7 eriment=9 € £~

Prot.
Rank

1)135.. 1 3

PID

Pos. Sequence

Mods G 5 sita Mo Obs.
(variable) lycans o€ Score - m/z

RVNLVELGVYVS[+162.05282]DIR.A

S11(OGlycan /162.0528)  Hex(1) 9508 6947 2 8694563

869.4671

ppm
err.

-1236

Off-
By-X

Calc.
MH

17379054 17379269 Specific

Cleavage

<[

m

Glycans
Pos.

un

Pl

5|PAUS_VEAST Serip

ces

Scan
Time

(strain ATCC2... 3411 189753 sample=1 perioc

Proteins

F;rot.
Rank

V2|2 >sp|P32612|PAU2_YEAST Seri in-2 05=
= - .

Protein

N |Log Prob]|

(strain ATCC 204508 / 5288¢) OX=559... 178.33 1324 726.5

Best Best
|Log Prob|  Score

Spectra

270 60

# Uniq.
Peps.

% Cov.
583

#AAs

Intensity

7.688e+6

Spectrum (double diick to dock / undock)

e,

K

+ (@]« o O (whw]

3.500+4 ] R.VNLVELGVYVS[+162]DIR.A z=2,scan#=sample=1 period=1 cyde=1205 experiment=9,scan time=18.9753
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2.00e-2
1,002

0.002+0

obs
Cale mjz

-1.00e-2

-2.0022

-3.0022

* . ** e

e

Sample S2

R.VNLVELGVYVS[+162.053]DIR.A
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T eriment=3 @ £~

PID Prot. P 5 Mods Gl s zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank 0% equence (variable) yeans O Score m/z m/z err. By-X MH MH €aVage  pos. Name Id Time
i il 33 RVNLVELGVYVS[+162.05282]DIR.A S11(OGlycan /162.0528) ~ Hex(1) 7625 5560 3 5799755 5799805  -8.58 17379120 17379269 Specific 11 >5p|P43575|PAUS_YEAST Seripauperin-5 OS= y isiae (strain ATCC2... 3411 193134 sample=1 perioc
<[ m »
Proteins T Textfiter.. P+
- Prot. Protein Best Best # # Uniq. #Mod . |Gl
Rank Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. R || GAES || el 3
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 178.33 1324 726.5 270 60 58 583 120 7.688e+6 8
= A .
Spectrum (double dlick to dock / undock) -]
& < [s)2 +[6]o - 0 [GF
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Sample S2 R.VNLVELGVYVS[+162.053]DIR.A 5



Peptides

T =riment=9 ) £~

Prot.
Rank

1]135.. 1 33

PID Pos.

Sequence

R.VNLVELGVYVS[+324.10565]DIR.A

Mods
(variable)

S11(OGlycan / 324.1056)

slta Mo
Score

10041 6678 2

Obs.
m/z
950.4798

Glycans Score

Hex(2)

Calc.
m/z
950.4935

ppm
err.

-14.42

Off-
By-X

Obs.
MH

1899.9523

Calc.
MH

1899.9797 Specific 11

Cleavage

<

Glycans
Pos.

>sp|P43575|PAUS_YEAST

Protein Prot.  Scan
Name Id Time

in-5 05=S. (strain ATCC2... 3411 188978 sample=1 perioc

»

Proteins

T Textfiter.. P+

l;rot.
Rank
@ 2]2
(=S

Protein
Name

>sp|P32612|PAUZ YEAST Senpauperln-Z OS—Sa(charomyces cerevisiae (strain ATCC 204508 / S288¢c) OX=559... 17833

Best
Score

726.5

Best
|Log Prob| |Log Prob]
13.24

#
Spectra
270

# Uniq.
Peps.

60

58 583

#Mod

Peps. % Cov.

#AAs  Intensity

120

7.688e+6

Spectrum (double dlick to dock / undock)

e a % @
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R.VNLVELGVYVS[+324]DIR.A z=2,scan#=sample=1 period=1 cyde=1202 experiment=9,scan time=18.8978
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Peptide List (double dlick to dock / undock)

e

riment=

Mods Gl s zlta Mo Obs.
(variable) yeans O Score 2 m/z

S11(OGlycan /3241056)  Hex(2) 8646 6175 3 6339901

Sequence

1]135.. 1 33 RVNLVELGVYVS[+324.10565]DIR.A

Calc.
m/z

633.9981

ppm  Off-
er.  By-X

-12.57

Obs.
MH

Calc.
MH

Cleavage

18999558 18999797 Specific 11

< [}

Glycans
Pos.

>sp|P43575|PAUS_YEAST Seri

Protein
Name

in-5 0S=

Prot.

Id

Scan
Time

(strain ATCC2... 3411 189186 sample=1 perioc

»

Proteins

e

o-

Text filter...

Best Best
|Log Prob|  Score

(strain ATCC 204508 / S288c) 0X=559... 17833 1324 7265

Prot. Protein

Rank Name ILcoRrotl

@22 >sp|P32612|PAU2_YEAST Seri in-2 05= y
= -

#
Spectra
210

60

# Uniq.
Peps.

#Mod

58

Peps.

% Cov.
583

#AAs

120

Intensity

7.688e+6

Spectrum (double dick to dock / undock)

& afGe (@]« o © [mhu)

R.VNLVELGVYVS[+324]DIR.A z=3,scan#=sample=1 period=1 cyde=1203 experiment=4,scan time=18.9186

2.50e+4

2.00e+4

Intensity

1.50e+4

‘b3

1.00e+4

-36
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1200
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Sample S1 R.VNLVELGVYVS[+324.106]DIR.A



T iment=17 € P~

=
Prot.
Rank

11321 33

Mods
(variable)

S11(OGlycan / 486.1585)

PID Pos. Sequence

R.VNLVELGVYVS[+486.15847]DIR.A

Glycans

Hex(3) 946.0

Score

zlta Mo

Score

6174 2

z

Obs.
m/z

1031.5021

Calc.

m/z err.
-17.28

1031.5199

ppm  Off-
By-X

Obs.
MH

20619969 2062.0325 Specific

Calc.
MH

Cleavage

1

< m

Glycans
Pos.

>sp|P43575|PAUS_YEAST Serip

Protein
Name

in-5 05=S:

Prot.  Scan
Id Time

(strain ATCC2... 3411 185571 sample=1 perioc

Proteins

=
Prot.
Rank

@2)2

=

Protein
Name

y isiae (strain ATCC 204508 / 5288¢) OX=559...

>sp|P32612|PAU2_YEAST Serip

|Log Prob|
17833

1324

Best
|Log Prob|

Best

Score

7265

# # Uniq.

Spectra
210 60

Peps.

#Mod
Peps.

% Cov.
583

#AAs

7.688e+6

Intensity

Spectrum (double dlick to dock / undock)
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Q oﬁo@l‘ E

© [ h(w]

R.VNLVELGVYVS[+486]DIR.A z=2,scan#=sample=1 period=1 cyde=1190 experiment=17,scan time=18.5571
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T =riment=7 € £~

=
Prot.

PID Rank

1]143.. 1 31

Sequence

RVNLVELGVYVS[+486.15847]DIR.A

Mods
(variable)

S11(OGlycan / 486.1585)

Glycans

8585

Score

slta Mo
Score

6128

ppm  Off-
By-X

20619961 20620325 Specific

<

m

Protein
Name

>sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 2... 3410

Scan
Time
18.5270 sample=1 perioc

Proteins

— 610':.
Rank

1)1 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain AT
=1 racre - - anne . - -

|Log Prob]|
CC 204508 / 5288c) OX=559... 304.25

Best
|Log Prob|
1748

Spectrum (double dlick to dock / undock)

m elale ggo@ 2 @ {3

Intensity
o
§
&
|

2
&
3

0.00e+0 — " .'l" AN | I'u' bl

imm_Y
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12}

o
i

a

b Luld.
b tuld

J.,km

- R.VNLVELGVYVS[+486]DIR.A z=3,scan#=sample=1 period=1 cyde=1069 experiment=7,scan time=18.5270
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R.VNLVELGVYVS[+486.158|DIR.A



T iment=19 @ £~

Mods Gl 5 zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
(variable) yeans COT€  Score 2 m/z m/z err. By-X MH MH €aVage  pos, Name Id Time

R.VNLVELGVYVS[+648.21129]DIR.A S11(OGlycan /648.2113)  Hex(4) 8849 5660 2 11125286 1112.5463 -15.90 22240500 2224.0853 Specific 11 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC2... 3411 185004 sample=1 perioc

Sequence

Proteins

z
Prot. Protein Best Best 2 # Unig. #Mod = Sl
Rank Name |Leg Prob| Score Spectra Peps. Peps. %Cov. #AAs Intensity ‘J

2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 178.33 1324 726.5 270 60 58 583 120 7.688e+6

Filaia

Spectrum (double dlick to dock / undock) &

e +[8]e @ ¢ [w]

] R.VNLVELGVYVS[+648]DIR.A z=2,scan#=sample=1 period=1 cycle=1188 experiment=19,scan time=18.5004

|Log Prob|

Pep_2+

3.00e+3 —

Intensity
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)
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4.00=-2 o m/z errors, search tol=50.0 ppm
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Sample ST  R.VNLVELGVYVS[+648.211]DIR.A 7



T eriment=8 @ £~
s Mods Gl s slta Mo Obs. Cale. ppm  Off- Obs. Calc. a Glycans Protein Scan
equence (variable) yeans O Score  Z m/z m/z er. By-X MH MH €aVa9€ P, Name Time
11220.. 1 33 R.VNLVELGVYVS[+648.21129]DIR.A S11(OGlycan /648.2113)  Hex(d) 800.6 5468 3 7420241 7420333 -1237 22240578 2224.0853 Specific 11 >5p|P43575|PAUS5_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC2... 3411 185210 sample=1 perioc
< m »
Proteins v [od
Prot. Protein Best Best = #Uniq.  #Mod ] -
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. RAED | S8 | sy ]
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 0S= y (strain ATCC 204508 / S288¢) 0X=559... 17833 1324 726.5 270 60 58 583 120 7.688e+6 5
= rosn_nr - B saian suna = 430 " . s a =
Spectrum (double diick to dock / undock) &
@ |@| e <% [E 9 0 L3 | by [~|f 5
-] R.VNLVELGVYVS[+648]DIR.A z=3,scan#=sample=1 period=1 cyde=1189 experiment=8,scan time=18.5210
7 3
1 £
5.002+3
400043 -}
E 1 [ o
S 300043 = o =
4 T
4 +
] - &
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1 > 3 2 & 2
200243 | 3 b
i o
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B = 3 + At
] l \ 8 g = : : Z " { 23 3 8
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Sample S1 R.VNLVELGVYVS[+648.211]DIR.A



T iment=10 € £~

Mods zlta Mo Obs. Calc. m  Off- Obs. Calc. Glycans Protein Prot.  Scan
pp ly
Sequence (variable) Glycans Score Score m/z m/z err. By-X MH MH Cleavage Pos. Name Id Time
1]210.. 1 29 D.ERVNLVELGVYVS[+324.10565]DIR. A S13(OGlycan /3241056)  Hex(2) 9027 6701 3 7290343 7290460  -16.03 21850884 21851234 NRagged 13 >sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC2... 3461 17.8142 sample=1 perioc
< mn ] »
Proteins v . P
z::‘tl; Ph::::‘en iLogBiob |LogePs:ob| SBceosrte Sp:ctra #Pl::sc.l' :z’;os.d 238 || GRS || sy @
vj1)1 >sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) 0X=559... 24832 15.68 955.8 342 58 55 67.5 120 1.797e+7 il
= = s o .
Spectrum (double dlick to dock / undock) -
| D.ERVNLVELGVYVS[+324]DIR.A z=3,scan#=sample=1 period=1 cyde=1061 experiment=10,scan time=17.8142
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40062 ] m/z errors, search tol=50.0 ppm
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Sample S3 D.ERVNLVELGVYVS[+324.106]DIR.A 9



-iment=13 € £~

s Mods Gl 5 slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) VAN O Score 2 m/z m/z er.  By-X MH MH €avage  pos. Name Id Time
1]629... 1 3 N.LVELGVYVS[+324.10565]DIR.A S9(OGlycan / 324.1056) Hex(2) 8832 4430 2 8439214 8439378  -19.52 16868354 1686.8684 NRagged 9 >sp|P32612|PAU2_YEAST Seripauperin-2 0S=S5: y isiae (strain ATCC2... 3410 171756 sample=1 perioc
m ] »
o
=
Prot. Protein Best Best # # Unig. #Mod . 5l
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. 2 || B0 | Iy 3
1)1 >sp|P32612|PAU2_YEAST Seripauperin-2 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 304.25 1748 9829 381 64 61 67.5 120 1.839e+7 i
= . - - .
Spectrum (double dlick to dock / undock) &
B e[6]s +[b]e @ 0
- N.LVELGVYVS[+324]DIR.A z=2,scan#=sample=1 period=1 cyde=1024 experiment=13,scan time=17.1756
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Sample S4 N.LVELGVYVS[+324.106]DIR.A 10



T eriment=7 € £~

s Mods Gl 5 slta Mo Obs. Calc. ppm  Off- Obs. Calc. cl Glycans Protein Prot.  Scan
equence (variable) yeans O Score m/z m/z er.  ByX  MH MH €3V39¢  pos, Name d  Time
N.LVELGVYVS[+324.10565]DIR.A S9(OGlycan / 324.1056) Hex(2) 6173 3486 3 5629518 562.9610 -16.28 1686.8409 1686.8684 NRagged 9 >sp|Q3E770|PAUI_YEAST Serip in-9 0S=! (strain ATCC2... 3461 17.2094 sample=1 perioc
< il »
Proteins T P~
Brot. Protein Best Best = #Uniq.  #Mod ) o
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. ECovy LEAAS) pintensity |
1)1 >sp|Q3E770|PAUI_YEAST Seripauperin-9 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 248.32 1568 9558 342 58 55 67.5 120 1.797e+7 8
= = = = =
Spectrum (double dick to dock / undock) -]
B e (oo +[a]0 oo
+ N.LVELGVYVS[+324]DIR. A z=3,scan#=sample=1period=1 cyde=1041 experiment=7,scan tme=17.2094
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T iment=10 ) £~

Prot. Meds zlta Mo
Rank Pos. Sequence (variable) Glycans Score Score

1j113. 1 93

PID
RVITGVPWYSS[+324.10565]R.L

S10(OGlycan /324.1056)  Hex(2) 7091 00 2

z

Calc. ppm  Off- Obs. Calc. cl Glycans Protein
m/z er. By-X  MH MH €VAZE  pos, Name

7948907  -1585 1588.7489 1588.7741 Specific 10 >sp|P43575|PAUS_YEAST Serij in-5 0S=

< .

Prot.
Id

Scan
Time

(strain ATCC2... 3411 151825 sample=1 perioc

Proteins

Prot. Protein
Rank Name

2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 178.33 1324

Best
|Log Prob]| |Log Prob|

2 #Uniq.  #Mod
Spectra Peps. Peps.
210 60 58 583 120

% Cov. #AAs Intensity
7.688e+6

-
- - :

Spectrum (double dlick to dock / undock)
# @ e @
- R.VITGVPWYSS[+324]R.L z=2,scan#=sample=1 period=1 cycdle=1074 experiment=10,scan time=15. 1825
1.00e+3 —

8.00e+2 —

6.00e+2 —

bs

Intensity

4.002+2 —|

as

b4

2.002+2 —

b4-18

£
+h
B

)

imm_R'

oyt

"
2 I\

Pep_2+

~y6

~y9

fut |

3
R b ws Lhid

D o=
r e

].‘5 i i il

0.00&'0—_ I| [ ||| . ‘nl Il‘l il

il s l L4l J j..u‘..

R

600

~
-
£00 miz 1000 1200

1600

m/z errors, search tol=50.0 ppm
4.00e-2

2,002

L2

Obs -
Cale mfz

0.002+0

2,002

4,002

[ N N
-
-
-
-
.

£X3

Sample S1  R.VITGVPWYS[+324.106]SR.L
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Peptide List (double dick to dock / undock)

[}

Peptides T eriment=4© £-
Prot. Mods slta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
PID Rank Pos. Sequence (variable) Glycans Score Score m/z m/z err. By-X MH MH Cleavage - Name Id Time
1]110.. 1 93 RVITGVPWYS[+324.10565]SR.L S9(OGlycan / 324.1056) Hex(2) 614.4 00 3 530.2560 530.2629 -13.04 15887534 1588.7741 Specific 9 >5p|P43575|PAUS5_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC2... 3411 14.8885 sample=1 perioc
< . >
Proteins T Textfiter... P~
Prot. Protein Best Best = 2Uniq.  #Mod ) -
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. 2 || LS || MGy [
2|2 >sp|P32612|PAU2_YEAST Seripaup 2 0S=! h y (strain ATCC 204508 / S288c) OX=559... 17833 13.24 726.5 270 60 58 583 120 7.688e+6 .
= Py, - e tinm - = B . e . -
Spectrum (double diick to dock / undock) &
B a[B)a +fi] @ 0
7 R.VITGVPWYS[+324]SR.L z=3,scan#=sample=1 period=1 cyce=1064 experiment=4,scan time=14.8885
4.00e+2 B
g 3
i T
3.00e+2 K
H 1 [
2.00e+2 -
b T +
] 2 2
] : N :
wn h
1.00e+2 — ~ = 3 0 n
B = o N
- & < © & © +
- e R s 2 o R T T i
] | g | e = ‘Bl g 2 5 3 4 | kS
0.00040 bl R b b 0o IIII l||h||| il ||1| 1l |l||||||| |||I||l|||]|||| LA P T Il':' il 1 RN e il o NI i : . , s [ 1 . L
200 00 o0 = £00 1000 1200
#0022 —'m/z errors, search tol=50.0 ppm
: *
2.00e:2 | . -
n *
JE 7 . . . - - ¢ ‘ .
o F000er0 . . e - * ‘e . - * * . . * .
- - * *
20002 -
] *
- *
T T T T T T T T T T T T T T T T T T T T T T T
200 400 00 mz 500 1000 1200

Sample S1

R.VITGVPWYS[+324.106]SR.L
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T iment=15 € P~

Sequence

RVITGVPWYS[+486.15847]SR.L

Mods
(variable)

S9(OGlycan / 486.1585)

zlta Mo . Obs.
Score m/z

7471 12 2 8759020

Glycans Score

Hex(3)

Cale.
m/z

8759171

ppm
err.

-17.27

Off-
By-X

Obs.

MH

Calc.
MH

Cleavage

17507967 1750.8269 Specific 9

Glycans
Pos.

Protein
Name

Prot.
Id

Scan
Time

>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2. 3411 14.8687 sample=1 perioc

Proteins

=
Prot.

Rank
>sp|P32612|PAU2_YEAST

Protein
Name

V22
-

y

(strain ATCC 204508 / 5288¢) OX=559... 17833

Best
Score

7265

Best
|Log Prob]| |Log Prob|

1324

#
Spectra
270

60

# Uniq.
Peps.

#Mod

58

Peps.

% Cov.
583

#AAs
120

Intensity
7.688e+6

Spectrum (double dlick to dock / undock)

®m alala ogo@ o)

2 & (o]

3.50e+4

Intensity
w
g
S
Il

{E—— b+

R.VITGVPWYS[+486]SR.L 2=2,scan#=sample=1 period=1 cyde=1063 experiment=15,scan tine=14.8687

bS

+
&
a
o
o

~y6

P

— Pep_1+

ey
=

, search tol=50.0
20002 m/z errors, sear ppm

1.00e2

XIS

.{O.Dﬂeﬂl
= E

oF -1.00e2
S

20002

2.00e2

4.00e-2

X

Sample SI R.VITGVPWYS[+486.158]SR.L



-

Peptides 7 =riment=2 ) £~
Prot. Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
B Rank Eos: Sequence (variable) Glycans Score Score m/z m/z er.  By-X MH MH Cleavage Pos. Name Id Time
1j11. 1 93 RVITGVPWYSS[+486.15847]R.L S10(OGlycan /486.1585)  Hex(3) 6865 00 3 5842703  584.2805  -17.50 17507963  1750.8269 Specific 10 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC2... 3411 150018 sample=1 perioc
m »
7 - p-
Prot. Protein Best Best # #Uniq.  #Mod . B
Rank Name [Log Prob] |Leg Prob|  Score Spectra Peps. Peps. g Covy fas=)ipintensiy 3
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 178.33 13.24 726.5 270 60 58 583 120 7.688e+6 i
— . B
Spectrum (double dlick to dock / undock) =
« +[a]e 2 0
2.00e+3 —| R.VITGVPWYSS[+486]R.L z=3,scan#=sample=1 period=1 cyde=1068 experiment=2,scan time=15.0018
i o
| T
1.50e+3 —
B o
]
g i
E 1.00e+3 —
i 3 -
i 3 . h
_ +
o >
i = [ T
) | z
5.002+2 —| oy 2
—
1 z e 2 o £
) = | ER & | *
] § Tlas 3 A - @ 5 : g
g E 7 n =& o 3 ] ER @ a
0.002+0 [} .||J b IL]L Lallhd oy ..h..ALL Al “Iﬂlu.JJ ul 11l ﬂ'?..l.ZI....IJ.. TR B ILu.......l....‘.ln...l....J. Y PRI P S PR vRTE | BN N A T 1. b e . e
T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 500 e 800 1000 1200 1400
m/z errors, search tol=50.0 ppm
3.00e2
*
2,00e-2
.
£E 1002 . .
o%
< PR PR M . R ‘ o . . .
0.00e+0 - * ve - * . - »*
. . .
*
1,002 + - .
* *
T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 €00 miz 00 1000 1200 1400

Sample S1

R.VITGVPWYS[+486.158]SR.L
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T iment=17 @ £~

Mods

Obs. Calc. ppm
m/z m/z err.

