 114.19 28.92 2 9074.. 9074 0.01 Geige.. MFM
(CMSZ) KEYLEINK.I 2.3255 083  Andromeda 81.3 12.88 2 9074.. 9074 0.01 Geige... HCCH...
(CMSZ) KEYLEINK.I 2.3255 083 Andromeda 81.3 12.88 2 9074.. 90T4.. 0.01 Geige... HCCA1...
(CMSZ) KEYLEINK.I 2.2642 0.82 Andromeda 47.92 15.96 2 907.4.. 9074 0.01 Nagar... Deep...
0>
Tt EYLEINK bi+ # Seq # yi+
pee 4-’-» miz 454.7400 (2+) 0.01 ppm =
v Fragments ¥ File: 20081231_Orbi6_TaGe_SA_OG_MFM_02 Scan: 6868 T 1300499 1 E 7
2931132 2 Y 6 779.4298
140% E } Y } } E | t N t K
Select Al | | Deselect Al K LN | ; £ —L ; Y E 4061973 3 L 5 616.3665
a. 1+ 2+ 3+
120% 5352399 4 E 4 503.2824
b: Vi1+ ]2 | 3+ 648.3239 5 | 3 3742398
c 1+ [ 2+ [ 3+ o 7623668 6 N 2 261.1557
100%
x: 1+ [ 2+ [ 3+ 7 K 11471128
v VI 1+ [ 12+ [ 3+
z: 1+ 2+ 3+ g 80%
8
yb: E
o
IM: £ 60%
@
M[H]: &
Neutral loss: 40% o
NH3 H20 C4H11N i
CH3NO | | C2H4 C4H8 20%
<
C2H402 - T
Max neutral loss count: | 3 0% I? L .Ilﬂ 1\1 1|| Wi i1 2;
100 300 400 500 600 700 900
Mass tolerance: 0.2
0.4 Da ~ 0.1 °
. 0.0 - 2 -
Expert Mode: e on off e _-8% N
: 0.3
> Configuration miz




Sequence -log q-... -log PEP Search Engl... Score Delta Score z Theo... Meas... Mass... Fixed... Varia... Project Exper...
. (CMSZ] RYATICCPLRY 2.2871 1.69 Andromeda 48.28 1277 2 1152.. 1152.. 0 Carba... Pirmor...  Fullpr...
(CMSZ) RYATICCPLRY 2.0744 081 Andromeda 43.08 11.59 2 1152.. 1152... 0 Carba... Pirmor...  Fullpr...
T — YATICCPLR bi+ # Seq # yi+
o «*-b miz 577.2800 (2+) 0.00 ppm =
+ Fragments ¥ File: 20121212_S23_3ug_180min_LCMS_PM3_Tryp_ GRADIENT 15sec_MZ Scan: 36029 T 1640706 1 Y 9
140% 2351077 2 A 8 990.4859
—Y —+A4+-T—+4+—-| 4—C—+—C—4P—4—L— R
Select All | | Deselect Al R ——4—L ——P ——C——4—C —f—| ——T —-A -+ Y 3361554 3 T 7 919.4488
a 2 3+ 120% 4492395 4 | 6 818.4011
b: V] 1+ [ 2+ [ ] 3+ 8082701 5 C 5 705.3171
c: 1+ [ 2+ [ ] 3+ 7693008 6 C 4 545.2864
100%
x: 14 [ 2+ [ 3+ 886.3535 7 P 3 385.2558
- 7 1+ [] 2+ [ 3+ 9794376 8 L 2 288.203
z: 1+ 2+ 3+ % 80% 9 R 1175119
8
yb: £
@
IM: £ 60%
@
MIH: @
Neutral loss: 40%
H20 NH3 C4HEN2
~
C3HSN3 | | C4H8 CH2N2 20% > @
C3Hs co C2H40
Max neutral loss count: | 3 0% | | i l.J 1 Jl ll. || 1l 1
1000 1200 1400 1600
Mass tolerance: 0.025
0.4 Da v 0.000 7
8 -0.025
Expert Mode: « on off -0.050 .
. 0.075
> Configuration miz