9569261 9569435  -1815

19128450 1912.8797 Specific >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2... 3411

Prot.  Scan
Id Time

Sequence h Glycans
(variable)
1]108.. 1 93 RVITGVPWYS[+648.21129]SR.L S9(OGlycan /648.2113) Hex(4)

< | n
Proteins

Prot. Protein
Rank Name
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 0S=Sacch yces cerevisiae (strain ATCC 204508 / S288¢) 0X=559...
= . .

Best Best 2 # Uniq.
|Log Prob|  Score Spectra Peps.
726.5 210 60

Spectrum (double diick to dock / undock)

B afs)o +[a]o 2 0 [5]
1 R.VITGVPWYS[+648]SR L z=2,scan#=sample=1 period=1 cycle =1056 experiment=17,scan time=14.6700
3.50+4 —]
"
3.00e+4 ] -
h in
8 4
2.502+4 —| g
&

Intensity
~
¥
kS

|

w0

Y9

——Pep_1+

ooy 10

2
NI RTINS

miz

1500

2.00=-2 -] M/z errors, search tol=50.0 ppm

1,002
M R . . . L 4
* * » ¢ .
‘égo.me*o - ‘e, N
o= . M
“ -1.00e2
2.00e2
3.00e2
T T T T T
500

miz

1500

Sample SI  R.VITGVPWYS[+648.211]SR.L

16

14,6700 sample=1 perioc




T zriment=4 € £~

s Mods Gl s zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) s o€ Score 2 m/z m/z err. By-X MH MH €avage  po, Name Id Time
RVITGVPWYS[+648.21129]SR.L S9(OGlycan / 648.2113) Hex(4) 6831 00 3 6382872 6382981  -1716 19128469 1912.8797 Specific 9 >5p|P43575|PAUS_YEAST Seripauperin-5 05=S5: y isiae (strain ATCC2... 3411 147448 sample=1 perioc
< n >
Proteins g
I;rot. Protein Best Best # # Uniq. #Mod - |
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. EET || 05 || INET ]
2|2 >5p|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) 0X=559... 178.33 13.24 726.5 270 60 58 583 120 7.688e+6 i
Falaua = L - - aaian aana = 430 . . ar “ sara
Spectrum (double diick to dock / undock) -]
B o (5] +[6]o @ o [6]
1.20e+4 —| R.VITGVPWYS[+648]SR.L z=3,scan#=sample=1 period=1 cyde=1059 experiment=4,scan time=14.7448
1.00e+4 —| fi
8.002+3 —
% 1 2
g 00e+3 —] = ®
= 1 2 P o
4.00e+3 — 1 L
] 0 &
] i b g
. % | H
o
2,00e+3 — ~
=] : e s 2 *
1 r @ |5 [ -] PR T
0.002+0 — Aol b “I'.. ||l.. u o -.IL.U.A il ..flu.lLllu.J b A H'O L ol l . P L.' et IZh AN . A cu - i.. . } N L i ; .
miz 1000 1500
4.00e-2 m/z errors, search tol=50.0 ppm
3.00e-2
*
2.00e2
o 0022 . - .
o= ® e0s o%e o o . . .
S 0,00e+0 L LOAEE S Er TS I . . . *
-1.00e-2 * + . -
- *
-2.0022
. .
* *
T T T T T T T T T T T T T T T T
500 mz 1000 1500

Sample S1 R.VITGVPWYS[+648.211]SR.L
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-]

Peptide List (double dlick to dock / undock)
T ciment=14 € P~
s Mods Gl 5 zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) ycans OT€  Score m/z m/z er.  By-X MH MH cavage 0s. Name Id Time
1]914.. 3 93 RVITGVPWYS[+810.26412]SR.L 59(OGlycan / 810.2641) Hex(5) 6506 12 2 10379507 1037.9699 -18.55 20748941 20749325 Specific 9 >5p|P43575|PAUS_YEAST Seripauperin-5 05=S: (strain ATCC2... 3411 146266 sample=1 perioc
n »
<
I
Protein Best Best # # Uniq. #Mod . o
Name [Log Prob] |Log Prob| Score Spectra Peps. Peps. EeCocyiEaas] isteacity ()]
>sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 288.60 16.66 988.6 452 61 56 608 120 1.023e+7
>5sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) O 160.38 1328 7186 124 39 36 435 124 2323e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 142.55 1415 7371 167 35 33 426 122 6.136e+6
Lzl aia W21 HLINAANILC, i tainl 101 54 1242 0521 27 11 n MA AA2 1201 LY Y/
Spectrum (double dlick to dock / undock) &
i R.VITGVPWYS[+810]SR.L z=2,scan#=sample=1 period=1 cycle=1082 experiment=14,scan time=14.6266
1 o~
1.502+4 —| o
] £ g o
¢
.. 1.00e+4 — =
g i
i a
5.00e+3 —| 3 2 +
4 N 1 o
T ] i ) ’{ T
i Y 2 = 7 +
=1 R S I T o = 2
i m1 l _l ER S P | e 3 i
— allldepd ol JL B2 8 L g B2 00 N B S ¥ . [N YR WS
50 o 1500
— m/z errors, search tol=50.0 ppm
40022 .
L E 20002 3 . - -
iz . .,
o * * * * * *
0.002+0 et 0t . e e - .. * - ®
i . . . . . .
] ¢ * * *
20002 * ‘ * >
. ] *
T T T T T T T T T T T T T T
= " - 500 miz 1000 1500

Sample S6  R.VITGVPWYS[+810.264]SR.L
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Peptides

T =riment=6 € £~

Prot. Mods it Mo Obs.
PID Rank Pos. Sequence (variable), Glycans Score Score | Z miz

1]107.. 1 93 RVITGVPWYS[+810.26412]SR.L S9(OGlycan /810.2641) Hex(5) 7254 12 3 6923033

Calc.

m/z

6923157

ppm  Off- Obs. Calc. Glycans
er. ByX  MH MH  Cleavage “poo

-17.91 20748954 20749325 Specific 9

Protein

Name

>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2...

Prot.  Scan
Id Time

3411 145472 sample=1 perioc

Prot. Protein Best Best
Rank Name [Log Prob| |Log Prob|  Score

1)1 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=559... 327.47 16.74 1004.1
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 178.33 1324 726.5

#

Spectra

632
270

# Uniq. # Mod

70
60

Peps. Peps. % Cov. #AAs Intensity

67 68.9 122 3.742e+7
58 583 120 7.688e+6

Spectrum (double dick to dock / undock)

E=: 1) D - e
W ala|a 4

+ o o [WF[H

200 -1 R.VITGVPWYS[+810]SR.L z=3,scan#=sample=1 period=1 cycle=1052 experiment=6,scan time=14.5472
.002+4 —]

Intensity
!

£

S

|
Hex-36

bs
2+

L
b2

¥4

¥
3+

o

Liti

;Fv‘rﬁ++
-~
oy O+
6

.
'

!

—

Pep.
$-ﬁ8 a5

i Jimm_wW

-

L

i iy

0.002+0 ] W ﬂ.l. | ll:. lu.

-b7-18

~p6

p9

-
a8
—
—b8
~y8

—Pep_1+

la 1+

— m/z errors, search tol=50.0 ppm

2.00e-2 *
1.00e-2

*re s e, . . D
.
0.00e+0 - . T - .,

Cale mfz

-1.00e-2 *

-2,00e-2

-3.00e-2

1500

1000

1500

Sample SI  R.VITGVPWYS[+810.264]SR.L
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Peptide List (double dlick to dock / undock) -]

T -ment=16 @ £-
P S Mods Gl S zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
2z cquence (variable) ycans '€ Score  Z m/z m/z err. By-X MH MH €aVage  pos. Name Id Time
1[130.. 3 93 RVITGVPWYS[+972.31694]SR.L S9(OGlycan /972.3169) Hex(6) 6541 12 2 11189854 11189963 -9.79 22369635 22369854 Specific 9 >5p|P43575|PAUS_YEAST Seripauperin-5 0S=S5: y isiae (strain ATCC 2. 3411 143331 sample=1 perioc
< m | »
Proteins T o~
Prot. Protein Best Best 2z # Unig. #Mod - il
Rank Name [LogBiobl |Log Prob]  Score Spectra Peps. Peps. =0T || N5 || My ]
11 >sp|TRYP_PIG|(Common contaminant protein) 201.90 1517 10321 433 52 23 593 231 4.729e+6
¥ 2|2 >sp|K2C1_HUMAN|(Common i protein) 1291 1037.3 98 28 4 358 643 4.850e+5
V3|3 i>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559. 1443 9721 214 40 39 344 12 3360e+6 |
V] 414 >sp|K1C9_HUMAN|(Common contaminant protein) 1899 1150.7 49 14 3 2489 623 1617e+5 -
Spectrum (double diick to dock / undock) -]
«[&]a +[a)o o 0
8.00e+3 — R.VITGVPWYS[+972]SR.L z=2,scan#=sample=1 period=1 cycde=1059 experiment=16,scan time=14.3331
7 %345.8047
4 y:6366 =
6.002+3 |
] &
= b 3 g
g )
£ 400243 >
2.002+3
v
i ] o +
| o 8 R s Z o
| @ = - - wn = @
- o & 3% 5 ¢ > E = B T g 2 i l l
0.00e+0 T e ve A oh Ao .L‘L...a. .‘.97. ].l.‘Illl, irihd J.'.L I S v AU SN I OSSR u,.li': 152 1 L. PUPEIOIFIS i ol hli - - " b . | 1. . [ . ; . s
miz 1000 1500
m/z errors, search tol=50.0 ppm
3.00e2
.
2.00e-2 * .
s
@« E * *
B
SF 10022 -
* . % . .
.
0.002+0 e * * * . * o e 03 * + * * * * .
*
. * * - * *
-1.002-2 . 3 *
T T T T T T T T T T T T T T T T
500 mz 1000 1500

Sample 2 R VITGVPWYS[+972.317]SR.L 20



T iment=11 € £~

Sequence

RMVITGVPWYS[+972.31694]SR.L

Mods
(variable)

S9(OGlycan / 972.3169)

slta Mo Obs. Calc.
Score m/z m/z

7463205 7463333

Glycans Score

Hex(6) 7122 12 3

ppm  Off- Obs. Calc.
err.  By-X MH MH

Cleavage

-1715 22369470 22369854 Specific

n

Glycans
Pos.

Protein
Name

>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2...

Prot.  Scan
Id Time

3411 142101 sample=1 perioc

Proteins

l;mt,
Rank

™ 2|2

Protein

Name
1)1 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 32747 16.74
>sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=559... 17833 13.24 726.5 270

Best Best #
|Leg Prob|  Score Spectra

1004.1 632

|Leg Prob|

#Uniq.  #Mod

Peps. Peps.
70 67 689
60 58 583

% Cov.

2 AAs

122
120

Intensity

3.742e+7
7.688e+6

Spectrum (double diick to dock / undock)

@ o @ [w ]

3.50e+4

3.00e+4

2.50e+4

Hex

2.00e+4

Intensity

1.50e+4

“Hex-36

1.00e+4

5.00e+3

Lo b b e boaaa Lo s laaaaliaag

w ol u ' IJ|' L.

0.00e+0

o

JL L 1 |.LT

|

ba

I S

&

R.VITGVPWYS[+972]SR.L z=3,scan#=sample=1 period=1 cycde=1040 experiment=11,scan time=14.2101

-bS
‘Pep_2+

b6
¥10++
R
5

e bds vt da L
. d

~§9

—Pep_1+

2dn2 m/z errors, search tol=50.0 ppm
1.00e2
et s 00
0.002+0
. .

Obs -
Cale mjz

-1.00e-2

-2.00e-2

-3.00e-2

*

.o

-

1000

1500

Sample S1

R.VITGVPWYS[+972.317]SR.L
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Peptide List (double dick to dock / undock) (-]

T iment=20 @ £~

Prot. Mods slta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
PID Rank Pos. Sequence (variable) Glycans Score Score m/z m/z err. By-X MH MH Cleavage 0 Name Id Time
1]185.. 3 93 RVITGVPWYS[+1134.36976]SR.L S9(OGlycan /1134.3698)  Hex(7) 5913 12 2 12000016  1200.0227 -17.61 2398.9959 23990382 Specific 9 >sp|P43575|PAUS_YEAST Seripauperin-5 0S=S: y isiae (strain ATCC 2. 3411 141126 sample=1 perioc
1 ] »
v 5-
Protein Best Best # # Uniq. #Mod = |l
Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. 2 || GLLS || IDETER ]
>sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 304.25 17.48 9829 381 64 61 67.5 120 1.839e+7
>5sp|POCES5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=5... 138.61 11.51 683.8 93 32 31 427 124 3.148e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Sacch yces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 129.60 1222 7216 114 28 27 533 122 7378e+6
IDOCEQ1IDALNR VEAST Sari in-12 NS-§ icias (ctrain ATCC 20AS0R /6288, NY-5 A2 54 11.00 6666 12 Q a Q2 120 2115025 %
[}
~| R.VITGVPWYS[+1134]SR.L z=2,scan#=sample=1 period=1 cycle=918 experiment=20,scan time=14.1126
1.00e+4 —|
8.002+3 —|
i &
£ 6.00e+3— o
§ . 8
= i 3
i o
4.00e+3 —| b
) o +
2.00e+3 — O @ =
| o o g
i T 9 2 e @ |+ ;: z @
{ { L : O . . N - ] . { L
b = o 2 = )= s lwe 9 2 B T 8 3
0.002+0 — w .k o J i [ S NP A 1 ."I.. ..._E_AL...L.. N TP SR .L......_u_li.n.‘ I P v 4w A ‘.IZ. aun e Y b A Lo I .L ; s :
miz 1000 1500
] m/z errors, search tol=50.0 ppm
2,00e-2 m . .
B .
7 *
2 E 000240 ] LR S ] M te t * .’ . : v ¢
22 i - * * . * * .
© = .
. * *
20002 -
4.00e-2 | *
T T T T T T T T T T T T T T T T
500 miz 1000 1500

Sample S4 R VITGVPWYS[+1134.370]SR.L 22



T -iment=14 @ P~

5 Mods Gl s slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) yeans COT€  Score m/z m/z err. By-X MH MH €aVage  pos, Name Id Time
RVITGVPWYS[+1134.36976]SR.L S9(OGlycan /1134.3698)  Hex(7) 6739 12 3 8003351 8003509  -19.80 23989907 2399.0382 Specific 9 >5p|P43575|PAUS_YEAST Seripauperin-5 05=S5: (strain ATCC2... 3411 142126 sample=1 perioc
< | m »
Proteins V  Textfiter... P+
z
Prot. Protein Best Best £ # Uniq. # Mod = | sl
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. RAET | LS | IRl ]
11 >5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 327.47 16.74 1004.1 632 70 67 689 122 3.742e+7
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 0S=S: y (strain ATCC 204508 / S288¢) OX=559... 17833 1324 7265 270 60 58 583 120 7.688e+6 &
Spectrum (double dlick to dock / undock) -]
«[S)e +[6]e o o [HH
 R.VITGVPWYS[+1134]SR.L z=3,scan#=sample=1 period=1 cycle=1040 experiment=14,scan time=14.2126
T 10987654321
N
b VITGVPWYSSR
= R e
1.50e+4 —| o 127345678916
T
R 2
. k-
R o
i ¢
= 1.00e+4 —
H 4
=
) +
i &
a
i u &
5.002+3 —
E 3 2 -
o E ¢
B o 3 E é‘
] EREN- i ! 5
R = TR [ £ l S o I
E : 2
0.00e+0 — wal i bt e Lol b il L L e ke i, PR S ten A, " ae . [N N L . L. ; . | .
1000 1500
m/z errors, search tol=50.0 ppm
2.00e2
. .
1.0022 . .
-3 AR . * *
‘Bé 0.00e+0 Teete L e, e o ’ .
es™ ad 3 - v
* * * .
.
-1.00e2 *
.
-2.00e2 -
*
T T T T T T T T T T T T T T T T
500 mz 1000 1500

Sample ST R VITGVPWYS[+1134.370]SR.L
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Peptide List (double diick to dock / undock)

a

Peptides T -iment=18 @ £~
zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
eI Sequence (variable) Eyns Score Score  Z m/z m/z err. By-X MH MH Cleavage Pos. Name Id Time
1]179.. 1 93 RVITGVPWYS[+1296.42259]SR.L S9(OGlycan /1296.4226)  Hex(8) 6829 12 3 8543515 8543685  -19.95 2561.0399 2561.0910 Specific 9 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2... 3411 140721 sample=1 perioc
< [0} >
Proteins T Textfiter... P~
Prot. Best Best # # Uniq. #Mod = =
Rank [Log Bt} |Log Prob|  Score Spectra Peps. Peps. e CocyRuaas) pintensity 3
1)1 >5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 327.47 16.74 10041 632 70 67 68.9 122 3.742e+7
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 17833 1324 7265 270 60 58 583 120 7.688e+6 L
Spectrum (double diick to dock / undock) &
B oa]c +[s]0 - 0 [Gp
- R.VITGVPWYS[+1296]SR.L z=3,scan#=sample=1 period=1 cycde=1035 experiment=18,scan time=14.0721
4,00e+4 |
3
3.002+4 —
i o
E _
T 200044
i 8
b g
1.002+4 —
x
@
Al I
. s : g
4 o 0 ®
] L 1 i
0.002+0 — ot bl t‘.]. . L e IR A |.| N = N o ;
1000 1500
#00=2 11z errors, search tol=50.0 ppm
2.0002 *
— *
ﬁ%oooew—- MASRE A . 2t .’ . T
°oF " L M T LIRS M .
] . . . . *
20022 . -
-4.00e-2 ] *
T T T T T T T T T T
500 mz 1000 1500

Sample S1

R.VITGVPWYS[+1296.423]SR.L
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T ciment=12 @ £~

Mods Cale. ppm Protein Prot.  Scan
Sequence (variable) Chycaps m/z err. Cleavage Name Id Time
1)178.. 1 93 RVITGVPWYS[+1458.47541]SR.L S9(OGlycan /1458.4754)  Hex(9) 908.3861 -15.89 27231006 27231438 Specific >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2... 3411 139516 sample=1 perioc
7| v
Protei Y Textfiter... P-
Prot. Protein Best # # Uniq. 2 |l
Rank Name |Log Prob| Spectra Peps. [itensity (3
1)1 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 327.47 3.742e+7
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 178.33 7.688e+6 >
-]

Spectrum (double dlick to dock / undock)

B a[a]c +[a]0 o0
2.50e+3 __ R.VITGVPWYS[+1458]SR.L z=3,scan#=sample=1 period=1 cyce=1031 experiment=12,scan time=13.9516
] z
2.00e+3 | n
1.50e+3 |
= E -
1.002+3 8 2
- 3 [ g .
5.002+2 | ® -
E — + n &
4 ] & Pt i e <
D ® D ¢ F2 0 -
] 2n 83 \ v 8
0.00e+0 — ETIPEN (AT okl |-||.|.[ L |L..L Jill Lo 4l e e b 1. . b
T 3 T T T T
1500
] m/z errors, search tol=50.0 ppm
40002 ]
= *
o F 20002
2 .
o t * *
0.002+0 oo 0 B * .
i . N .
, .
20002
T T T T T T T T T
mz 1000 1500
Sample SI ~ R.VITGVPWYS[+1458.475]SR.L -



Peptide List (double dick to dock / undock)

=}
T -iment=15 € P~

Prot. Mods Obs. Calc. ppm  Off- Calc. Glycans Scan
PID Rank Pos. Sequence (variable) Glycans m/z m/z Err. By-X MH Cleavage Time
1]157.. 3 93 RVITGVPWYSS[+972.31694]RL.K S10(OGlycan /972.3169)  Hex(6) 11755192  1175.5384  -1633 23500310  2350.0694 CRagged 10 >sp|P43575|PAUS_YEAST Seri (strain ATCC2... 3411 156784 sample=1 perioc
< . | »
Proteins T Textfiter... P~
Prot. Protein Best = £Unig.  #Mod ) B
Rank Name Score Spectra Peps. Peps. oy lnteasity A
313 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 9721 214 40 39 344 3.360e+6
414 >5sp|KLC9_HUMAN|(Common contaminant protein) 1150.7 49 14 3 249 1617e+5
5|5 >sp|POCEBS5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=5... 595.2 47 17 17 9.7 3.884e+5 -~
Spectrum (double dick to dock / undock) 2
B o [s)s +[6]o @ o [Bp
] R.VIT‘GVPWYSS[+972]RL.Kz=2,scan8=sample=1period=1cyde=1104e)<périnmt=15,s<an time=15.6784
2.502+2 |
2.002+2 |
’Eé 1.50e+2 —|
1.002+2 " &
i k) a
R &
5.00e+1 —| -
b aoBE
4 = P £
| A Lozl | AN |
0.00e+0 — II| ! Illl il II [} |'|||| |I 1] '”.l ih . 1 l||||||||| |I| [N ! i ! I||||| 1" ”I-IHI ||: IR RN} |. ”l.”' (T |I||I||_lﬂll [} |l|l|lll||l| ! I“.' [ lI
2% 0 &) %0 1200 w0
] m/z errors, search tol=50.0 ppm
2,00e-2 . *
- *
7 . .
EEo.ooew - PR . . . .
oﬁ ] .
*
2,002 - -
4.0002
B T T T T T T T T T T T T T T T T T T T T T
00 (o = " A ) 800 1200 1600