Sequence -log q-... -log PEP Search Engi... Score Delta Score z Theo... Meas... Mass... Fixed... Varia... Project Exper...
. (CMSZ) KVLANLGSR.D 2.2639 0.04 Mascot 8.17 1.78 2 8284.. 8284... 1.52 Geige... Prote...
> Reference spectrum VLANLGSR # Seq #

- 4-’-) m/z 415.2488 (2+) 1.52 ppm —
+ Fragments ¥ File: 20101223_Velos1_TaGe_SA_RKO_06 Scan: 27542 1. v 8
1% 2| L |7

Select Al | | Deselect Al 3 A 6
a. 1+ 2+ 3+ 4 N 5
b: 1+ 2+ 3+ 5 L 4
c 1+ 2+ 3+ 0.5% 6 G 3
X! 1+ 2+ 3+ 7, S |2
y: 1+ 2+ 3+ 8 R 1

2
z: 1+ 2+ 3+ 2
yb: 'E 0%
o
IM: ﬁ
@
MH]: @
Neutral loss:
-0.5%
Max neutral loss count: 3
Mass tolerance:

0.4 (Da v
Expert Mode: e on off 1%

100 200 300 400 500 600 700 800

> Configuration 1.0

0.5
S 0.0
o
0.5
-1.0
miz




Sequence -log q-... -log PEP Search Engi... Score Delta Score z Theo... Meas... Mass... Fixed... Varia... Project Exper...

(CMSZ) KRMRAVLR.S 2.4405 1.03  Mascot 22.78 177 2 9005.. 9005.. 6.99 Geige... MCF10a
(CMSZ ) KRMRAVLR.S 2.4405 1.03  Mascot 22.78 177 2 9005.. 9005.. 6.99 Geige... MCF10a
. (MSZ]) KRMRAVLR.S 2.0027 0.02 Mascot 23.97 nia 2 9005.. 9005.. 492 CPTA... Clinic...
> Reference spectrum RMRAVLR bi+  # Seq # yi+
BIE 4.’» miz 451.2815 (2+) 4.92 ppm =
+ Fragments ¥ File: TCGA-AA-AQ11-01A-12_W_VU_20121119_A0218_6E_R_FR14 Scan: 2448 T 1571084 1 R 7
140% 288.1489 2 M 6 745.4501
—R—F—M——R—+FA4+—-V—4—L — R
Select Al | | Deselect Al R L ——V A R ——M— R 44425 3 R 5 6144097
a. 1+ 2+ 3+
120% 5152871 4 A 4 4583085
b: Vi 1+ 124 [ ]34 614.3555 5 V 3 387.2714
c 1+ 2+ 3+ 727439 6 L 2 288.203
x: 1+ [ 2+ [ 3+ 100% 7 R 1 175119
v V1 1+ [12+ [ ]34
z: 1+ 2+ 3+ g 80%
o
yb: £
o
IM: E 60%
@
MIH]: x
w0
Neutral loss: 40% o
C4HBN2 | | C3HBS | | C3HSN3
H20 C3Hs CH2N2 20% T 2
C4HB NH3 C2H4s
<
Max neutral loss count: | 3 0% | Lials | l, N 14-—|I|1 ,
2 4 600 800 1000 1200 1400
Mass tolerance: 0.1 .
04 Da 0.0 - C 20
& 0.1
Expert Mode: o« on off 0.2 ®
0.3
> Configuration miz




Sequence -log q-... -log PEP Search Engi... Score Delta Score z Theo... Meas... Mass... Fixed... Varia... Project Exper...
. ((MSZ]) KEYLEINKII 2.9425 149  Andromeda 114.18 28.92 2 9074.. 9074 0.01 Geige... MFM
((MSZ]) KEYLEINK.I 2.9425 148 Andromeda 114.19 28.92 2 9074.. 90TA4.. 0.01 Geige... MFM
((MSZ]) KEYLEINKI 2.3255 093 Andromeda 81.3 12.88 2 9074.. 90TA4.. 0.01 Geige... HCCH...
(CMSZ]) KEYLEINK.I 2.3255 083 Andromeda 81.3 12.88 2 9074.. 0TA4.. 0.01 Geige... HCCH...
((MSZ]) KEYLEINK.I 2.2642 0.82 Andromeda 47.92 15.96 2 9074.. 90TA4.. 0.01 Nagar... Deep...
H:>
 EEETTRSTIER EYLEINK bi+ # Seq # yi+
pee 4-*-) miz 454.7400 (24) 0.01 ppm =
v Fragments ¥ File: 20081231_Orbi6_TaGe_SA_OG_MFM_02 Scan: 6868 ST 1300499 1 E 7
2931132 2 Y 6 779.4298
140% E { Y } t E | t N t K
Select All | | Deselect Al K — N————| ——— E—y | —y Y ——E 4061973 3 L 5 616.3665
a 1+ 2+ 3+
120% 5352399 4 E 4 503.2824
b i1+ ]2+ [ 3+ 648.3239 5 | 3 374.2398
c 1+ [ 2+ [] 3+ 0 7623668 6 N 2 261.1557
100%
x 1+ [ 2+ [] 3+ 7 K 1 147.1128
y v 1+ 2+ 3+
>
z 1+ 2+ 3+ Z’ 80%
8
yb: £
o
IM: z 60%
@
MH]: e
Neutral loss: 40% o
NH3 H20 C4H11N n
CH3NO | | C2H4 C4Hs 20%
<
C2H402 - T
Max neutral loss count: | 3 0% l?‘ L X llllﬂ 1 l 1|| i il 2:.
100 200 300 400 500 600 700 900
Mass tolerance: 0.2
0.4 Da 0.1 °
N o 0.0 - 2 -
Expert Mode: s oOn off e -_8; N
0.3
> Configuration miz




Sequence -log q-... -log PEP Search Engl... Score Delta Score z Theo... Meas... Mass... Fixed... Varia... Project Exper...
. (CMSZ) RNDTVQGVLRDVWVR.V 2.3818 245 Andromeda 98.9 38.35 2 1855... 1655.... 0 CPTA... Clinic...
L TEreememi NDTVQGVLRDVWVR b1+ # Seq # yi+
i 4"" m/z 828.9100 (2+) 0.00 ppm =
+ Fragments ¥ File: TCGA-AA-AOON-01A-41_W_VU_20121127_A0218_6J_R_FRO8 Scan: 7403 1150502 1 N 14
140% 2300771 2 D 13 1542.8387
—N—+-D—+T—+V+—Q—+4G+V—+L—+—R—+D—+V4+—W—F+V4+—R——
Select All | | Deselect Al +— R—V —4—W—iV —4—D—4—R—4—L —V —+4G$—Q—V +—T ——D ———N— 3311248 3 T 12 1427.8118
a. 1+ 2+ 3+
120% 4301832 4 V11 1326.7641
b: v 1+\ 2+ 3+ 5582518 5 Q 10 1227.6957
c: 1+ 2+ 3+ 6152733 6 G 9 1099.6371
X 1+ 24 3+ 100% 7143417 7 V8 10428158
y: 7 14 o4 34 8274258 8 L 7 943.5472
>
5 . - - £ 80% 9835269 9 R 6 8304831
yb: £ 10985538 10 D 5 674.362
) ©
" £ 60% 1197.6222 11 V 4 5583351
2 1383.7015 12 W 3  460.2667
MH]:
40% 148277 |13 V 2 2741874
fiauioal loss: y b 14 R 1 175119
C2HSNO | | CO2 C2H40 Q
C4H8 c20 C2H402 20%
C4HBN2 = NH3 C3H5NO o = a P
h 1 N
H20 0% T A N T 1l dl o f il >
200 600 1000 1200 1400 1600
Max neutral loss count: 3 0.3
Mass tolerance: © 8% S °
0.4 Da v o 0.0 2 ° N
' 0.1 e °
Expert Mode: (s on off e miz
> Configuration