Sample S2

R.VITGVPWYSS[+972.317]RL.K
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Peptides

T eriment=8 € P~

PID 5 Mods Gl s slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
SqUSHCe (variable) yeans) O Score m/z m/z err. By-X MH MH Savage 0s. Name Id Time
1]157.. 3 93 RVITGVPWYS[+972.31694]SRL.K 59(OGlycan /972.3169) Hex(6) 571.1 12 3 7840136 784.0280 -18.33 2350.0264 23500694 CRagged 9 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC2... 3411 156986 sample=1 perioc
n J b
T 7extfiter... P~
Protein Best Best # # Unig. #Mod . o
Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. ECoy R AN=] Qiiensity |
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 117.08 1443 9721 214 40 39 344 122 3.360e+6
>sp|K1C9_HUMAN|(Common contaminant protein) 66.04 1899 1150.7 49 14 3 249 623 1.617e+5
>sp|POCES5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=5... 44.94 6.66 595.2 47 17 17 97 124 3.884e+5 v,
Spectrum (double ciick to dock / undock) &
sfEle 2 @
300242 — R VITGVPWYS[+972]SRL.K 2=3,5can #=sample=1 period=1 cyde=1105 experiment=8,scan time=15.6986
] £
2.50e+2 ] 5
i 2
2.002+2 — . &
4 3 a
i = & ~
5 Lsen2 ]
= i
T wn
] 2 . 8
1.002+2 = X
i 3 N
] - 4
T
] o = 817
5.00e+1 ] N 3 " n *
] - | g = + : g
] g El- 2.3 2 2 :: <
1.l bk blod ki L 5.2 | d
0.00e+0 — 1 ||| | || lll“l i |||||||| [ |II‘ Il IIIIIII III n |||i|h|||| ||||| oo IILlll I‘I |I|‘| I|||||l Lirunn llllh LININE (NN |||||||||l|||l|| e LI I 1 nenn 1l n [N e il N 1he 1 1 II IL
T T T T T T T T T T T T T T T T T
200 400 500 mz 500 1000 1200 1400
+00e2 m/z errors, search tol=50.0 ppm
3.0002
*
2.00e-2 .
L
55 100e2 . .
°3s . . * . . . .
0.00e+0 a8 . . . PR A ¢
* * . *
-1.00e2 .
*
.
20082 .
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
~ = — 400 600 miz 800 1000 1200 1400

Sample S2

R.VITGVPWYS[+972.317]SRL.K
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T iment=12 @ P~

Peptides
Mods slta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
eI Sequence (variable) Clvcans Seore Score  © m/z m/z er.  By-X MH MH Cleaage Pos. Name Id Time
1]169.. 3 93 RVITGVPWYS[+1134.36976]SRL.K S9(OGlycan /1134.3698)  Hex(7) 5829 12 3 8380314 8380456  -17.01 25120795 25121223 CRagged 9 >sp|P43575|PAUS_YEAST Seripauperin-5 0S=S: isiae (strain ATCC 2. 3411 154899 sample=1 perioc
< n ] 3
Proteins T Textfiter... P~
Prot. Protein Best Best : #Uniq.  #Mod ) -
Rank Name Lcg Biokl |Log Prob|  Score Spectra Peps. Peps. ECovy R ans)glnter=ity |
3|3 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=559... 117.08 1443 9721 214 40 39 344 122 3.360e+6 a8
= = =
Spectrum (double dick to dock / undock) -]

@ +[@)o o o [oF

| R.VITGVPWYS[+1134]SRL.K z=3,scan#=sample=1 period=1 cycdle=1098 experiment=12,scan time=15.4899

.
Hex

Hex-18

Intensity

2
&

| =4 g
T R N
He:
a2
b2
b4
bs
b Pep_ 2+

® = +
4 a 3 v o+ ‘
] HE ’ P : R : g
| E ~ a3 = T - 2 1
] ELE @ 2s|l |2 | ¥ s 5|z 3 1 |
£ : o =
ooneso d_wun b bl L s L b TR NS Y. N PP PR v N1 PRV | I PR N N B . il
r 7 ; ; ; r - : T ; T t T " T " T T T T T T T :
200 T £00 1000 1200 100
m/z errors, search tol=50.0 ppm
3.00e2
*
20002
*
= *
£ € 10022 +
52 . . N . .
SOOO&O ’ LS S . * .y * .
+
Y . * v . %% -
* * * - *
10002 * * . *
. ¢ -
2.00e2 .
: T - T : T T T - T r T - T : T : T - T T T - T - T - T . T :
200 400 €00 miz 800 1000 1200 1400

Sample 2 R.VITGVPWYS[+1134.370]SRL.K e



T iment=12 € £~

Peptides

PID Prot. p s Mods G S, zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank o8 equence (variable) lycans CO'€  Score  Z m/z m/z er.  By-X MH MH €2Vage  pos, Name Id Time

1]169.. 3 93 RVITGVPWYS[+1296.42259]SRL.K S9(OGlycan /1296.4226)  Hex(8) 5678 12 3 8920472 8920632  -18.01 26741269 26741751 CRagged 9 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC2... 3411 154305 sample=1 perioc

< m J »

T 7extfiter... P~

Proteins

=
Prot. Protein Best Best # # Uniq. # Mod = il
Rank Name |Log Prob| Log Prob| S Spectra Peps. Peps. % Cov. #AAs Intensity \J

V3|3 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Sacch isiae (strain ATCC 204508 / 5288¢) OX=559... 117.08 1443 9721 214 40 39 344 122 3.360e+6 il
= = B

Yy

Spectrum (double dlick to dock / undock)

i @ S, °§°@ 2 e

R.VITGVPWYS[+1296]SRL.K z=3,scan#=sample=1 period=1 cycle=1096 experiment=12,scan time=15.4305

6.00e+3

Hex

5.00e+3

4.00e+3

Intensity

3.00e+3

+ ~
& 3
a

&

&

2.00e+3

1.00e+3

Hex(2)

¥
I
= 2
¥
b

= Pep_1+

0.002+0

m/z errors, search tol=50.0 ppm
1.50e-2

1.00e-2

5.00e3 - . . . *

ubs
Cale mfz

0.00e+0 -t . . 0, -
-5.00e3 . . *

-1.00e-2 *

Sample S2 R VITGVPWYS[+1296.423]SRL.K 29



Peptides

T iment=12 € P~

zlta Mo
Score

00 2

Mods
(variable)

510(OGlycan / 486.1585)

PID Sequence Glycans Score z

1j1a.. 1 91 R.MITGVPWYSS[+486.15847]R.L. Hex(3) 686.1

Obs.

891.8856

m/z

Calc.
m/z

891.9031

ppm

err.

-19.62

Off-
By-X

Obs. Calc.
MH MH

17827640 17827990 Specific 10

Cleavage Gly;ans

>sp|Q3ETTO[PAUI_YEAST

< m

Protein
Name

)

Y

Prot.
Id

Scan
Time

(strain ATCC2... 3461 151760 sample=1 perioc

Proteins

Protein
Name

>sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 248.32

= l;rot.
Rank

@11
&

Best
|Leg Prob| |Log Prob|

1568

955.8

Best #
Spectra

Score
342

# Uniq.

Peps.

58

#Mod
Peps.
55 61.5

% Cov. #AAs Intensity

120 1797e+7

Spectrum (double dlick to dock / undock)

@ e Q ego@ 2 ® {3

J R.MITGVPWYSS[+486]R.L z=2,scan#=sample=1 period=1 cyde=971 experiment=12,scan time=15. 1760

Intensity
a.
bs

b2
a5

— b5-18

Pep_2+

n

2
b L) ||..J]|..J |

a7
b7

2

%798.5768
11426

Pep_1+

0.00e+0 —*

miz

3.00e-2
m/z errors, search tol=50.0 ppm

2.00e-2

1.00e-2 *
|2 0.00e+0 *
-1.00e-2 *
-2,00e-2
-3.00e-2

4.00e-2

miz

800 1000

1200

Sample 3~ R.MITGVPWYSS[+486.158]R.L

30



=

sriment=6 €3 £~

Prot.
Rank

1]115.. 2 91

PID

Sequence

R.MITGVPWYSS[+486.15847]R.L

Mods
(variable)

S510(OGlycan / 486.1585)

Glycans
Hex(3)

Calc.
m/z
594.9378

Off-
By-X

ppm
err.

-8.38

Obs.
MH

17827840 1782.7990 Specific 10

Calc.
MH

Cleavage

Glycans
Pos.

<

mn

>sp|P32612|PAU2_YEAST Serip

Protein
Name

2 0S=S:

ly

[

Prot.
1d

Scan
Time

(strain ATCC2... 3410 154105 sample=1 perioc

Proteins

=
Prot.

Rank

@1]1
@22

Protein
Name

>5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) 0X=559... 327.47
>sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 178.33

Best
Score
10041
726.5

Best
|Log Prob| |Log Prob]

16.74
1324

# # Uniq.
Spectra Peps.
632 70
270 60

#Mod
Peps.

67
58

% Cov.

689
583

12
120

#AAs

Intensity

3742e+7
7.688e+6

Spectrum (double diick to dock / undock)

S o%o@ 2 ® 3

Tntensity
o
¥
&
Il

Hex-36

1

3
T

w il |a|h;L.

0.00e+0 —

::.L dliberid

o
o

E

-b4-18

‘b4
3

_| R.MITGVPWYSS[+486]R.L z=3,scan#=sample=1 period=1 cyde=1082 experiment=6,scan time=15.4105

~pd

bs

o
b1

b6-18

r=3
L

bs-18

+
as
Pep

~f5

™~

¥6

~
5

| ]
ITITRTI § RTRRTITRY W 1
T

o d o adu
T

~§7

- a8

Pep_1+

B

:' | "t nhl...émil’”l.u. .'.E.‘..‘ A |II

400

LI ulli i 1o i

T
600

T
miz

T
800

3.00e-2 o m/z errors, search tol=50.0 ppm
2,00e-2
1.00e-2

- F0.00e+0 » *

0bs

€
% 10002
2,002
2,002

4.00e-2

1000

1200

Sample S1

R.MITGVPWYSS[+486.158]R.L
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Peptides

T iment=15 @

o-

PID

1]113.. 2 a

R.MITGVPWYSS[+648.21129]R.L

Mods
(variable)

S10(OGlycan /648.2113)

Glycans Score

Hex(4)

Sequence

670.7

zlta Mo Obs. Calc.
Score m/z m/z err.

00 2 9729174 9729295  -1252

ppm  Off- Obs. Calc.
By-X MH MH

19448274 19448518 Specific 10

Glycans
Cleavage Pos.

<

n

>sp|P32612|PAU2_VEAST Serip

Protein
Name

2 0S=

Prot. S
Id T

can
ime

(strain ATCC2... 3410 152446 sample=1 perioc

»

Proteit

T 7extfiter...

o-

I;rot‘
Rank

1)1 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559

Protein
Name
32747

|Log Prob|

Best # # Unig. #Mod
Score Spectra Peps. Peps.

10041 632 70 67 689 122

% Cov. #AAs Intensity

Best
|Log Prob|

16.74 3742e+7

17833

13.24 726.5 270 60 58 583 120 7.688e+6

2|2 E>sg P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559.

Spectrum (double dick to dock / undock)

| oaelala o%o@z CliFe

R.MITGVPWYSS[+648]R.L z=2,scan#=sample=1 period=1 cyde=1076 experiment=15,scan time=15.2446

7.00e+3

6.00e+3

5.00e+3

bs

4.002+3

Intensity

3.00e+3

as

2.00e+3

Hex-18

= immy 4y

1.002+3

bs-18

2 ~
~ 3
il

Wl

= 1000 1500

J—rpep_1+

_
—
a6
b6-18
b6
-
::_

it bl NITRRN
. ;

0.00e+0

3.00e2 m/z errors, search tol=50.0 ppm

2.00e-2
1.00e-2 -

. o * . . o * - * .
+ .
0.00e+0 ¢ e v . . .

Cale mfz

-1.00e-2

-2.00e-2

-3.00e-2
.

Sample SI R.MITGVPWYSS[+648.211]R.L -



Peptide List (double diick to dock / undock) a

T eriment=5 @ £~

5 Mods G S slta Mo Obs. Calc. ppm  Off- Obs. Calc. al Glycans Protein Prot.  Scan
cquence (variable) lycans '€ Score 2 m/z m/z err. By-X MH MH S2vage Name Id Time
R.MITGVPWYSS[+648.21129]R.L S10(OGlycan /648.2113)  Hex(4) 6471 00 3 6489425 6489554  -19.95 19448130 19448518 Specific 10 >sp|Q3E770|PAUI_YEAST Seri in-9 0S= y isiae (strain ATCC2... 3461 150832 sample=1 perioc
< i, | »
o
Y
Protein Best Best # # Uniq. #Mod = |+
Name [Log Prob| |Log Prob|]  Score Spectra Peps. Peps. RAE || LS | Ml [
>sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=559... 24832 1568 955.8 342 58 55 67.5 120 1797e+7 i
Spectrum (double dick to dock / undock) -]
a[&a +[8]e = 0
- R.MITGVPWYSS[+648]R.L z=3,scan#=sample=1 period=1 cyde=968 experiment=5,scan time=15.0832
2.00e+3 — ?
] E
1.50e+3 <
£ B 8
5
£ 7 3
£ ] 2 N
&
100&‘3—_ " g
] 5
4 2 o + *
4 ¥ 3
5
5.002+2 — ;
4 E *
I ¢
1 = a ; | l 8 & =N > 2
H f 3 % @
0.00e+0 . |l| Ldbbl) Ll oo hll...l...u w ]..L \ l' ikl Lds -|.|Iulllulnl.l. thodid o Ll e it b .‘.l...l..Lul.L... PN RV 1 11 P T S . ...f‘.f.\l. e e W L | ll . \ I
T , T T T T T T T T T T T T T T T T T T
zoo 500 miz 1000 1200 1400
4.00e-2  m/z errors, search tol=50.0 ppm
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I

-iment=18 € P~

Prot. Mods slta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
gD Rank (= Sequence (variable) Shycns Score Score m/z m/z err. By-X MH MH Cleavage S Name Id Time
1)187.. 2 91 RMITGVPWYS[+810.26412]SR.L S9(OGlycan / 810.2641) Hex(5) 6585 12 2 10539396 10539559 -15.52 21068719 21069046 Specific 9 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC2... 3410 150441 sample=1 perioc
i »
<
v
Protein Best Best # # Uniq. #Mod = Sl
Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. geCovg(ERanep gintensity |
>5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 327.47 16.74 10041 632 70 67 68.9 122 3.742e+7
>sp|P32612|PAU2_YEAST Seripaup 2 0S=Sacch y (strain ATCC 204508 / S288¢) OX=559... 17833 13.24 7265 270 60 58 583 120 7.688e+6 .
Spectrum (double dlick to dock / undock) =
B e[s)o +[s]o o 0
i R.MITGVPWYS[+810]SR.L z=2,scan#=sample=1 period=1 cyde=1069 experiment=18,scan time=15.0441
1.502+4 — i
&
R a
3y
i " a
)
b 2
1.00e+4 —| ‘
_g i
2 i
7 [Te}
o s
5.00e+3 |
T o < A
o 3 o
4 = . 2@
g 3z =
J i { 5 ta
A o = RN -]
000050 L Lol N Al Ll bov b i L W i .
1000 1500
5.00e-2 —J M/z errors, search tol=50.0 ppm
4.00=2 * v
3.00e2
)
_ﬁ E 2,002
i . .
© 1.00e2 N *
* *
0.00e+0 + A A LS S -y . . . .
1.00e2 . . . . . ¢ . . .
* . *
-2.00e2 .
T T T T T T T T T T T T T T T
500 miz 1000 1500
Sample S1 R.MITGVPWYS[+810.264]SR.L 34



T ciment=11€) P~

prot. Mods slta Mo Obs. Calc. ppm  Off- Glycans Protein Prot.  Scan
R Rank os Sequence (variable) Slycans Score Score m/z m/z err. By-X Cleavage Pos. Name Id Time
[1)287.. 2 91 RMITGVPWYS[+810.26412]SR.L S9(OGlycan / 810.2641) Hex(5) 7265 12 7029597 7029731  -19.03 2106.8645 21069046 Specific 9 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces (strain ATCC2.. 3410 150671 sample=1 perioc
m ] »
Protein Best Best # # Uniq. #Mod s
Name [Log Prob] |Log Prob|  Score Spectra Peps. CECoy LERAS) Riltensity
>sp|P43575|PAUS5_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 327.47 16.74 1004.1 632 70 67 68.9 122 3.742e+7
>sp|P32612|PAU2_YEAST in-2 0S=5 y (strain ATCC 204508 / 5288¢) OX=559... 178.33 1324 7265 270 60 58 583 120 7.688e+6 .
Spectrum (double dick to dock / undock) -]
@ alala ¢ 2 @ {3
t R.MITGVPWYS[+810]SR.L z=3,scan#=sample=1 period=1 cycdle=1070 experiment=11,scan time=15.0671
120244 — 10987654321
E Frrccbcoer
_ MITGVPWYSSR
° R e
i 3 173456764916
1.002+4 —
8.00e+3 — =
- ] 8
E 60043 N
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1 8 g
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1 = . 2
0.00e+0 awll bl Ll ..l. bl ) L U0 N N WO ce L o L i R
— T T T T T T T T
E 150
2:00e2 m/z errors, search tol=50.0 ppm
1.0022 *
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¢ %, e, -
. E0.00e+0 * * A LAV SN . .
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e . .
-1.00e-2 4 *
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-2.00e-2 *
*
T T T T T T T T T T T T T T
500 mz 1000 1500

Sample SI  R.MITGVPWYS[+810.264]SR.L
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T ciment=13 € £~

S G S slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) yeans O Score m/z m/z er.  By-X MH MH €3V3%E  pos, Name d  Time
1186.. 2 91 R.MITGVPWYSS[+972.31694]R.L S10(OGlycan /972.3169)  Hex(6) 6223 08 2 11349622 11349824 -17.74 22689172 22689574 Specific 10 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC2... 3410 148720 sample=1 perioc
< i >
Proteins T Textfiter... P-
Prot. Protein Best Best # # Unig. #Mod - =l
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. EeCovy RRaAs) R iitensity |
11 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=559... 32747 16.74 1004.1 632 70 67 68.9 122 3.742e+7
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=559... 17833 1324 7265 270 60 58 583 120 7.688e+6 <
Spectrum (double dick to dock / undock) -]
i o [a)e +[a)e o o [4]
2.00e+4 —
R.MITGVPWYSS[+972]R.L z=2,scan#=sample=1 period=1 cyde=1063 experiment=19,scan time=14.8720
1.502+4 —
E 1.002+4 —] -
4 °
5.002+3 —
4 © .
- 3 +
b 83T B o o o
4 = T = + i g
iftJ } I . i . ‘ ‘ | -
] - Y T ) 5.5
0.00e+0 I PO J.:. b LT P S L .l.q.lv.A"’;.. i st d, e .l [ T L i L . l. . : . .
avz 1000 1500
6.00=-2 —|-m/z errors, search tol=50.0 ppm
4,002 .
= 2.00e2 .
sE N N . ‘e * . .
©F 0.00e+0 *e ¢ e . FRERY R . s
. .
-2.00e2 - - *:
4.00e2
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T T T T T T T T T T T T T T
500 v 1000 1500
Sample SI ~ R.MITGVPWYS[+972.317]SR.L 26



T iment=11 £~

s Mods G s zlta Mo Obs. Calc. ppm  Off- Obs. Calc. cl Glycans Protein Prot.  Scan
equence (variable) fycans COT€  Score m/z m/z err. By-X MH MH €avage  poe, Name Id Time
R.MITGVPWYS[+972.31694]SR.L S9(OGlycan /972.3169) Hex(6) 691.9 12 3 7569758 756.9907 -19.61 22689130 22689574 Specific 9 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC2... 3410 14.8943 sample=1 perioc
< m »
Proteins T . P
Prot. Protein Best Best £ # Uniq. #Mod = k|
Rank Name [Log Prob| |Log Prob| Score Spectra Peps. Peps. EeCou)[REAA-Y Riitensity [
111 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 32747 16.74 10041 632 70 67 689 122 3.742e+7
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 17833 13.24 7265 270 60 58 583 120 7.688e+6 .
Spectrum (double dick to dock / undock) &
B a[a)e ¢[a) 2 0
100244 1 R MITGVPWYS[+972JSR.L 2=3,scan#=sample=1period=1 cyce=1064 experiment=11,scan time=14.8943
i ®
JORN °
8,00e+3 | T 7
6.00+3 | 2
£ ] § i
) 1 2 g
4,00e+3 |
] o . .
b + 1 B
2.00e+3 — 2 x
| @ ) 3
. il B a
. > JL 3 3| H -
0.002+0 — gl ll I | II‘“ \ re iz .J. T L.‘ ¥ Pl b uil condak d . alubs I I S ‘I N ; w 1 sl 1 [P N ; u +
000 150
40022 ] m/zerrors, search tol=50.0 ppm
: *
g .
2,00e-2 — *
- ]
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= b . - .
ggo.mew—_ g A N . ., * et -t - - S
B . . . . .
-2.00e-2 .
N *
b .
T T T T T T T T T T T T T T T T
500 mz 1000 1500

Sample S1

R.MITGVPWYS[+972.317]SR.L
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T iment=21 P~

Mods
(variable)

S9(OGlycan /1134.3698)

slta Mo
Score

12 2

Obs.
m/z

12159883

Calc.
m/z
1216.0088

Score

5161

Sequence

RMITGVPWYS[+1134.36976]SR.L

Glycans
Hex(7)

z

ppm

err.

-16.86

Off-
By-X

Obs.
MH

Calc.
MH

24309693 24310103 Specific 9

Cleavage

Glycans
Pos.

Protein
Name

Prot.
Id

Scan
Time

>5p|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 2... 3410 14.8162 sample=1 perioc

>

Proteins

v »-

Text filter...

Best 2
Score Spectra
1004.1 632
7265 270

Protein
Name

>sp|P43575|PAUS_YEAST Seripauperin-5 0S=Saccharomyces cerevisiae (strain ATCC 204508 / $288¢) OX=550... 327.47

7
Prot.

Rank

@11
@22

Best
ILog Probl o5 Prob|

16.74
1324

70
60

#Mod
Peps.
67
58

filnic: % Cov.
Peps. :
68.9

583

#AAs

122
120

Intensity

3742e+7
7.688e+6

>sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 178.33
Spectrum (double dlick to dock / undock)

@ e o%o@,‘ 5 {3

- R.MITGVPWYS[+1134]SR.L z=2,scan#=sample=1 period=1 cycle=1061 experiment=21,scan time=14.8162
8.00e+2 —

6.00e+2 —

Intensity

4.00e+2 —

bs
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2.00e+2 —
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o
T

0.00e+0 — ' ' e
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T VI S "".*'
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m/z errors, search tol=50.0 ppm
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2
© % 0.00e+0
-1.00e-2

-2.00e-2

-3.00e-2

Sample ST~ R MITGVPWYS[+1134.370]SR.L
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T iment=14 © £~

Prot. Mods zlta Mo Obs. Calc. ppm  Off- Obs. Glycans Prot.  Scan
PID Rank Pos. Sequence (variable) Glycans Score Score m/z m/z em.  By-X MH Cleavage Pos. Id Time
1]132.. 1 91 R.MITGVPWYS[+1134.36976]SR.L S9(OGlycan /1134.3698)  Hex(7) 6362 12 8109955  811.0083  -1575 24309720 24310103 Specific 9 >sp|Q3E770|PAUI_YEAST Serij y isiae (strain ATCC2... 3461 14.7986 sample=1 perioc
m »
T Textfiter... P~
Protein Best Best # # Uniq. #Mod = o
Name [Log Prob] |Log Prob| Score Spectra Peps. Peps. geCeul(pn it Rintensity |
>sp|Q3E770|PAUI_YEAST Serip in-9 0S=Sacch 'y isiae (strain ATCC 204508 / 5288c) OX=559... 288.60 16.66 988.6 452 61 56 60.8 120 1.023e+7
>sp|Q07987|PAU23_YEAST Senpaupenn -23 0S=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=5... 160.38 13.28 7186 124 39 36 435 124 2.323e+6
>sp|P43575|PAUS_YEAST Senpauperm -5 0S= Sa(charomy(es cerevisiae (strain ATCC 204508 / S288¢) OX=559... 142.55 1415 7371 167 35 33 426 122 6.136e+6
K201 HILIMANILC, 101 54 1242 0521 27 11 n 04 AA2 18 L %
-]
] R.MITGVPWYS[+1134]SR.L 2=3,scan#=sample=1 period=1 cycle=1088 experiment=14,scan time=14.7986
7.000+2
] 3
. x
6.00e+2
Sotev2 ]
% aoe2]
E ] +
= - &
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3.00e+2 — o
; 3
2.00e+2 ] o w :
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1 T ® . T g
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- 32 o .
1.00e+2 — " & o B
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] - z ] 3 32
o ||||'..I... il u]l..l i i ..h..|..r|.].|. win ol Ll e itam it gl 11 b ......n......-.. SRPTIPIN 1 0% S WO ]L.. oo oh bk b b v d 0 b e
500 i 1000 1500
3.0022 m/z errors, search tol=50.0 ppm
20022 .
L b2 . . . ¢
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55 000e40 * - *
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-2.0022
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Sample S6 R MITGVPWYS[+1134.370]SR.L
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T =riment=5 € £~

Mods
(variable)

T5(OGlycan /648.2113)

zlta Mo
Score

3891 114 3 665

Sequence Score

AAPATT[+648.21129] TLSPSDER.V

Glycans
Hex(4)

Obs. Calc. ppm  Off- Obs. Calc.
m/z m/z er.  By-X MH MH

2840 6652951  -16.65 19938375 1993.8707 NRagged 5

Glycans

Cleavage Pos.

>sp|POCESS|PAUL9_VEAST

Protein Prot.  Scan
Name Id Time

in-19 0S=S; (strain ATC... 3420 84575 sample=1 perioc

»

Proteins

T 7extfiter... P~

=
Prot.
Rank

@i
—

Protein
Name
9 0S=Sacch

Best
|Log Prob]| |Log Prob]|
(strain ATCC 204508 / 5288¢) OX=559... 248.32 1568

>sp|Q3ETT0[PAUS_VEAST Seripauperi

9558 342 58 55 67.5 120

Best 2
Score Spectra

# Uniq.
Peps.

#Mod

Peps. % Cov.

#AAs  Intensity

1.797e+7

Spectrum (double dlick to dock / undock)

& o [C]

o +[@]e o @ [bhu]

8.00e+1 —

6.00e+1 —

Intensity

4.00e+1 —

2.00e+1 —

0.00e+0 —

A.APATT[+648]TLSPSDER.V z=3,scan#=sample=1 period=1 cycle=745 experiment=>5,scan time=8.4575

¥5

o
]

lIII‘I 1] II[I || |

6+

0
b=}
= 2

IIiI I I‘IIIIIII‘I Ii‘llllilll I| Ih e |II I\II‘IIIII ||| I“Il IIiIIII

[
e

Pep_2+

©
®

~ =
2 -

illll |||I|||||||||\IIII||||I||I [ AN |||| Il ||II||I |

Pep_1+

i L'M

o

&D 1400 1600

m/z errors, search tol=50.0 ppm

500 mz 1000

1200 1400 1600

Sample S3

A.APATT[+648.211]TLSPSDER.V
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T riment=2|

PID Prot. P 5 Mods Gl s zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank s cquence (variable) yeans O Score  ? m/z m/z err.  By-X MH MH €3Vage  po, Name Id Time
1]118.. 2 pil AAPAT([+810.26412]TTLSPSDER.V T4(OGlycan / 810.2641) Hex(5) 5624 08 3 7192986 7193127  -19.57 21558813 21559235 NRagged 4 >sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATC... 3438 81072  sample=1 perioc

m »

-
i
Protein Best Best # # Unig. #Mod . ol
Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. 2 || CLES || iy 3
>sp|QIETT0[PAUS_YEAST Seripauperin-9 0S= 3 isiae (strain ATCC 204508 / S288¢) OX=559... 28360 1666 9886 452 61 56 608 120 1037
>sp|Q07987|PAU23_YEAST Seripauperin-23 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX: 160.38 13.28 7186 124 39 36 435 124 2323e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 14255 1415 7371 167 35 33 426 122 6.136e+6
K201 HLINANIC, i tain) 101 54 1242 0521 27 11 n 04 AA2 180 LY e
Spectrum (double click to dock / undock) )
B aso +fsle o o
: A.APAT[+810]TTLSPSDER.V z=3,scan#=sample=1 period=1 cycde=805 experiment=2,scan time=8.1072
3.00e+1 —
E 4
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2.002+1—_
z ]
= 150e+1 g
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] . o
1.00e+1 — ot o
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a ~
5.00e+0 —| o +«+ 1 < 3 T 2 -] +
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] 72 9 =g g
] . ’ $ g, ¥ 3 8
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: | X ] . e thibli ! duw il i : il | . . . | : | . : . : : | : ; . : :
200 400 00 = £00 1000 1200 100
3,00e-2 =} m/z errors, search tol=50.0 ppm
2.00e-2 .
M'E 1.00e-2 . ry
B . . . * . M
© 0.00e+0 * * *
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Sample S6 A.APAT[+810.264]TTLSPSDER.V
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T eriment=2 @ £~

s Mods Gl 5 zlta Mo Obs. Calc. ppm  Off- Obs. Calc. l Glycans Protein Prot.  Scan
equence (variable) yeans O Score  ? m/z m/z er.  By-X MH MH €3VE9E  pos, Name Id Time
AAPATTT[+972.31694]LSPSDER.V T6(OGlycan /972.3169) Hex(6) 7024 0.0 3 7733154 7733303 -19.32 23179315 23179763 NRagged 6 >sp|Q07987|PAU23_YEAST Seripauperin-23 0S=Saccharomyces cerevisiae (strain ATC... 3438 81732 sample=1 perioc
< m »
Proteins v
=
- Prot. Protein Best Best # # Uniq. #Mod = |l
Rank Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. 2 || GEES | D=y 3
111 >sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 288.60 16.66 988.6 452 61 56 608 120 1.023e+7
2|2 >5p|Q07987|PAU23_YEAST Seripauperin-23 0S=Saccharomyces cerevisiae (strain ATCC 204508 / S288c¢) OX: 160.38 1328 7186 124 39 36 435 124 2323e+6
313 >5p|P43575|PAUS_YEAST Senpaupenn -5 0S= Sac:haromyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 142.55 1415 7371 167 35 33 426 122 6.136e+6
7l A1A K201 HLINAANILEC, 101 54 1242 0521 27 11 n MA AA2 120 LY ol
Spectrum (double dick to dock / undock) -]
B o[s]o +[6]o o0
1 A.APATTT[+972]LSPSDER.V z=3,scan#=sample=1 period=1 cyde =807 experiment=2,scan time=8.1732
300042 -] &
] Py
] &
2.50e+2 .
2.00+2 ]
z ]
z ]
1.50e+2 —
] 0
<
E o
. = 0
1.00e+2 — N
] .
] - -
5.00e+1 — + o ~ 4 o
"7 3 ® & < ° 5 2 T ¢ < = = %
1 = % - & J 2 I - - | ¥ o g
] 28 ] | 1 Z 2 l g L T &
0.00e+0 w i bl e L ’ .I...l. et .|. Aeid a ..yL,.I.Il il boodlt ..1....|l.n L ..L| dud s t. Ll l..l., b Ll ,L e hed v o e s Lol . N N A . L
T T T T T T T T T T T T T T T T T T T T T
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4,00e-2 -] M/z errors, search tol=50.0 ppm
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LE 20002
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Sample S6  A.APATTT[+972.317]LSPSDER.V 5



T

“iment=15 €3 £~

PID Prot. p S Mods G s slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank os: Squence (variable) lycans COT€  Score m/z m/z err, By-X MH MH €aVage  pos, Name Id Time
1)163.. 12 237 Q.GNTITVQTT([+1296.42259]FVQR.F T9(OGlycan /1296.4226)  Hex(8) 7769 00 9210549 9210726  -19.17 27611502 27612031 NRagged 9 >sp|P17260|KRE1_YEAST Protein KREL OS=Saccharomyces cerevisiae (strain ATCC 204... 1763 11.8741 sample=1 perioc
[ | »
T 7Textfiter... P~
Protein Best Best 2 # Uniq. #Mod = i
Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. ECog Bt plteraity \j
>sp|Q03674|PLB2_YEAST Lysophospholipase 2 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) O... 11.70 6.05 5971 5 2 0 35 706 1.207e+4
>5sp|Q03180|PIR3_YEAST Cell wall mannoprotein PIR3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S2... 1018 574 6379 17 1 1 58 325 5.629e+4
>sp|P17260|KREL_YEAST Protein KREL OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=55929... 9.22 916 7769 3 2 71 313 1120e+4
13|13 >sp|Q05164|HPF1_YEAST Haze protective factor 1 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c)... 8.27 8.22 7493 4 1 0 11 967 1.08le+4 -
Spectrum (double dlick to dock / undock) -
e ¢+[@]e ¢
—_ Q.GNTITVQTT[+1296]FVQR.F z=3,scan#=sample=1 period=1 cycle=976 experiment=15,scan time=11.8741
i &
] z o
4,002+2 — T &
3.00e+2
2.002+2 —|
] -
] kS e T
1.00e+2 ] ® a ® b g - wn f‘
A < - T +
i - ) — 3 A
4 o = g - |‘ p: 3 l ? ‘ ‘ g
4 o £ © 3 &
0.002+0 — w bl weutid :ﬂ.| e A ....l.:].... b .’l-.-l. 1 il unh],lhhl mam alln ol .I..|. { ll.,.[.l..l..... .|.... n ..l....“... i bl — ITTRTIRI Y EITREY) T WY l‘.. .l. e e I I Con T | |
1000 1500
40002 m/z errors, search tol=50.0 ppm
3.0022 *
20082
i€ .
5% 1002 . * .
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¢ o * L3 e . . .
0.00e+0 3 e T e . . o .
10022 > . .
-2.00e2 .
*
T T T T T T T T T T T T T T T
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Sample S2  Q.GNTITVQTT[+1296.423]FVQR.F
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T ciment=20 € £~

PID Prot. P 5 Mods Gl S, slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank o, equence (variable) yeans COr€  Score m/z m/z err. By-X MH MH €avage  pos, Name Id Time
1]101... 5 20 AASVTTTLS[+648.21129]PYDER.V S8(0Glycan / 648.2113) Hex(4) 4744 00 2 10444477 10444599 -11.66 2087.8882 20879125 NRagged 8 >5p|P47178|DANL_YEAST Cell wall protein DAN1 OS=Saccharomyces cerevisiae (strain ... 298  11.6045 sample=1 perioc

m ] »

o
Protein Best Best # # Unig. #Mod - |+
Name [Log Prob] |Log Prob]  Score Spectra Peps. Peps. e || B655 || el 3
>sp|P32612|PAU2_YEAST Seripauperin-2 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 304.25 1748 9829 381 64 61 67.5 120 1.839e+7
>sp|POCEB5|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / $288¢) O 138.61 1151 683.8 93 32 31 427 124 3.148e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 129.60 1222 7216 114 28 27 533 122 7.378e+6
IDNCEQ1IDAINR VEAST Sari in-12 NS—Cacch icias (chrain ATCC 204508 /6288, NY-5 A2 54 11.00 AEEA 12 Q Q Q2 120 211545 %
Spectrum (double dlick to dock / undock) -]
e [8)a +[6]e o o [of
6.00e+2 __ A.ASVTTTLS[+648]PYDER.V z=2,scan#=sample=1 period=1 cycle=833 experiment=20,scan time=11.6045
5.00e+2 —| =
400042 -]
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7 m/z errors, search tol=50.0 ppm
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Sample S4 A.ASVTTTLS[+648.211]PYDER.V 4



T zriment=6 € O~

PID Prot. P s Mods Gl 5 zlta Mo Obs. Cale. ppm  Off- Obs. Calc. al Glycans Protein Prot.  Scan
Rank 2= equence (variable) yeans O Score  ? m/z m/z err.  By-X MH MH Savage 0s. Name Id Time
1[122.. 10 20 AASVTTTLS[+972.31694]PYDER.V S8(OGlycan / 972.3169) Hex(6) nii o 12 3 8046659 8046776  -1452 24119832 24120182 NRagged 8 >sp|P47178|DANL_YEAST Cell wall protein DANL OS=Saccharomyces cerevisiae (strain... 298  10.8592 sample=1 perioc

n >

T 7extfiter... P~

Protein Best Best # # Uniq. #Mod - G
Name [Log RioEl |Log Prob|  Score Spectra Peps. Peps. R | GLES | ey @
10|10 >sp|P47178|DAN1_YEAST Cell wall protein DAN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) ... 22.21 115 7315 10 6 6 17 298 8.248e+4
1|1 >sp|P53301|CRH1_YEAST Probable glycosidase CRH1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S2... 20.22 7.86 610.2 15 5 0 9.5 507 2426e+4
12|12 >sp|P39005|KREI_YEAST Cell wall synthesis protein KRE9 OS=Saccharomyces cerevisiae (strain ATCC 204508 /... 19.98 15.00 926.4 2 2 1 138 276 7.218e+3
7112112 {[2} 1_VEAST Deatain VGR1 NS-S. h ici Letrain ATCC NASOR [ SRR N 55020 1240 1271 IRTT A 2 n 25 254 1. 708c.4 Y/
Spectrum (double dlick to dock / undock) =]
@ el +f@e oo
1.20e+3 —| A ASVTTTLS[+972]PYDER.V z=3,scan#=sample=1 period=1 cycde=953 experiment=6,scan time=10.8592
1.00e+3 —| &
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1 7 g =
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Sample S6 A.ASVTTTLS[+972.317]PYDER.V
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Peptides T =riment=9 € £~
Meods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
oD Sequence (variable) Shycans Score Score m/z m/z err. By-X MH MH Cleavage Pos. Name Id Time
1]356... 2 116 K.DGIVT[+324.10565]AIPK.- T5(0Glycan / 324.1056) Hex(2) 6838 3217 2 6513173 6513216  -6.59 13016273 13016358 Specific 5 >sp|POCES5|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 13.3804 sample=1 perioc
m | >
T Textfiter... P~
Protein Best Best # # Uniq. #Mod = al
Name iLog Brok] |Log Prob|  Score Spectra Peps. Peps. RECocyREAA-} Rintensity 3
V1)1 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559 17.48 9829 381 64 61 67.5 120 1.83%e+7
[ 2]2 i>sp|POCE85|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=. 1151 683.8 93 32 31 427 124 3148e+6 |
V33 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=55! 1222 7216 114 28 27 533 122 7378e+6
7 414 cnlDOCEQ1IDALNR VEAST Sari in.12 NS—Garch icias (cteain ATCC 2ASOR £ 6282 OY-5 A2 54 11.00 BBAE 12 a a a2 120 211545 i
Spectrum (double diick to dock / undock) =
B a[alo +[a]e 20
o0ess 1k DGIYT[+324]AIPK.- z=2,scan#=sample=1 period=1 cyde =894 experiment=9,scan time=13.3804
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Sample S4

K.DGIYT[+324.106]AIPK.-
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<
I

" zriment=2 € £~

5 Mods G 5 slta Mo Obs. Calc. ppm  Off- Obs. Calc. cl Glycans Protein Prot.  Scan
equence (variable) Yaus) o€ Score m/z m/z err.  By-X MH MH €avVage  pos. Name Id Time
AAATTTLSQS[+972.31694]DER.V S9(OGlycan /972.3169) Hex(6) 7334 00 3 7513006 7513146  -18.70 22518873 22519294 NRagged 9 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC2... 3411 71528  sample=1 perioc
< | (]
e
Protein Best Best # # Unig. # Mod . .
Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. R || CLYS || Iy @
>sp|P47178|DANL_YEAST Cell wall protein DAN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) ... 22.21 1115 7315 10 6 6 17 298 8.248e+4
>sp|P53301|CRH1_YEAST Probable glycosidase CRH1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S2... 20.22 7.86 610.2 15 5 0 95 507 2426e+4
>sp|P39005|KREI_YEAST Cell wall synthesis protein KRES 0S=Saccharomyces cerevisiae (strain ATCC 204508 /... 19.98 15.00 9264 2 2 1 138 276 7.218e+3
712112 1D22A1 D1 VEAST Dratain VGD1 NG ' icias (ctrain ATCC 204502 £ 2881 NY-55020 12 40 1271 7677 A 2 o 25 254 1702204 X
Spectrum (double dlick to dock / undock) =}
a ¢+fa]e 2 o
: A.AATTTLSQS[+972]DER.V z=3,scan#=sample=1 period=1 cyde=732 experiment=2,scan time=7.1528
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4 &
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Sample S6

A.AATTTLSQS[+972.317]DER.V
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T -iment=21€) £~

PID Prot. P 5 Mods Gl 5 slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank o= Equence (variable) ycans COT€  Score m/z m/z err. By-X MH MH €avage pos. Name Id Time
1]106.. 14 109 K.ALSKDGIYT[+648.21129]IAN.- T9(OGlycan / 648.2113) Hex(4) 5195 86 2 9574411 957.4461 -5.16 19138750 1913.8849 Specific 9 >sp|P53427|PAU4_YEAST Seripauperin-4 OS=Saccharomyces cerevisiae (strain ATCC2... 3439 123100 sample=1 perioc
< m J »
©
Protein Best Best # # Unig. #Mod - ol
Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. ECovRRRAA-] Rintensity (4
11 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 304.25 1748 9829 381 64 61 675 120 1.839e+7
2|2 >5p|POCES5|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=5... 1151 683.8 93 32 31 427 124 3148e+6
313 >5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 129.60 1222 7216 114 28 27 533 122 7.378e+6
[l 414 IDOCEQTIDAINR VEAST Sari in.12 OG-S icias (ctrain ATCC I0ASNR £ 682 OY-5 A2 54 1100 BBAA 12 Q Q a2 120 2115445 Z
Spectrum (double diick to dock / undock) =
] K.ALSKDGIYT[+648]IAN.- z=2,scan#=sample=1 period=1 cyde =857 experiment=21,scan time=12.3100
60022 -] .10
4 + Froro brrrr
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Sample S4 K.ALSKDGIYT[+648.211]IAN.-
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T =riment=9 £ £~

S Mods Gl 5 =lta Mo Obs. Calc. ppm  Off- Obs. Calc. al Glycans Protein Prot.  Scan
SqunCe (variable) yCans '€ Score m/z m/z err. By-X MH MH Saege Name Id Time
1|381.. 2 13 K.DGIVT[+324.10565]IAN.~ T5(OGlycan / 324.1056) Hex(2) 4794 1467 2 5957590 5957692  -17.06 11905108 11905311 Specific 5 >sp|P32612|PAU2_YEAST Serip 2 0S=! y (strain ATCC2... 3410 13.2611 sample=1 perioc
< i »
Proteins T Text fi £~
Prot. Protein Best Best = #Uniq.  #Mod ) B
Rank Name [Log Prob |Log Prob| Score Spectra Peps. Peps. ECo A Rintensity |
1)1 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 327.47 16.74 10041 632 70 67 68.9 122 3.742e+7
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 17833 1324 726.5 270 60 58 583 120 7.688e+6 o
Spectrum (double dick to dock / undock) =
] S
— K.DGIYT[+324]IAN.- z=2,scan#=sample=1 period=1 cycle=1007 experiment=9,scan time=13.2611
1,20e+3 — 87654321
roEFroor
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Sample S1

K.DGIYT[+324.106]TAN.-
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T ciment=12 @ £~

Prot. Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
R Rank Eos Sequence (variable) Chcans Score Score m/z m/z er.  By-X MH MH Cleavage Pos. Name Id Time
1)368.. 11 24 K.DPWST[+648.21129]LTPS.A T5(OGlycan / 648.2113) Hex(4) 3955 00 2 8263449 8263458  -117 16516824 16516844 CRagged 5 >5p|Q03180|PIR3_YEAST Cell wall mannoprotein PIR3 OS=Saccharomyces cerevisiae (s... 3365 136993 sample=1 perioc
n ] »
7 p-
Protein Best Best # # Uniq. #Mod 5 o
Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. EECocy RRAA=) R intenaily I
10|10 >sp|Q03674|PLB2_YEAST Lysophospholipase 2 0S=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) O... 11.70 6.05 5971 5 2 0 35 706 1.207e+4
111 >5p|Q03180|PIR3_YEAST Cell wall mannoprotein PIR3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S2... 10.18 574 6379 17 1 1 58 325 5.629e+4
12]12 >sp|P17260|KRE1_YEAST Protein KRE1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) 0X=55929... 9.22 9.16 7769 3 2 2 77 313 1120e+4
13]13 >sp|Q05164|HPF1_YEAST Haze protective factor 1 0S=Saccharomyces cerevisiae (strain ATCC 204508 / S288c)... 8.27 8.22 7493 4 1 0 11 967 1.081e+4 -
Spectrum (double dlick to dock / undock) &
B efs)e+[6] 0
| K.DPWST[+648]LTPS.A z=2,scan#=sample=1 period=1 cyde=1038 experiment=12,scan time=13.6993
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Sample S2 K.DPWST[+648.211]LTPS.A
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v __GGerv QL

5 Mods Gl PEP PEP Log Probl S Delta :lta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan 5 w
equence (variable) yeans  5p 1p  ltegProbl Score g oo Scoe 2 miz miz  em  ByX  MH MH eavage o, Name id Time car
K.GGITDYSSS[+486.15847]F.G S9(OGlycan / 486.1585) Hex(3) 1.2e-7 6.2e-5 692 4813 1954 00 2 7602939 7603065  -16.61 1519.5805 1519.6057 CRagged 9 >sp|Q03180|PIR3_YEAST Cell wall mannoprotein PIR3 0S... 3365 14.0561 sample= v
>
-
Prot. Protein Best Best £ # Uniq. #Mod ; N
%) Rank Name [Log Prob] |Log Prob| ~ Score Spectra Peps. Peps. %Cov. | #AAs | Intensty
[ 10]10 >5p|Q03674|PLB2_YEAST Lysophospholipase 2 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559292 GN=PLB2 PE=15V=1 11.70 6.05 597.1 5 2 0 35 706 1.207e+4
[ IEE WIEL Y in: 4 \CACT D, im MOCA O _C. Sz L . ANAENO £ €00 W_EEAINY CAL_WDCANE 1Ol 4 VLY 01 TIE 0 a = = 27 LEL] 4.490.. 4 N
Spectrum (double diick to dock / undock) )
W ele a ¢ | g @ o LW
120642 _- K.GGITDYSSS[+486]F.G z=2,scan#=sample=1 period=1 cyde=1050 experiment=10,scan time=14.0561
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Sample S2 K.GGITDYSSS[+486.158]F.G 51



T -iment=13 ) £~

PID Prot. p 5 Mods G S zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank os: equence (variable) lycans COT€  Score 2 m/z m/z err. By-X MH MH cavage 0s. Name Id Time
1)1342.. 11 37 K.GGITDYS[+648.21129]SSF.G S7(OGlycan /648.2113) Hex(4) 6379 0.0 2 8413211 8413329 -14.04 16816350 16816586 CRagged 7 >sp|Q03180|PIR3_YEAST Cell wall mannoprotein PIR3 OS=Saccharomyces cerevisiae (s... 3365 13.4938 sample=1 perioc
[ ] »
=
v
Protein Best Best £ # Uniq. #Mod . o
Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. EECa R AR-R Rinteasty a
>sp|Q03674|PLB2_YEAST Lysophospholipase 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) O... 11.70 6.05 5971 5 2 0 35 706 1.207e+4
>5p|Q03180|PIR3_YEAST Cell wall mannoprotein PIR3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S2... 10.18 574 6379 17 1 1u 58 325 5.629¢+4
>sp|P17260|KRE1_YEAST Protein KRE1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) 0X=55929... 9.22 916 7769 3 2 2 77 313 1120e+4
13]13 >s5p|Q05164|HPF1_YEAST Haze protective factor 1 0S=Saccharomyces cerevisiae (strain ATCC 204508 / S288c)... 8.27 8.22 7493 4 1 0 11 967 1.081e+4 -
Spectrum (double dick to dock / undock) =
B e[s)s +[6]o @ 0
: K.GGITDYS[+648]SSF.G z=2,scan#=sample=1 period=1 cycde=1031 experiment=13,scan time=13.4938
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Sample S2  K.GGITDYS[+648.211]SSF.G
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T ciment=12 € £~

Prot. Mods slta Mo Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
PID Rank Pos. Sequence (variable) Glycans Score Score m/z err. By-X MH MH Cleavage Name Time
1]464.. 2 94 RVITGVPWYST[+324.10565]R.L T10(OGlycan /324.1056)  Hex(2) 5674 00 2 801.8850  801.8985  -16.88 1602.7627 1602.7897 Specific 10 >5p|Q07987|PAU23_YEAST Seripauperin-23 0S= (strain ATC... 3438 14.5391 sample=1 perioc
< mn »
Proteins T Textfiter... P~
Prot. Protein Best + #Unig.  #Mod ) -
Rank Name [Log Prob] |Log Prob| Spectra Peps. Peps. =GR || GLES | Iy [
111 >sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 288.60 16.66 452 61 56 60.8 120 1.023e+7
2|2 >sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=5... 16038 13.28 124 39 36 435 124 2323e+6
33 >sp|P43575|PAUS_YEAST Senpaupenn~5 OS_Saccharomyca cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 142.55 1415 167 35 33 426 122 6136e+6
Gzl A1a K201 HILIMANILC, ) 101 54 1242 27 11 a 04 £12 1801a.5 A
Spectrum (double dlick to dock / undock) -]
B [5)o ¢[6]e o 0
b R.VITGVPWYST[+324]R.L z=2,scan#=sample=1 period=1 cyde=1079 experiment=12,scan time=14.5391
] o387 85832
S Vi
4 o " +
‘E 1.00e+2 —_ g -
z
1 @
i B
x
i = a
5.00e+1 — &
7 T
] 2 | i |
B . <47 > 2 ~ ¢
ihee bl i W i
acoeso—d_ L LA L LURCITEEI TN O o Ll I L 1 ||||||| [N Ll 1 |
T — T T — T | T T T T
L = )
6002 _: m/z errors, search tol=50.0 ppm
40002 -
L 2.00e2 —: *
£E 3 * . . ¢
] ] . . * . .
© 0.00e+0 * * . g .
7 M P . . . .
20002 .
g .

Sample S6 R.VITGVPWYST[+324.106]R.L

miz
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T iment=12 @ £~

s Mods Gh s zlta Mo Obs. ppm  Off- cl Glycans Protein Prot.  Scan
equence (variable) yeans <O Score m/z err. By-X €avage  pos Id Time
RVITGVPWYS[+486.15847]TR.L S9(OGlycan / 486.1585) Hex(3) 4855 0.0 8829132 8829249 -13.24 17648192 1764.8426 Specific 9 >sp|POCES5|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 14.9705 sample=1 perioc
m | »
T 7extfiter... P~
Protein Best Best # Unig. # Mod = |l
Name [Log ichl |Log Prob|  Score Spectra Peps. wHE5R || BEES | iy 3
>5p|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 304.25 17.48 982.9 381 64 61 67.5 120 1.83%e+7
>5sp|POCES5|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=5... 138.61 1151 683.8 93 32 31 427 124 3.148e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 0S=Sacch y isiae (strain ATCC 204508 / 5288c) OX=559... 129.60 1222 216 114 28 27 533 122 7.378e+6
Gl ALa cnlDACEQ1IDALNR VEAST Sari in.12 N6=Carch iciae (cteain ATCC INASNR £ G20 NY-5 A2 5A 11.00 ABAA. 12 Q Q Q2 120 2115445 X
Spectrum (double diick to dock / undock) g

B e[s]o +[a]: = 0 [GF
| R.VITGVPWYS[+486]TR.L z=2,scan#=sample=1 peﬁod=1£yde=948 experiment=12,scan time=14.9705
1.50e+3 —
1.00e+3 —
=
5.002+2 |
7 ®
] o & B 2 +
82 o o *
] AR 2
0.00e+0 we e M il Bl e A o wed w0 b TSR T
T T T T T T T
E 1520
m/z errors, search tol=50.0 ppm
2.00e-2
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L 2
1.00e2 ve
LE LS . ¢ .
Lo
© 7 0.00e+0 - . '3 o
* * *
10022 -
-2.00e2 +
T T T T T T T T T T T T T
500 1000 1500

Sample S4

R.VITGVPWYS[+486.158]TR.L
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T eriment=6 € P~

Peptides
PID PrAut. P 5 Mods Gl S, slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank o5 cquence (variable) yeans O Score m/z m/z er.  By-X MH MH €aVage  pog, Name Id Time
1]119.. 2 94 RVITGVPWYS[+486.15847]TR.L S9(OGlycan / 486.1585) Hex(3) 468.2 00 3 5889442 588.9524 -1392 1764.8180 1764.8426 Specific 9 >sp|POCES5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 146791 sample=1 perioc
m ] »
Y 7extfiter... P~
Protein Best Best # # Uniq. #Mod = ol
Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. R || L | Ty (4
>sp|P32612|PAU2_YEAST Seripauperin-2 0S=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) 0X=559... 304.25 1748 9829 381 64 61 67.5 120 1.839e+7
>sp|POCE85|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=5... 138.61 11.51 683.8 93 32 31 427 124 3.148e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (stram ATCC 204508 / 5288c) 0X=559... 129.60 1222 7216 114 28 27 533 122 7.378e+6
IDNCFOTIDAINR VEAST i in.12 NS-G. [etrain ATCC INASNR [ SRR NY -8 A2 54 11.00 RRA A 12 Q Q Q2 120 2115a.5 ol
Spectrum (double dlick to dock / undock) (-]
B < [5]o +[a)o o o
- R.VITGVPWYS[+486]TR.L z=3,scan#=sample=1 period=1 cycle=938 experiment=6,scan time=14.6791
1.50e+2 — 10987654321
Pr o crbcer
4 VITGVPWYSTR
2 17949678916
- I3
T o
o
1.00e+2 —
= -
E T
5.002+1 —| i -
0 [} wn 3
1 3 N S &
J L = P 2 g & e
L = b =
. & & 2 &
ooneo_ LT IL || II I |Il||]||||| (I 1 | NN A [T I L 1l ||
T T —T— T T T T T T T T T T T T T T T T T T T T 1
400 &0 00 - 1000 1200 1400 1600
—_— m/z errors, search tol=50.0 ppm
1.00e2 . * - . . *
.
2 0.00+0 ot . . * ¢ + . .
o E .
o E .
SR L0022 * . . ¢
-2.00e2 .
-3.002
-4.00e-2 *
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Sample S4 R.VITGVPWYS[+486.158]TR.L .



T iment=13 € P~

P:ot. Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Prot.  Scan
PID Rank ‘ Pos. ‘ Sequence (variable) Glycans Score Score  * m/z m/z err. By-X MH MH Cleavage Pos. Id Time
1]936... 2 94 RVITGVPWYST[+648.21129]R.L T10(OGlycan /648.2113)  Hex(4) 6504 00 2 9639353 9639513  -16.62 19268633 1926.8954 Specific 10 >sp|Q07987|PAU23_YEAST Seripauperin-23 0S=Saccharomyces cerevisiae (strain ATC... 3438 149432 sample=1 perioc
il »
T 7extfiter... P~
Protein Best Best # # Uniq. #Mod = |l
Name |Log Prob |Log Prob]| Score Spectra Peps. Peps. R | ES | Iy 3
>sp|Q3E770|PAUI_YEAST Seripauperin-9 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 288.60 16.66 988.6 452 56 60.8 120 1.023e+7
>5p|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=5... 160.38 1328 7186 124 39 36 435 124 2323e+6
>sp|P43575|PAUS5_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 142.55 1415 7371 167 35 33 426 122 6.136e+6
K201 HILIMANIC, i tain) 101 54 1242 0521 M0 A AL 1an s A2
Spectrum (double dlick to dock / undock) =
B ofale +[a]o o0
] R.VITGVPWYST[+648]R.L z=2,scan#=sample=1 period=1 cycde=1093 experiment=13,scan time=14.9432
6.002+3 —
] 2
i . 3
5.002+3 — o,
E I
] [ g N
400043 ]
S 300043
2.000+3 ]
N < @
] = T
E +
1.002+3 —| 3 1 ~
B 3 < * 3 g
B Q [ T & ~ a
: { AR 3 8 i | |
0.00es0 I L T =L B Sy TN P P JLI. S WYY A S , i lia - LI. N VI ! |
00 00 = 1000 1200 100 1600
2.00=-2 o m/z errors, search tol=50.0 ppm
1.50e-2
M *
10022
* * - *
‘ég 5.00e3 " . L S .
S8 0.00e40 . -t .
- . M . * .
5,003 -
.
-1.00e-2 *
*
15022 .
*
T T T T T T T T T T T T T T T T T T T T T T T
— - N 400 600 800 miz 1000 1200 1400 1600
Sample S6 R.VITGVPWYST[+648.211]R.L 56



T eriment=5 € £~

Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan

Sequence (variable) Clycans Score Score % m/z m/z err. By-X MH MH Cleavage Pos. Name Id Time
1]115.. 3 94 RVITGVPWYST[+648.21129]R.L T10(OGlycan /648.2113)  Hex(4) 5947 0.0 3 6429572 6429700  -19.83 1926.8572 1926.8954 Specific 10 >sp|POCES5|PAU19_YEAST Seripauperin-19 0S=Sacch y isiae (strain ATC... 3420 144496 sample=1 perioc
< m ] »
Proteins T4 P~
Prot. Protein Best Best 2 # Uniq. # Mod . i
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. w0 || G655 || Mely (4
1)1 >sp|Q3E770|PAUY_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 24832 15.68 955.8 342 58 (55, 67.5 120 1.797e+7 i
= = = o s
Spectrum (double dlick to dock / undock) -]
@ af@e +f@e 2o
—| R.VITGVPWYST[+648]R.L z=3,scan#=sample=1 period=1 cycle=946 experiment=5,scan time=14.4496
1.002+3 —
T o
8.002+2 —
= 6.00e+2
g i «
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u o b a
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i € LA ® ke g
£ - b 2
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g 3 3 © ~ o o o
p— o bt dh IlJ.“l bl |IIL. o MJ il i d i"ni it b Ll I|.'-°|.. ki ¢ sl " n.J ke bl L -lnf...lllnl i L.l.m].m... [~ \ 0 I I i | i '
T T T T T T T T T T T T T T T T T T T T
200 10 o 500 1000 1200 100
m/z errors, search tol=50.0 ppm
2,00e-2
* *
a2 . o .
¢ e e . . . e . .
| ££0,00e+0 .o - -
BE * * ‘ * ‘e M . -
© 3 1.00e2 - *
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T iment=18 € £~

5 Mods G s zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
cquence (variable) ycans COT€  Score m/z m/z err. By-X MH MH €aVage  pos, Name Id Time
RVITGVPWYS[+810.26412]TR.L S9(0Glycan / 810.2641) Hex(5) 647.2 12 2 10449594 10449777 -17.60 20889114 2088.9482 Specific 9 >sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATC... 3438 14.6709 sample=1 perioc
< mn »
Proteins 7 . P
. Prot. Protein Best Best # #Uniq.  #Mod ) B
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. ZECovy (R ARC] (Qlitensiy ]
11 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) 0X=559... 327.47 16.74 1004.1 632 70 67 689 122 3.742e+7
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 0S=Sacch y (strain ATCC 204508 / 5288¢) OX=559... 17833 1324 7265 270 60 58 583 120 7.688e+6 .
Spectrum (double dick to dock / undock) &
@ ef@]e ¢[@]e o o
i R.VITGVPWYS[+810]TR.L z=2,scan#=sample=1 period=1 cyde=1056 experiment=18,scan time=14.6709
1.502+4 —| +
&
B o
8
b 8
i o
1.00e+4 — T
2 ]
n
5.002+3 —| = .
o n
. q 2 = T 2 i
s
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hn} + H o
- Bz - -
; J A . .
3 Tl =
000640 e d ] el U Gid ok d et o1alLLLT T | R N R . TE. L
1000 1500
3.00e-2 =] M/z errors, search tol=50.0 ppm
2.00e2
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JE ere s, . . o’ . . . .
SR 0.00e+0 . . 4 e .. 23 . .
o . * * R
10062 L2 . - . + *
.
2.0022 *
-3.002 i
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Sample S1

R.VITGVPWYS[+810.264]TR.L
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T iment=12 @ £~

e

8o +(a]e 2 0 [G])

PID Prot. P s Mods G s slta Mo Obs. Calc. ppm  Off- Obs. Protein Prot.  Scan
Rank e SqLence (variable) Y2 O Score Z m/z m/z er.  By-X MH Name Id Time
1]927... 2 94 RVITGVPWYS[+810.26412]TR.L S9(OGlycan / 810.2641) Hex(5) ms 12 3 6969746 6969876  -18.69 20889092 2088.9482 Specific >5p|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATC... 3438  14.8259 sample=1 perioc
< m »
Proteins
Prot. Protein Log Probl Best Best # # Uniq. #Mod | 5l
Rank Name [LogBrobl |Log Prob|  Score Spectra Peps. Peps. (]
1)1 >sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 288.60 16.66 988.6 452 56
2|2 >sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Sacch yces (strain ATCC 204508 / 5288¢) OX=5... 160.38 1328 7186 124 36
33 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 142.55 1415 7371 167 33
[l 414 10201 HLRAANILC, i tain) 101 54 1242 0521 27 ~
Spectrum (double dick to dock / undock) [}

Sample S6

R.VITGVPWYS[+810.264]TR.L

5.002+3 —| R VITGVPWYS[+810]TR.L z=3,scan#=sample=1 period=1 cycle=1089 experiment=12,scan time=14.8259
4.002+3 —
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] ]
- I
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H e 3 3
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T iment=20 € £~

PID Prot. P s Mods Gl S =lta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank o= equence (variable) ycans O Score  Z m/z m/z err.  By-X MH MH €aVage  pos. Name Id Time
1]187... 2 94 RVITGVPWYS[+972.31694]TR.L S9(OGlycan / 972.3169) Hex(6) 624 12 2 11259857 11260041 -16.40 22509641 2251.0010 Specific 9 >sp|POCEB5|PAU19_YEAST Seripauperin-19 0S=Sacch y isiae (strain ATC... 3420 143431 sample=1 perioc

m J »

-
]
Protein Best Best 2 # Uniq. #Mod = al
Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. 2 | S5 | My ]
>sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) 0X=559... 304.25 17.48 9829 381 64 61 675 120 1.839%e+7
>sp|POCEBS5|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=5... 138,61 11.51 683.8 93 32 31 427 124 3.148e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 129.60 1222 7216 114 28 27 533 122 7.378e+6
IDACEQ1IDALINR VEAST Sari in-12 NS=6: iciaa (ctrain ATCC 204508 £ 28\ OX-5 A2 54 1100 AR A 12 a a a2 120 2118245 s
Spectrum (double dick to dock / undock) =}
\f_& @ (@ |Q 4 @ a2 ® 3
| R.VITGVPWYS[+972]TR.L z=2,scan#=san|:u|e—;1 period=1 cyce=926 experiment=20,scan time=14.3431
2.00e+4 —
T +
i &
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R &
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z ] 2 =
g ] T :
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T =riment=7 ) £~

Prot. Mods slta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
PID Rank ‘ Pos. Sequence (variable) Glycans Score Score  * m/z m/z Err. By-X MH MH Cleavage os. Name Id Time
[1]131.. 2 94 RVITGVPWYS[+972.31694]TR.L S9(OGlycan /972.3169) Hex(6) 6997 12 3 7509908 7510052  -19.20 22509578  2251.0010 Specific 9 >5p|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATC... 3438  14.6208 ple=1 perioc
i »
T Te
Protein Best Best # # Uniq. # Mod . Gl
Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. EeCoL)[REAA-Y Rlntensily |
>5sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=559... 288.60 16.66 988.6 452 61 56 60.8 120 1.023e+7
>5p|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=5... 160.38 1328 7186 124 39 36 435 124 2323e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 14255 1415 7371 167 35 33 426 122 6.136e+6
K201 HLIMANILC, i tainl 101 54 1242 0521 27 11 n M4 AA2 1an LY ol
Spectrum (double dlick to dock / undock) 8
< +[ale 2 0
N R.VITGVPWYS[+972]TR.L z=3,scan#=sample=1 period=1 cycle=1082 experiment=7,scan time=14.6208
1.502+4 ]
. 10987654321
4 rrrrrcEccer
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i 2
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T iment=16 €@ £~

Spectrum (double dlick to dock / undock)

+[a]2 o o R

S Mods Gl S zlta Mo Obs. Calc. ppm  Off- Obs. a Glycans Protein Prot.  Scan
equence (variable) yeans. O Score  Z m/z m/z err. By-X MH €avage  pos, Name Id Time
RVITGVPWYS[+1134.36976]TR.L S9(0Glycan /1134.3698)  Hex(7) 604.1 12 2 12070075 1207.0306 -19.11 24130077 24130538 Specific 9 >5sp|POCEBS5|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 14.2868 sample=1 perioc
mn ] »
T Textfiter... P~
Protein Best Best # # Uniq. #Mod = o
Name [Log Prob] |Log Prob| Score Spectra Peps. Peps. EeCeu(pnat Rlntensity |
>sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 304.25 1748 9829 381 61 67.5 120 1.839e+7
>sp|POCES5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=5... 138.61 11.51 683.8 93 32 31 427 124 3.148e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 0S=Sacch yces isiae (strain ATCC 204508 / 5288c) 0X=559... 129.60 1222 7216 114 28 27 533 122 7.378e+6
IDNCEQ1IDAINR VEAST Sari 12 NG-G. iciaa [ctrain ATCC 204508 £ €288 AY-5 A2 54 11.00 ABAA 12 a Q a2 120 2115025 %
-]

| R.VITGVPWYS[+1134]TR.L z=2,scan#=sample=1 period=1 cycde=924 experiment=16,scan time=14.2868
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Sample S4 R VITGVPWYS[+1134.370]TR.L
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T iment=11 ) £~
=
Prot. Mods slta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
PID Rank Pos. Sequence (variable) Glycans Score Score m/z m/z err. By-X MH MH Cleavage 0 Name Id Time
11129.. 2 94 RVITGVPWYS[+1134.36976]TR.L S9(OGlycan /1134.3698) Hex(7) 659.5 12 3 805.0098 805.0228 -16.14 24130149 2413.0538 Specific 9 >sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATC... 3438 143391 sample=1 perioc
< | M
<
Protein Best Best # # Uniq. #Mod =
Name [Log Prob] |Log Prob]  Score Spectra Peps. Peps. 2AE || DLLS || LY
>5p|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / $288¢) 0X=559... 288.60 16.66 988.6 452 61 56 608 120 1.023e+7
>5p|Q07987|PAU23_YEAST Seripaup 23 0S=Sacch 1y (strain ATCC 204508 / 5288c) OX=5... 16038 1328 7186 124 39 36 435 124 2323e+6
>5p|P43575|PAUS5_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢c) OX=559... 14255 1415 7371 167 35 33 426 122 6.136e+6
K21 HILIMARNILC, i tainl 101 54 1242 0521 27 11 n M4 RA2 1801 LY
Spectrum (double diick to dock / undock)
B o [s)o +[5] = o [GR
| R.VITGVPWYS[+1134]TR.L z=3,scan#=sample=1 period=1 cycde=1072 experiment=11,scan time=14.3391
2.00e+4 —|
b g
i T
4 &
1.50e+4 — &
T 2
£ ] T
8 ] 2
E 1.00e+4 P
]
. T +
&
] 5
5.002+3 | - +
. N =Y
E &
+ P
] « & w ‘ ~ F S
E 3 7 w I3 i = I
oooeso o i ikl la s IPTUUIN ¥ NOPSR TN . eendf o M L L R VR Y E P I ] N
150 1500
m/z errors, search tol=50.0 ppm
1.00e2
Tt e o e ,° . . *
0.00e+0 PR . ‘{0 e * * ‘e
: % ¢ * *
B2 ¢ .
©F 10002 . * .
.
-2.00e-2
*
.
*
T T T T T T T T T T T T T T
\ 500 miz 1000 1500

Sample S6 R VITGVPWYS[+1134.370]TR.L
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T ciment=13 ) £~

Peptides
Mods zlta Mo Obs. Calc. ppm  Off- Obs. Glycans Prot.
ED Sequence (variable) Glycars Score Score  * m/z m/z er.  By-X MH Cleavage Pos. Id

1]185.. 2 94 RVITGVPWYS[+1296.42259]TR.L S9(OGlycan /1296.4226)  Hex(8) 6191 12 3 859.0241 859.0404 -19.03 2575.0577 25751067 Specific 9 >sp|POCEB5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 141067 sample=1 perioc
< | n J »
Proteins . P

Prot. Protein Best Best # # Uniq. # Mod . =

Rank Name [Log Prob| |Log Prob]  Score Spectra Peps. Peps. R || CALS || ey 3
111 >sp|P32612|PAU2_YEAST Seripauperin-2 0S=Saccharomyces cerevisiae (strain ATCC 204508 / $288c) OX=559... 304.25 1748 9829 381 64 61 67.5 120 1.839%e+7

2|2 >sp|POCEB5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=. 138.61 1151 683.8 93 32 31 427 124 3.148e+6
3|3 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 129.60 1222 7216 114 28 27 533 122 7.378e+6
[zl A1A IDNCFQTIDAILNR VEAST Sari in.18 NS-C: ici Letrain ATCC INASOR £ SRR NY -8 A2SA 1100 RRAA. 12 Q Q Q2 120 2115a.5 Y/
Spectrum (double dlick to dock / undock) =

K

« +[a]o o o (o]

1.50e+3 —

1.00e+3 —

Intensity

5.00e+2 —§

0.00e+0 —

Hex-36

.ulu|| b b

Hex

_| R.VITGVPWYS[+1296]TR.L z=3,scan#=sample=1 period=1 cyde=918 experiment=13,scan time=14,1067

Pep_2+
~¥6

bs

+
I
=

e bs-18

—— Pep_1+

3.00e-2

2,00e-2

1.00e-2

Obs -
Cale mjz

0.00e+0

-1.00e-2

m/z errors, search tol=50.0 ppm

1200

Sample S4 R.VITGVPWYS[+1296.423]TR.L
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Peptides T -iment=16 € £~
Mods slta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
A Sequence (variable) Shycans Score Score m/z m/z er.  By-X MH MH Cleavage Pos. Name Id Time
1]185.. 2 94 RVITGVPWYS[+1458.47541]TR.L S9(OGlycan /1458.4754)  Hex(9) 4551 12 3 913.0484 913.0580 -10.59 27371305 27371595 Specific 9 >5sp|POCES5|PAU19_YEAST Seripauperin-19 0S=Sacc €5 ¢ (strain ATC... 3420 141388 sample=1 perioc
m ] »
5
'}
Protein Best Best 2 # Uniq. #Mod s <
Name [Log Prob] |Log Prob| Score Spectra Peps. Peps. e Cov [ AA-] Rlitensity 4
11 >sp|P32612|PAU2_YEAST Seri in-2 0S=Sacc YCES Ci (strain ATCC 204508 / 5288c) 0X=559... 304.25 17.48 9829 381 64 61 67.5 120 1.83%e+7
2|2 >sp|POCES5|PAU19_YEAST Senpaupenn -19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=5... 138,61 11.51 683.8 93 32 31 427 124 3.148e+6
¥13)3 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (stram ATCC 204508 / 5288c) OX=559... 129.60 1222 7216 114 28 27 533 122 7.378e+6
2 A1a enlDNCFOTIDAINR VEAST Saris in.12 NS-C. L [etrain ATCC 2ASOR [ €82 NY -8 A2 54 11.00 ARA A 12 Q Q Q2 120 2115a45 ol
Spectrum (double dlick to dock / undock) =
: R.VITGVPWYS[+1458]TR.L z=3,scan#=sample=1 period=1 cyde=919 experiment=16,scan time=14.1388
4,002+2 —| =
3
3.00e+2 — g
S .
2.002+2 —
i b4
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i &
1.00e+2 — i 3 g
= o o +
- 3 2
b 3 - T e + Ao : &
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0.00040 ] i 1l ||i IR TR | ||||||" Y [T BT TR TTE VRTINT VO WONON'S W TIRT! THl 1 i|||||1| hoabbbo o om0 il o i |l||| |||I|||| W T ||| [ BT B W a0 e e bl NN I
T T T T T T T T T T T T T T T T T
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3.00=-2 o m/z errors, search tol=50.0 ppm
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Sample S4

R.VITGVPWYS[+1458.475]TR.L
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T iment=13 € £~

Prot. P 5 Mods
Rank oS equence (variable)

1]193.. 2 94 RVITGVPWYS[+972.31694]TRL.R S9(0Glycan /972.3169) Hex(6) 465.5

PID Glycans Score

zlta Mo

z
Score

12 2

Calc.

MH Cleavage
23640851 CRagged 9

>sp|POCESS|PAUL9_VEAST Seri

< mn

Scan
Time
3420 158694 sample=1 perioc

Proteins

=z
Prot. Protein
Rank Name

11 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 304.25

7l 212 IDNCERSIDALNQ VEAST Sari in-10 NS=Sacch [ctrain ATCC 20AS0R £ 282 NY=5 138 A1

|Leg Prob|

17.48
1151

Best
Log Prob]| Cov;

120

124

#AAs

Spectrum (double dlick to dock / undock)
: LR

h - S,
@ S &

I
2.00e+3 —| R.VITGVPWYS[+972]TRL.R z=2,scan#=sample=1 period=1 cycle=979 experiment=13,scan time=15.8694
1.50e+3 |

1.00e+3 —

Intensity
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5.00e+2 —|
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"b6-18
b6

Pep_2+

 b7-18

7

b8
i———

2+

=— Pep_1+

.....h;....... WL

i 'bs-18

4.00e-2 —| m/z errors, search tol=50.0 ppm
2.00e2

0bs
Cale mjz

-2.00e-2

4.00e-2

0.002+0 % toe +

Sample S R.VITGVPWYS[+972.317]TRL.R
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T iment=10 € £~

5 Mods G S zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) fycans '€ Score  Z m/z m/z err. By-X MH MH cavage 5 Name Id Time
RVITGVPWYST[+972.31694]RL.R T10(OGlycan /972.3169)  Hex(6) 5869 08 3 7886845 7886999  -19.53 2364.0389  2364.0851 CRagged 10 >sp|POCEB5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 15.8658 sample=1 perioc
< | m ] »
Proteins v
Prot. Protein Best Best 2 # Uniq. #Mod - |
@ Rank | Name [Log Prob] |Log Prob| Score Spectra Peps. Peps. %Cov. #AAs Intensity ‘J
V33 >sp|POCESS5|PAU19_YEAST Senpaupenn -19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=5... 123.82 692.3 77 31 30 427 124 2619e+6
[Zla1a cnll2C1 HUBMANIC amm. i 7552 Q215§ 17 2 o 128 642 1827225 L
Spectrum (double dlick to dock / undock) =]
s e ¢(@]e o &
__ R.VITGVPWYST[+972]JRL.R z=3,scan#=sample=1 period=1 cyce=995 experiment=10,scan time=15.8658
1.002+3 — © ~
4 é z 2
— <~ X
b +
8.00e+2 — N,
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1 &
__— E
£ co0er2—
4,00e+2 | &
b g
u o &,
i 1w z 8 i 2
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800 e 1000 1200 1400 1600
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40002 ] m/z errors, sear ppm
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Sample S3

R.VITGVPWYST[+972.317]RL.R
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T zriment=7 € £~

s Mods G 5 slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
cquence (variable) lycans COT€  Score m/z m/z err. By-X MH MH €avage  pos. Name Id Time
RVITGVPWYS[+1134.36976]TRL.R S9(OGlycan /1134.3698) Hex(7) 5744 12 3 8427011 8427175 -19.51 2526.0886 25261379 CRagged 9 >sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATC... 3438 158940 sample=1 perioc
< . >
Proteins T o
- Prot. Protein Best Best # # Unig. # Mod - -
Rank Name ILog Prob] |Log Prob| Score Spectra Peps. Peps. ECoY R ANC] Rintensty 3
1)1 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 136.57 1425 968.4 163 30 27 287 122 1.440e+6 i
= = s
Spectrum (double dick to dock / undock) g
B o[s)o +[s]o o 0
] R.VITGVPWYS[+1134]TRL.R z=3,scan#=sample=1 period=1 cycle=1120 experiment=7,scan time=15.8940
] 3
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4 2
=
£ 1.00e+3 £ =
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R.VITGVPWYS[+1134.370]TRL.R
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T iment=12 @ £~

Prot.
Rank

1]170.. 5 94

Mods
(variable)

S9(OGlycan /1296.4226)

‘ PID ‘ Sequence Glycans

RVITGVPWYS[+1296.42259]TRL.R Hex(8)

5363

e— zlta Mo

12 3

Obs.
m/z

896.7207

Score

Calc.
m/z

896.7351

ppm
€rr.

-16.04

Off-
By-X

Obs. Calc.
MH MH

26881476 26881907 CRagged 9

Cleavage

< [0

Glycans
0s.

>sp|POCE85|PAUL_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC...

Protein
Name

Prot.  Scan
Id Time

3420 157642 sample=1 perioc

»

Proteins

o-

T 7extfiter...

l;rot.
Rank

“13]3
e

Protein
Name

>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559...

|Log Prob|
117.08

Best
|Log Prob|
1443

Score
9721 24

Best 2
Spectra

# Uniq.
Peps.

#Mod
Peps.
39 344 12 3360e+6

% Cov. #AAs Intensity

Spectrum (double dick to dock / undock)

B ofe]a +[a]e o 0

R.VITGVPWYS[+1296]TRL.R z=3,scan#=sample=1 period=1 cyde=1107 experiment=12,scan time=15.7642

3.50e+2
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m/z errors, search tol=50.0 ppm
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T iment=11 ) £~

Prot. Mods slta Mo Obs. Glycans Prot.  Scan
PID Rank Pos. Sequence (variable) Glycans Score Score ™z Cleavage Pos. d Time
1125.. 4 91 RMITGVPWYS[+486.15847]TR.L S9(OGlycan / 486.1585) Hex(3) 5494 8988985  898.9109 17967896  1796.8146 Specific 9 >sp|POCE91|PAU18_YEAST Serip h (strain ATC... 3409 154065 sample=1 perioc
n ]
v o
Protein Best Best #Mod s |
Moo |Log Prob| Log Prob| S Spectra % Cov. #AAs Intensity @
>sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 304.25 17.48 9829 381 61 67.5 120 1.839e+7
>sp|POCE85|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=5... 138.61 1151 6838 93 31 427 124 3.148e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 129.60 1222 7216 114 27 533 122 7.378e+6
Zlaia <nlDACEOTIDALN® VEAST Sari in.12 NG—C iciaa (chrain ATCC 20AS0R £ 6292 OY-5 A2 54 11.00 BBEE. 12 a a2 120 2118225 X
Spectrum (double dlick to dock / undock) =
B o[5)o (5] o0
5.00e+2 — R.MITGVPWYS[+486]TR.L z=2,scan#=sample=1 period=1 cycdle=963 experiment=11,scan time=15.4065
4,00e+2 —
3.00e+2 — Y
a
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1.00e+2 | a '3 .
1 & 2 53 2 %
i _ 3 32
] bl ol b i 2 st w b o3 ' n k |
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30022 m/z errors, search tol=50.0 ppm
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Sample S4

R.MITGVPWYS[+486.158]TR.L
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Peptide List (double diick to dock / undock)

[}

T iment=14 ) £~

Prot. Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
[y Rank Bos Sequence (variable) Clycans Score Score m/z m/z err.  By-X MH MH Cleavage Pos. Name Id Time
155 91 RMITGVPWYS[+648.21129]TR.L S9(0Glycan / 648.2113) Hex(4) 6030 00 2 9799187 9799374  -19.04 1958.8301 1958.8674 Specific 9 >sp|POCE91|PAUL8_YEAST Seripauperin-18 0S=S5: (strain ATC... 3409 153883 sample=1 perioc
< . »
Proteins 7
Prot. Protein Best Best # #Uniq.  #Mod ) -
‘ Rank Name [Log Prob| |Log Prob| Score Spectra Peps. Peps. EECoC) IR AC) intensRy [
1)1 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 327.47 16.74 1004.1 632 70 67 689 122 3.742e+7
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 178.33 13.24 7265 270 60 58 583 120 7.688e+6 ~
Spectrum (double dlick to dock / undock) &
B a[a]c +[a]o o 0
- 7 R.MITGVPWYS[+648]TR.L z=2,scan#=sample=1 period=1 cyde=1081 experiment=14,scan time=15.3883
\20e+3 —
1.002+3 | =
8.002+2 & 2
4 o H
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= =
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1 I R N : i d il L] Y Bk I
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50 - 1000 1500
4,0022 ] m/z errors, search tol=50.0 pom
N .
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= ] M .
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Sample SI R.MITGVPWYS[+648.211]TR.L
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Peptide List (double diick to dock / undock)

)

T zriment=7 € P~

=
Prot.

Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
PID Rank Pos. Sequence (variable) Glycans Score Score m/z m/z Err. By-X MH MH Cleavage 0! Name Id Time
11124.. 4 91 R.MITGVPWYST[+648.21129]R.L T10(OGlycan /648.2113)  Hex(4) 5734 00 3 6536155 653.6273 -18.14 19588319 1958.8674 Specific 10 >sp|POCE91|PAUL8_YEAST Seripauperin-18 OS=Saccharomyces cerevisiae (strain ATC... 3409 152549 sample=1 perioc
< m J »
Proteins T Textfiter... P-
Prot. Protein Best Best # #Uniq.  #Mod ) B
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. 2885 || LS || el (]
1)1 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 304.25 1748 9829 381 64 61 67.5 120 1.83%e+7
2|2 >sp|POCE85|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=5... 138,61 1151 6838 93 32 31 427 124 3.148e+6
3|3 >5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 129.60 1222 7216 114 28 27 533 122 7.378e+6
7l 414 IDOCEQ1IDALNR VEAST Seri in.12 NS=§ iciaa (ctrain ATCC 204508 £ S282-) NY-5 A2 54 1100 7743 12 a a a2 120 211505 4
Spectrum (double dick to dock / undock) =
_| R.IMITGVPWYST[+648]R.L z=3,scan#=sample=1 period=1 cyce=958 experiment=7,scan time=15.2549
1.00e+3 —
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u 2
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Sample S4 R.MITGVPWYS[+648.211]TR.L
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T iment=16 € -

Prot Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
EI Rank Bo= Sequence (variable) Glycans Score Score m/z m/z err. By-X MH MH Cleavage Pos. Name Id Time
1)122.. 4 91 RMITGVPWYS[+810.26412]TR.L S9(OGlycan / 810.2641) Hex(5) 6440 12 2 10609436 10609638 -19.05 21208799 21209203 Specific 9 >sp|POCE91|PAU18_YEAST Seripauperin-18 OS: (strain ATC... 3409 150311 sample=1 perioc
m ]
v o-
Protein Best Best # # Unig. #Mod = =
Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. 2 || B | My 4
>sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 304.25 17.48 9829 381 64 61 67.5 120 1.839e+7
>sp|POCEB5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) O 13861 1151 683.8 93 32 31 427 124 3.148e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / $288c) OX=559... 129.60 12.22 7216 114 28 27 533 122 7.378e+6
IDNCFOTIDAILNR VEAST Sari in-12 NS-C. ici [etrain ATCC INASNR £ SRR NY -8 A2 5A 11.00 RRAA. 12 Q Q Q2 120 2115a.5 A2
Spectrum (double dlick to dock / undock) =
B o[5)s +[6] » 0GP
| R.MITGVPWYS[+810]TR.L z=2,scan#=sample=1 period=1 cycde=950 experiment=16,scan time=15.0311
1.002+4 —|
] g &
i g ©
d =
8.002+3 —| :
£ 6.00e+3
s i
4.002+3 ] 8
i o
&
u . +
1 & o
2.00+3 | &
4 |
T T & |
: w3 Tpg 3
o00es0 . dhlieatad Boe e JUB R L el NV A . L. Wl 1 .
e 1000 1500
2.00=-2 | m/z errors, search tol=50.0 ppm
1.00e2 - .
LIPS N - * . ¢ o o ° . * ¢ .
.2 0.00e+0 P v . - . . .
3:: -1.00e2 ‘ ‘ ‘ . 4 e .
. .
2,002 . R
-3.002 *
*
T T T T T T T T T T T T T T T
500 mz 1000 1500

Sample S4 R.MITGVPWYS[+810.264]TR.L
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T ciment=10 @ P~
Prot. Mods slta Mo Obs. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
Bl Rank Eos: Sequence (variable) Clycans Score Score  Z m/z err. By-X MH MH Cleavage Pos. Name Id Time
1|957.. 6 91 R.MITGVPWYS[+810.26412]TR.L S9(OGlycan / 810.2641) Hex(5) 6842 12 3 7076310 7076449  -1979 21208783 21209203 Specific 9 >5p|POCE9L|PAUL8_YEAST Seripauperin-18 OS=Saccharomyces cerevisiae (strain ATC... 3409 152348 sample=1 perio
< mn »
Proteins T Textfiter.. P~
Prot. Protein Best Best 2Uniq.  #Mod ) -
Rank Name ILog Prob] |Log Prob|  Score Peps. Peps. 2 || ORS || ImEy o
10|10 >5p|P47178|DAN1_YEAST Cell wall protein DAN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) ... 22.21 1115 7315 10 6 6 17 298 8.248e+4 n
111 >5p|P53301|CRH1_YEAST Probable glycosidase CRH1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S2... 20.22 7.86 610.2 15 5 0 95 507 2426e+4
12]12 >sp|P39005|KRE9_YEAST Cell wall synthesis protein KRE9 OS=Saccharomyces cerevisiae (strain ATCC 204508 /... 19.98 15.00 9264 2 2 1 138 276 7.218e+3
712112 ID2QA1AIVADT VEAST Dratain VGD1 NG—Gacck iciaa (ctrain ATCC 204502 £ 62921 OY-55020 1240 1221 7677 A 2 I as 254 1708e.4 S
Spectrum (double dick to dock / undock) g
B afs)o ¢(a]e o o[n]
7] R.MITGVPWYS[+810]TR.L z=3,scan#=sample=1period=1 cyde=1163 experiment=10,scan time=15.2348
3.006+3 -}
] o
b 7
2.502+3
b <
2.002+3 =
z . 8 | «
H ] 5| 2 K &
= 1.50e+3 - o
] 8 &
1.00e+3 3 *
i o - ¢
] 8 . k>
5.00+2 - 3 " - g
] ~ 2 I B a
= th @ ©
1 ababunl L, LU it i : |
] = . -1 2
ooesod___ 1 ML L |I|l LLI.I. ol 4 bl | it o, . 2, |..ll, L i | IV A . i, ! o . . .
20 o0 1000 1200 150
3.00e-2 -} M/z errors, search tol=50.0 ppm
20022 * . .
*
.SE 1.00e-2 * *
C':: v . . . . ¢
0.00+0 LAl ‘ MR S . . M
. * . .o, .
-1.00e2 . .’
*
T T T T T T T T T T T T T T T T T T T T T T T T T
\ 400 600 miz 800 1000 1200 1400

Sample S6 R.MITGVPWYS[+810.264]TR.L
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T -iment=19 € £~

5 Mods Gl s zlta Mo Obs. Calc. ppm  Off- Obs. Calc. al Glycans Protein Prot.  Scan
cquence (variable) ycans O Score 2 m/z m/z err. By-X MH MH cavage| p, Name Id Time
1]134.. 6 91 RMITGVPWYS[+972.31694]TR.L $9(OGlycan /972.3169) Hex(6) 6103 12 2 11419723 11419902 -1567 22829373 22829731 Specific 9 >sp|POCE91|PAUL8_YEAST Seripauperin-18 OS=Saccharomyces cerevisiae (strain ATC... 3409 15.0656 sample=1 perioc
m »
T Textfiter... P~
Protein Best Best # # Uniq. #Mod . o
Name ILog Prob| |Log Prob]  Score Spectra Peps. Peps. 2AET || NS | Vsl @
>sp|P47178|DANL_YEAST Cell wall protein DAN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) .. 22.21 1115 7315 10 6 6 17 298 8.248e+4
>sp|P53301|CRH1_YEAST Probable glycosidase CRH1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S2... 20.22 7.86 610.2 15 5 0 9.5 507 2426e+4
12|12 >sp|P39005|KREI_YEAST Cell wall synthesis protein KRE9 OS=Saccharomyces cerevisiae (strain ATCC 204508 /... 19.98 15.00 926.4 2 2 1 138 276 7.218e+3
712112 VEAST Dratain VGD1 NS=Sarck icias (ctrain ATCC 204508 £ §292-) NY-55020 1240 1221 7671 A 2 o 25 254 1708a.4 =
Spectrum (double dlick to dock / undock) =
B a[]c ¢[6]o o o (o]
6:00+3 — R MITGVPWYS[+972]TR L z=2,5can#=sample=1period=1 cyce=1097 experiment=13,scan time=15.0656
500243 -] —
4.00e+3 —_
E 3.00e+3 -]
=
] 2
2.002+3 — 2
b +
1.002+3 — o -
i T g
] - 2 - *—l o
4 > ~ o T e ‘ o
0.00e+0 — ol m‘n_iu: | O L 'f'.?.,f 1 ]_L. .Z. i v 3 L II‘ l . ' [ ; .
= 1000 1500
3.00e2
20082 *
g 100=2 . e . . " .,
E= 000000 .t ‘ LA ‘ Li . e
o530 . R * T M4 - * e . .
-1.00e-2 . -
. * -
-2.00e-2 .
-3.00e-2 * *
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e g 500 miz 1000 1500

Sample S6 R.MITGVPWYS[+972.317]TR.L e



T -iment=11E P~
S Mods G s slta Mo Obs. Calc. ppm  Off- Obs. Calc. al Glycans Protein Prot.  Scan
equence (variable) lycans O Score m/z m/z Err. By-X MH MH €aVa0€  pos, Name Id Time
R.MITGVPWYS[+972.31694]TR.L S9(OGlycan / 972.3169) Hex(6) 6366 12 3 7616496 7616625  -1696 22829344 22829731 Specific 9 >sp|POCE9L|PAU18_YEAST Serip in-18 0S=Sacch yces cerevisiae (strain ATC... 3409 14.9982 sample=1 perioc
n ] »
Proteins T Text fiter...
Prot. Protein Best Best # #Unig.  #Mod ) 2
Rank Name [Log Prob| |Log Prob]  Score Spectra Peps. Peps. ECovy A<} pintensiy A
11 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 304.25 17.48 9829 381 64 61 67.5 120 1.839e+7
2|2 >5sp|POCEBS5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=5... 138,61 1151 683.8 93 32 31 427 124 3.148e+6
3|3 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (straln ATCC 204508 / 5288c) OX=559... 129.60 1222 7216 114 28 27 533 122 7.378e+6
7l A14 IDNCEQ1IDAINR VEAST Sari oV a vt [ctrain ATCC 20ASNR 7 €288 OY-5 A2 5A 11.00 6666 12 a a 02 120 2115245 a
Spectrum (double diick to dock / undock) =
e ¢+[@]e 2 &
— R.MITGVPWYS[+972]TR.L z=3,scan#=sample=1 period=1 cyde=949 experiment=11,scan time=14.9982
600242 ]
] 2
. 3
5.002+2 — =
y o
400242 5 &
) o T a
£ ] g £
£ ] s
h 3.00e+2 3
1 2
] s
2.002+2 — ?;;
. - 3 ® 3
1.002+2 — E|. 3 3z, F3 e B X
] é stz 0 . 8
| bl il b sy st S u
0.00e+0 ) | |||] ]”H il ||L' bl Fuainl l||“ W il i-||‘ [ |||| n iull ki hid |i| ool v bowlull db b b alinh 1|||||‘|||||||] TR T AT T RN TTURTENIN | [VIRTRRNEN [ BEAN] i ||| vl [N | '
T T T T T T T —T T T u T T T T T T T T T T
200 500 - 500 1000 1400
60002 _: m/z errors, search tol=50.0 ppm
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™ ]
- E ]
85 20022
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-2.00e-2 —
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Sample S4 R.MITGVPWYS[+972.317]TR.L
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T iment=20 € P~

s Mods Gh s slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
cquence (variable) yeans COT€  Score m/z m/z err. By-X MH MH £avage 0s. Name Id Time
R.MITGVPWYS[+1134.36976]TR.L S9(OGlycan /1134.3698)  Hex(7) 5423 12 2 12230150 12230166 -1.30 24450227 24450259 Specific 9 >sp|POCE91|PAU18_YEAST Seripauperin-18 OS=Saccharomyces cerevisiae (strain ATC... 3409 149209 sample=1 perioc
m ] »
N
Protein Best Best # # Unig. #Mod - il
Name ILogBrob] |Log Prob|  Score Spectra Peps. Peps. R || LS | Iy [}
>sp|P32612|PAU2_YEAST Seripauperin-2 0S=Sacch y isiae (strain ATCC 204508 / 5288¢) OX=559... 304.25 1748 9829 381 64 61 61.5 120 1.839%e+7
>5sp|POCE85|PAU19_YEAST Seripauperin-19 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=! 13861 1151 683.8 93 32 31 427 124 3.148e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 129.60 1222 7216 114 28 27 533 122 7.378e+6
IDACEQTIDALNR VEAST Sari in.12 NS h iciaa (ctrain ATCC 204502 £ §288) NY-5 &2 54 1100 FEE R 12 a a a2 120 2115245 =
Spectrum (double dlick to dock / undock) =
- R.MITGVPWYS[+1134]TR.L z=2,scan#=sample=1 period=1 cyde =946 experiment=20,scan time=14.9209
j 10987654321
Pre chorce
1.00e+3 — MITGVPWYSTR
e i
4 {2345678916
8.00e+2 —
g 6.002+2 —
2
z 4
4,002+2 — +
i &
] L &
2.00e+2 — +
] P e 8o ® S g
= mn & 2 o ¢
- TSI St S A £ A ¥
0.002+0 — I S LT ik sl biddo e ] PR IS PSRN ST e ot ovemme & - L L P i 2o .
E) 000 50
4002 m/z errors, search tol=50.0 ppm
3.0022
-
2.00e-2
=
25 100e2 .
S . LA e
“ * . * e 4
0.00e+0 » . v v . .
.
10022 . * . :
.
-2.00e-2
T T T T T T T T T T T T T
500 miz 1000 1500

Sample S4
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T =riment=6 £ £~

s Mods Gl 5 slta Mo Obs. Calc. ppm  Off- Obs. Calc. cl Glycans Protein Prot.  Scan
cquence (variable) yeans O Score m/z m/z er.  By-X MH MH €3Va9€  pos. Name Id Time
1|199.. 5 91 R.MITGVPWYS[+1134.36976]TR.L S9(OGlycan /1134.3698) Hex(7) 621.0 12 3 8156651 815.6802 -18.44 24449808 24450259 Specific 9 >sp|POCE91|PAU18_YEAST Seripauperin-18 OS=Saccharomyces cerevisiae (strain ATC... 3409 147414 sample=1 perioc
< m ] »
Proteins T Textfiter.. P-
- Prot. Protein Best Best # # Uniq. #Mod - =
Rank Name ILog Prob] |Log Prob|  Score Spectra Peps. Peps. 2 || GAES || el 3
11 >sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 248.32 1568 955.8 342 58 55 67.5 120 1.797e+7 i
= - . - -
Spectrum (double dlick to dock / undock) g
B ofa]o +[6]o o o [oF
7 R.MITGVPWYS[+1134]TR.L z=3,scan#=sample=1 period=1 cycle=956 experiment=6,scan time=14.7414
1.50e+3 —
i g
3
1.00e+3 — =
2
z 1 2
g2 4 +
8 )
N : 3
x5 a
I
] ]
5.002+2 —
N o
T +
o ot
_ = 3 a
5
_ + a
< 3 oofE o o ® 2
T E = NL 5 @ = ; b=} ¢ 5 53 ’} z | ‘
£ = I 5 32
0.00e+0 -] [ . [ Lo b abiodilad, il AT 00 PV VTN § RPRU NS I A N | PERT R [ 1 PR L . L . " 1 . .
T T i T i T T T T T T T T
EL) o 1000 1500
4.00e-2 =) 'm/z errors, search tol=50.0 ppm
*
-E ] .
2 E E . . .
'Sjo.ooeoo—_ e - * +— A o e . L4 - s 2 . o R
a e * .
E 4 . -
20022 . =
B .
T T T T T T T T T T T T T T T
500 mz 1000 1500

Sample S3 R.MITGVPWYS[+1134.370]TR.L
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T eriment=4 € £~

Prot. Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
PID Rank Pos. Sequence (variable) Glycans Score Score m/z m/z err. By-X MH MH Cleavage Pos. Name Id Time
1]540.. 1 47 RAHLAEYYS[+162.05282]F.Q S8(0Glycan /162.0528) Hex(1) 5453 2776 2 6317762 6317824  -985 12625451 1262.5575 CRagged 8 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Sacch yces isiae (strain ATCC2... 3411 150035 sample=1 perioc

i >

T Textfiter... P~

=
- Prot. Protein Best Best 2 # Uniq. #Mod = |l
Rank Name [Ecg Beobi |Log Prob|  Score Spectra Peps. Peps. EECosyiREAAC] Rlntenstly |
11 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 327.47 16.74 1004.1 632 70 67 689 122 3742e+7
12 >sp|P32612|PAU2_YEAST Seripauperin-2 05=S: ces isiae (strain ATCC 204508 / 5288¢) OX=559... 178.33 1324 7265 210 60 58 583 120 7.688e+6 .
Spectrum (double dick to dock / undock) -]
B o [a)o +[6]o o 0
7] R.AHLAEYYS[+162]F.Q z=2,scm#=samp|e=1 period=1 cycle=1068 experiment=4,scan time=15.0035
2.002+4 —
1 >
1.502+4 — G E
B g 7 2
E 2
2
Z R
1.00e+4 —| a3
4 3
4 a i
] 2 5
5.00e+3 —
1 2
1 3 +
1 pd £ ) i
3 A s 2 o
b "y q ~ S
B L] % o = 5 T ‘ o
0.002+0 - - | Y |...].J LI T e bt s I |'||| L 'l B II il N Lowgro da v ownn 0 S g - ; . Bl
00 500 120
2002 m/z errors, search tol=50.0 ppm
10022 .
i . . . . . - . .
00040 * * S . . - - .
- . .
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O -1.00e2 * *
-2.00e-2
-3.00e-2
.
T T T T T T T T T T T T T T T T T T T T T T
200 400 mz 500 00 1000

Sample SI R.AHLAEYYS[+162.053]F.Q 79



T =eriment=9 € £~

Peptides
Prot. Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
PID ‘ Rank Pos. Sequence (variable) Glycans Score Score m/z m/z err. By-X MH MH Cleavage 0s, Name Id Time
1|516... 1 47 RAHLAEYYS[+324.10565]F.Q S8(0Glycan / 324.1056) Hex(2) 6363 3205 2 7127986 7128088  -14.33 14245899 14246104 CRagged 8 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2. 3411 146634 sample=1 perioc
<[ m >
Proteins T Textfiter... P~
Prot. Protein Best Best 2 # Unig. # Mod s |4
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. ZCov )RR A=) Rintensiy ]
1)1 >5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) 0X=559... 327.47 16.74 10041 632 70 67 689 122 3.742e+7
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 178.33 1324 7265 270 60 58 583 120 7.688e+6 o
Spectrum (double dick to dock / undock) [}
Bofela ¢[ae o0
] R.AHLAEYYS[+324]F.Q z=2,scan#=sample=1 period=1 cycde=1056 experiment=9,scan time=14.6634
1.502+4 —| =
i o
£ 1.00e+4
5
2 i
E 3
o 3
J [ .
= X
5.002+3 — = 2 >3
] 2. : E,
£ =
i g 3
T P f'i 1 2 %2
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0.00e+0 — . ke b il 1 n =E lI sidd. u'lhll.., L . il booatudu RS i .J‘ L d . - . . A I .
200 0 0 100 1200
20022 m/z errors, search tol=50.0 ppm
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. 1.00e2 A . . + -
gé 0.00e+0 * e *- * * ® i - te 'S * *
S . . .
* .
-1.002-2 * . *
*
-2.00e-2
*
T T T T T T T T T T T T T T T T T T T T T T
200 400 600 800 1000 1200
Sample ST ~ R.AHLAEYYS[+324.106]F.Q 80



T iment=11E £~

s = Mods e — zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Cleav: Glycans Protein Prot.  Scan
equence (variable) ycans O Score m/z m/z err. By-X MH MH €avage  poe, Name Id Time
1]440... 2 47 RAHLAEYYS[+486.15847]F.Q S8(OGlycan / 486.1585) Hex(3) 5428 2265 2 7938216 7938352  -1716 1586.6360 1586.6632 CRagged 8 >5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC2... 3411 143392 sample=1 perioc
< m ] »
Proteins T o~
z
Prot. Protein Best Best # # Uniq. # Mod s Sal
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. e Cov)[pRAl ] Rincensity, |
1)1 >sp|Q3E770|PAU9_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 24832 1568 955.8 342 58 55 67.5 120 1.797e+7 i
= e racT e - s cAc e - - aTrr anacan icann. reaaac aar 2202 4na ac . =
Spectrum (double dick to dock / undock) -]
B o[e)e +[8)e oo [GF]
8.00e+2 —| R-AHLAEYYS[+486]F.Q z=2,scan#=sample=1period=1 cyde=942 experiment=11,scan time=14.3392
. o
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Sample S3

R.AHLAEYYS[+486.158]F.Q
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" iment=15 3 £~

5 Mods Gl S slta Mo Obs. Cale. ppm  Off- Obs. Cale. cl Glycans
equence (variable) yeans O Score m/z m/z err. By-X MH MH cavage 0s.

R.AHLAEYYS[+648.21129]F.Q S8(0Glycan /648.2113) Hex(4) 4519 1844 2 8748477 874.8616 -16.00 17486880 17487160 CRagged 8 >5p|P43575|PAU5_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2... 14,6684 sample=1 perioc
<[ [0 »
Proteins

Prot. Protein Best Best + #Uniq.  #Mod ) B
Rank Name Log Prob] |Log Prob| Score Spectra Peps. Peps. 2@ | GRS | ity |
11 >sp|P43575|PAUS5_YEAST Seripauperin-5 OS= Y (strain ATCC 204508 / S288c) OX=559... 327.47 16.74 1004.1 632 70 67 689 12 3.742e+7
2|2 >5p|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces (strain ATCC 204508 / 5288¢) OX=559... 178.33 13.24 726.5 270 60 58 583 120 7.688e+6 o
Spectrum (double dick to dock / undock) (-]
@ e #(@]e o o (W)
7| R.AHLAEYYS[+648]F.Q z=2,scan#=sample=1 period=1 cycle=1056 experiment=15,scan time=14.6684
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200 400 500 mz 00 1000 1200 1400
m/z errors, search tol=50.0 ppm
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Sample ST ~ R.AHLAEYYS[+648.211]F.Q
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Peptide List (double dlick to dock / undock)

Peptides

2
T =riment=4 € £~

PID
1|51L. 2

Mods
(variable)

S8(OGlycan /162.0528)

Sequence Glycans

R.AHLAQYYS[+162.05282]F.Q Hex(1)

Calc.
m/z

631.2904

ppm  Off-
er.  By-X
-14.69

Obs.
MH

Calc.
MH

Cleavage Shycans
0s.

12615550 12615735 CRagged 8

<

n

]

>sp|P32612|PAU2_YEAST Seripauperin-2 0S=Saccharomyces cerevisiae (strain ATCC 2...

Protein
Name

Prot.  Scan
Id Time

3410 146023 sample=1 perioc

>

Proteins

T Textfiter... P

I;rot.

Rank

Protein
Name

1)1 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 327.47
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 17833

Spectra

632
210

3

70
60

# Uniq.
Peps.

#Mod

67
58

Peps.

% Cov.

689
583

#AAs  Intensity

122
120

3.742e+7
7.688e+6

3

Spectrum (double diick to dock / undock)

a]c + (6] © o [5F[]

7.002+3 —|

Intensity

R.AHLAQYYS[+162]F.Q z=2,scan#=sample=1 period=1 cyde=1054 experiment=4,scan time=14.6023

imm_Y

~y2

b3

bs

L b6-18

b6

b7

2~y 7

————— ~b8

— Pep_t+

4.00e-2

3.00e-2

2.00e-2

1.00e-2

Cale mjz

0.002+0

-1.00e-2

m/z errors, search tol=50.0 ppm

1000

Sample S1

R.AHLAQYYS[+162.053]F.Q

83



Peptide List (double dlick to dock / undock) 75
T eriment=9 € P~
PID Prot. P s Mods Gl s slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank 0% Squence (variable) ycans '€ Score 2 m/z m/z er.  By-X MH MH Savage 0s. Name Id Time
1|506.. 2 45 RAHLAQYYS[+324.10565]F.Q S8(0Glycan / 324.1056) Hex(2) 6195 3495 2 7123077 7123168  -1284 14236081 14236264 CRagged 8 >5p|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC2... 3410 144929 sample=1 perioc
< m ] »
Proteins T Textfiter... P~
=
Prot. Protein Best Best # # Uniq. #Mod . il
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. " || DL || ey (]
111 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) 0X=559... 32747 16.74 1004.1 632 70 67 689 122 3.742e+7
2|2 >5p|P32612|PAU2_YEAST Seripauperin-2 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 17833 1324 7265 270 60 58 583 120 7.688e+6 o
Spectrum (double dlick to dock / undock) &8
B e [s]e +[6]e = 0 [F
1.202+4 1 R AHLAQYYS[+324]F.Q 2=2,scan#=sample=1 period=1 cyde=1050 experiment=9,scan tme=14.4323
. 987654321
] AHEAQYYSF
100244 —| o 173738789
&
B =
8.002+3 —
£ cones3o w, 8
£ i g o B
. 3 X
] 8 + -
4,00e+3 — & o
4 2 g H
= -4
7 - 3
g & £ < H
X = 3
2.002+3 —| 2
i =
. H \ g2 T
B @ 5 ‘ th o 2
0.00e+0 . ! L .| i ll.n'f‘.l.'l...l.nL L | Il II . IJ | | !nl Ll I‘° Lt seobiodut LT s ] I : A : . :
0 ) 1200
m/z errors, search tol=50.0 ppm
40022
*
3.00e2
LB 20022
=
°3 1ove2 . d
et & . * *
0.00e+0 L4 . * * - ot . . -
* - * e
* L d
10022 . *
*
T T T T T T T T T T T T T T T T T T T T T T
200 400 00 miz 800 1000 1200

Sample

SI  R.AHLAQYYS[+324.106]F.Q
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T zriment=8 € £~

S Mods Gl S zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Squence (variable) yeans '€ Score 2 m/z m/z er.  By-X MH MH €aVage  pos, Name Id Time
1[104.. 2 45 RAHLAQYYS[+486.15847]F.Q S8(OGlycan / 486.1585) Hex(3) 5561 2762 2 7933282 7933432  -1896 15856491 15856792 CRagged 8 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Sacch, yces isiae (strain ATCC2... 3410 14.2649 sample=1 perioc
< m »
Proteins v
Prot. Protein Best Best # #Uniq.  #Mod ) B
Rank Name [Log Prob] |Log Prob| Score Spectra Peps. Peps. ECov (AR} pinter=y |
11 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Sacch yces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 327.47 16.74 1004.1 632 70 67 689 12 3.742e+7
2|2 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 178.33 1324 726.5 270 60 58 583 120 7.688e+6 >
Spectrum (double dlick to dock / undock) =
B e[6)o +[0] o 0[]
- R.AHLAQYYS[+486]F.Q z=2,scan#=sérnp|e=1 period=1 cyde=1042 experiment=8,scan time=14.2649
8.002+2 — o2
] &
T o x
i & o
= &
6.00e+2 — -
= T 3 -
£ X = ~
- B 3
H ]
4,00e+2
T 2
b r 3 0
| € 8 3 =
3
2.00e+2 — 2 <
- 3
i 3 I ©
o : N = 5
& = n T Z & 3 2 =
i o} 5 ? A I 3
J 11 I R e iR al..
—— IRV TIPS ST AT ST P T Y PO .a\“ vt bl o I {1 PPN L I B T NFIREY P B ) i P N O O R (P O W w e A P P ; i i . i i

500 miz 1000 1500
m/z errors, search tol=50.0 ppm
o L 2
. . .
1,002 N . N +
-3 ve o F g * *
. . .
5 £ 0.00e40 * . .
o= * . . . *
. .
-1.00e2 . .
.
2.00e2 .
*
T T T T T T T T T T T T T T T T
500 miz 1000 1500

Sample SI R.AHLAQYYS[+486.158]F.Q 85



T ciment=16 € £~

Prot. Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
B Rank Bos; Sequence (variable) Glycans Score Score m/z m/z err. By-X MH MH Clexvage 0s. Name Id Time
(1124 1 45 RAHLAQYYS[+648.21129]F.Q S8(OGlycan / 648.2113) Hex(4) 4201 1982 2 8743673 8743696  -268 17477273 17477320 CRagged 8 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC2... 3410 141683 sample=1 perioc
n »
Prot. Protei Best Best # # Uni #Mod
rot. rotein e niq. o B il
Rank Name [LogBrob] |Leg Prob| Score Spectra Peps. Peps. %Cov. || #AAs | Intensity (]
1)1 >sp|P32612|PAU2_YEAST Seripauperin-2 0S= y isiae (strain ATCC 204508 / S288c) OX=559... 304.25 1748 9829 381 64 61 61.5 120 1.839e+7
7 212 IDACEQSIDALING VEAST Sari 10 NS-Sarch icias (ctrain ATCC 20ASR £ €282 NY-5 132 A1 1151 6228 a2 2 21 127 124 2148246 o
Spectrum (double dlick to dock / undock) &
B afo]c +[a]e o 0
_— R.AHLAQYYS[+648]F.Q z=2,scan#=sample=1 period=1 cyde=920 experiment=16,scan time=14.1683
1.00e+3 —
8.00e+2 —
£ co0er2—
2 i
= =
4,00e+2 ] ::
E =
. & -3
‘ 3
4 o o o &
; = 8
2.00e+2 — 3 a
4 _ 8 3
4 o a8 - ® o ~ :
H 3 ;8 ez | 2 - :
] L, 1l | | 2 i S |
0.002+0 — L b : [N el vuoly w bt |‘||I|||| {9 ¥ 1 mmll L bt vl Il PN L0 v uit | donb b i 0 el kab duijw v enn oo wonny wen o .ilu TR T Y WY A T T A - L
200 400 00 miz 800 1000 1200 1400
6.00e-2
m/z errors, search tol=50.0 ppm
4.00e-2 *
.
= 2.00e2 - . .
« E *
3 . .
°F 0.002+0 ¢ . . . . . *
¢ . R .
-2.00e2 - * ‘
-
.
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 00 miz 00 1000 1200 1400

Sample S4 R.AHLAQYYS[+648.211]F.Q
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T iment=14 @ £~

Prot. Mods slta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
EID Rank | PO Sequence (variable) Glycans Score “seore m/z m/z er.  By-X  MH mH  Cleavage “po Name I Time
1]6483 1 102 R.LKPAISSALS[+486.15847]K.D S10(OGlycan /486.1585)  Hex(3) 4681 0.0 2 8009109 8009244  -16.89 1600.8144 16008415 Specific 10 >sp|Q3E770|PAUY_YEAST Seripauperin-9 0S=Saccharomyces cerevisiae (strain ATCC 2... 3461 10.6253 sample=1 perioc
< mn J »
Proteins v
Prot. Protein Best Best # # Uniq. #Mod = Sl
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. EECoVyRRAASY Rlnteasiy 3
1)1 >sp|Q3E770|PAUS_YEAST Seripauperin-9 0S=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 248.32 1568 955.8 342 58 55 67.5 120 1.797e+7 i
= s s e s
Spectrum (double dick to dock / undock) &
B e[s]o ¢6)o o0
| R.LKPAISSALS[+486]K.D z=2,scan#=sample=1 period=1 cyde=817 experiment=14,scan time=10.6253
1.00e+3 —
8.002+2 —
£ 6.00e+2 —
b z
4.002+2 — ¢
4 g
. +
3 +
4 2 2 & +
2.002+2 | X o A
: < 5
4 = - 2 1
] | . T = m o B 2 2 l 2
il e 3 a . ¢ P 2 : o & o 3. \ 2
0.00e+0 . '.|I il L. I il .il.' 1t .n|||l..... alilh lll b Lo i I ok dhw I]‘.En.l.'..l. i -Illnl ......E.iL. b o 1 .n.!l.ill. 91" FEPPT Lol :thul wmain 2l b b 4 M s .........ﬁu..'....f..JI. ..I;l.....n..,...I " I..l......:.u TRPTTRT PRI TP PRI TR I..k. L o s s :
200 400 500 500 - o0 1200 1400 500
h m/z errors, search tol=50.0 ppm
20002 ] .
] * .
] . * .
- E 0.00e+0 . *. ‘ * + *
s B . * . .
°o®
= a . LS . .
T *
-2.00e2 — . -
40022
- *
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 €00 800 miz 1000 1200 1400 1600

Sample S3

R.LKPAISSALS[+486.158]K.D
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T =riment=4 ) £~

5 Mods Gl 5 slta Mo Obs. Cale. ppm  Off- Obs. Cale. a Glycans Protein Prot.  Scan
equence (variable) yeans O Score  Z m/z m/z er.  By-X MH MH €3V39E  pog, Name Id Time
1]7843 1 102 R.LKPAISSALS[+486.15847]K.D S10(OGlycan / 486.1585)  Hex(3) 5513 24 3 5342769 5342853  -1582 16008162 1600.8415 Specific 10 >sp|P32612|PAU2_YEAST Seripauperin-2 0S=S: ) isiae (strain ATCC2... 3410 108293 sample=1 perioc
m ] »
T Textfiter... P~
Prot. Protein Best Best # # Unig. #Mod . ol
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. wHEE || SLLS | IRy [
11 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Sacch y isiae (strain ATCC 204508 / 5288¢) OX=559... 304.25 1748 9829 381 64 61 61.5 120 1.839e+7
2|2 >sp|POCEBS5|PAU19_YEAST Seripauperin-19 OS=Sacck yces isiae (strain ATCC 204508 / 5288¢) OX=5... 138,61 11.51 683.8 93 32 31 427 124 3148e+6
313 >sp|P43575|PAUS5_YEAST Seripauperin-5 O5=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 129.60 1222 7216 114 28 27 533 122 7.378e+6
Zlaia <nlDACEO1IDALINR VEAST Sari in.12 N6—6. iciaa (cteain ATCC 204508 £ 629221 OY-§ A2 G4 1100 BEEA. 12 a a a2 120 2115025 4
Spectrum (double dlick to dock / undock) &
B c[o)e +[6]e o 0
#5022 | R IKPAISSALS[+486]K.D 2=3,5can#=sample=1period=1cyde =808 experiment=4scan time=10.8293
2.00e+3 —
1.50e+3 —
1.00e+3 —
4 @
E o
n +
i g & &
5.00e+2 — T a
R & 2
1 o3 + & o | ~ ® 2
] I 1 : : . :
E 3 @) Te 8 B _ o © o + 3 o
000sr0 I vl II i (P | Ll it b JLs s d L b st Bade e L BB 3 . L L i : .
vz 1000 1500
m/z errors, search tol=50.0 ppm
3.00e2
*
*
20022
JE .
Si 1.00e-2 ve . . *
* * . . * ® *
0.002+0 . - - . -
. * . .
10022
* . *
T T T T T T T T T T T T T T T T
500 miz 1000 1500

Sample S4 R.LKPAISSALS[+486.158]K.D
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T -iment=16 € £~

D Prot. P s Mods Gl s slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank o= quence (variable) cans O Score m/z m/z err. By-X MH MH €avage| poc. Name Id Time
1]865.. 2 102 R.LKPAISSALS[+648.21129]K.D S10(OGlycan /648.2113)  Hex(d) 3756 55 2 8819345 8819508  -18.51 17628617 17628943 Specific 10 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 2. 3410 106924 sample=1 perioc
< m | »
v o~
Protein Best Best # # Uniq. # Mod ; |
Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. ECovy RRAA) [Rlntenaty )
>5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 32747 16.74 1004.1 632 70 67 689 122 3.742e+7
>sp|P32612|PAU2_YEAST Seripauperin-2 0S= Y (strain ATCC 204508 / S288¢) OX=559... 17833 134 7265 210 60 58 583 120 7.688e+6 <
Spectrum (double dlick to dock / undock) -]
=1 o) e
B +[@a v 0
-] R.LKPAISSALS[+648]K.D z=2,scan#=sample=1 period dde=919 experiment=16,scan time=10.6924
1.20e+3 —
1.002+3 —
8.002+2 —|
2 i
6.002+2 —|
4,00e+2 —|
2,00e+2 a & o
] 2 o § v =
- B o o
] E £y o o - r i E 3 .
. L e DO S e U, S VNV § Aol L z L ,
500 1000 1500
6002 7 m/z errors, search tol=50.0 ppm
4,002 .
3 .
S R . . .
= g e o * e . . ..
S 0.00e+0 . . - - vy .
3 .
-2.00e2 o ‘ . M
— *
40002
A *
T T T T T T T T T T T T T
500 mwz 1000 1500

Sample S1 R.LKPAISSALS[+648.211]K.D
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T =riment=5 ) £~

5 Mods Gl 5 slta Mo Obs. Cale. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) ycans COT€  Score Z m/z m/z Eerr. By-X MH MH €aVage  pos, Name Id Time
102290 1 102 R.LKPAISS[+648.21129]ALSK.D S7(OGlycan / 648.2113) Hex(4) 4856 00 3 5882979 5883030  -8.60 17628791 1762.8943 Specific 7 >sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 2... 3461 105024 sample=1 perioc
n ] »
Y Textfiter... P~
Protein Best Best # # Uniq. #Mod = 5l
Name [Log Prob| |Log Prob]  Score Spectra Peps. Peps. 2 || GLS | My A
11 >sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Sacch yces isiae (strain ATCC 204508 / 5288¢) 0X=559... 288.60 16.66 988.6 452 61 56 60.8 120 1.023e+7
2|2 >sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX: 160.38 13.28 7186 124 39 36 435 124 2323e+6
3|3 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 142.55 1415 7371 167 35 33 426 122 6.136e+6 <
Spectrum (double dlick to dock / undock) -
7| R.LKPAISS[+648]ALSK.D z=3,scan#=sample=1 period=1 cyde=941 experiment=5,scan time=10.5024
8.00e+2
6.002+2 —
g i
E b +
4.002+2 — 2 "‘ o
8 a 3
4 5 E; &
+
b +
I
2.002+2 | - o a
3 3 >
2 2
1 2 ~ +
1 ’ . t fe 2 : - 5
] 3 28| gx A L 3 $ 3 N
— il I b .L.I [kl .......l;..u...ll TP s bbb il ...:........?;I_Ll.l.la.. b b d sl ey |l i H Lt : ; A Wl ll , -
200 400 500 miz 500 1000 1200 1400
3.002
m/z errors, search tol=50.0 ppm
2,00e-2
.
1.00e2 * - - 3
* *
2 Eooeso ‘ s L . ¢ . * .
°® . .
10002 2 * .
-2.00e-2
-3.00e2
.
T T T T T T T T T T T T T T T T T T T T T T T T T T
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Sample S6  R.LKPAISS[+648.211JALSK.D

90



T ciment=13 ) £~

5 Mods G s slta Mo Obs. Cale. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
cquence (variable) lycans O Score m/z m/z err. By-X MH MH €avage| pos. Name Id Time
1)881. 1 102 R.LKPAIS[+810.26412]SALSK.D S6(0Glycan /810.2641) Hex(5) 3976 66 2 9629589 9629772  -1896 19249106 19249471 Specific 6 >sp|P32612|PAU2_YEAST Seripauperin-2 0S= y (strain ATCC2... 3410 10,0036 sample=1 perioc
< n »
Proteins T Textfiter... P+
- Prot. Protein Best Best # # Uniq. #Mod - =
Rank Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. wHE || GLYS || sy ]
1)1 >sp|P32612|PAU2_YEAST Serip 2 0S=Sacch y isiae (strain ATCC 204508 / 5288c) OX=559... 304.25 1748 9829 381 64 61 67.5 120 1.839%e+7
7212 IDOCERSIDALNQ VEAST Sari 10 NS—Carck iciaa (ctrain ATCC 204508 /62881 NY-5 132 A1 1181 6228 02 EV) 21 1271 124 2148046 A
Spectrum (double diick to dock / undock) -]
B af@la ¢f@]e o 0
] R.LKPAIS[+810]SALSK.D z=2,scan#=sample=1 period=1 cycde=780 experiment=13,scan time=10.0036
6.00e+3 m
5.00e+3 .
4.00e+3 .
= 200003
2.00e+3 .
100243 6 N & 9;; 1‘
] £ = < g . g
] o ; 2 g 2 |
0.002+0 — bos o [P R ol N I’: ol PN o bea et - PN __.ll.... PO . Ao —_— -
500 1500
m/z errors, search tol=50.0 ppm
3.00e-2
.
2.00e-2
* *
‘g% 1.00e-2 . * - -t
] LA ¢ . . . e ‘
0.00e+0 + .
N -
10022 . . .
-
-2,00e-2
T T T T T T T T T T T T T
500 miz 1000 1500

Sample S1 R.LKPAIS[+810.264]SALSK.D
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T zriment=5 € £~

5 Mods Gl S slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) yeans o€ Score m/z m/z err.  By-X MH MH €Vage  poe, Name Id Time
1)830... 2 102 R.LKPAISS[+810.26412]ALSK.D S§7(OGlycan / 810.2641) Hex(5) 5169 00 3 6423138 6423206  -10.57 19249268 19249471 Specific 7 >sp|P32612|PAU2_YEAST Seripauperin-2 0S=S y isiae (strain ATCC2... 3410 103352 sample=1 perioc
< | m ] »
Proteins T Textfiter.. P~
- Prot. Protein Best Best # # Uniq. #Mod . il
Rank Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. BHEED || GLES || D) )]
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 327.47 16.74 1004.1 632 70 67 689 122 3.742e+7
>sp|P32612|PAU2_YEAST Seripauperin-2 0S=Sacch yces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 17833 1324 7265 270 60 58 583 120 7.688e+6 s
Spectrum (double dick to dock / undock) =)
B e(a)e +[a]e o0
: R.LKPAISS[+810]JALSK.D z=3,scan#=sample=1 period=1 cycde=907 experiment=5,scan time=10.3352
i 10987654321
1.20e+4 Ercccboor
B LKPAISSALSK
_ 1737387854
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2 4
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] .
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Sample S1 R.LKPAISS[+810.264]ALSK.D .



T iment=17 € £~

Peptides

PID Prot. P s Mods Gl 5 zlta Mo Obs. Calc. ppm  Off- Obs. Calc. al Glycans Protein Prot.  Scan
Rank 2. cquence (variable) yeans COT€  Score % m/z m/z er.  By-X MH MH €aVage  poe Name Id Time

1]893.. 1 102 R.LKPAISS[+972.31694]ALSK.D S7(OGlycan /972.3169) Hex(6) 4046 12 2 10439853 10440036 -17.57 2086.9633  2087.0000 Specific 7 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC2... 3410 101262 sample=1 perioc

< m

Proteins <

Best # #Unig. #Mod

Best -
|Leg Prob]  Score Spectra Peps. Peps. ZECovy ALY Rlnteasity 3

- I;rot. Protein
Rank Name [Log Prob]

111 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 304.25 1748 9829 381 64 61 67.5 120 1.839e+7
7212 IDNCERSIDALNQ VEAST Sari in-10 NS-G. iciaa [ctrain ATCC 201502 /€282 NY-5 138 A1 1151 6222 02 22 2 11 124 2148046 %/

Spectrum (double dlick to dock / undock)

&% ORG {'}

: R.LKPAISS[+972]ALSK.D z=2,scan#=sample=1 period=1 cycde=784 experiment=17,scan time=10.1262

Intensity

Pep_2+

E— Pep_1+

.

L
. Hex-36
— Hex-18

2)
4
= ~y9++

- Hex(.
b3
- ba

6.002-2 ) m/z errors, search tol=50.0 ppm

Sample S4 R.LKPAISS[+972.317]ALSK.D .



T -iment=10 € P~

Mods G s zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
(variable) lycans COT€  Score 2 m/z m/z err.  By-X MH MH €aVage  pos, Name Id Time

1]875.. 1 102 R.LKPAISS[+972.31694]ALSK.D S7(OGlycan /972.3169) Hex(6) 5249 12 3 6963297 6963382  -1213 20869746  2087.0000 Specific 7 >sp|P32612|PAU2_YEAST Seripauperin-2 OS: y isiae (strain ATCC2... 3410 99411  sample=1 perioc

Sequence

< n

Proteins T Textfiter... P~

Best £ # Uniq. #Mod il

=
Prot. Protein %Cov. #AAs Intensity A

Best
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps.
1)1 >sp|P32612|PAU2_YEAST Serip in-2 0S=S: isiae (strain ATCC 204508 / 5288c) OX=559... 304.25 1748 9829 381 64 61 67.5 120 1.839e+7

7212 IDNCERSIDAINQ VEAST Sari in.10 NG, [ctrain ATCC 20AS0R £ 62821 NY-5 122 A1 1151 £2282 02 22 27 427 124 2148e4h

Spectrum (double dick to dock / undock)

+ (@]« = & [fu]

- R.LKPAISS[+972]ALSK.D z=3,scan#=sample=1 period=1 cycde=778 experiment=10,scan time=9.9411

1
Hex-36
Hex-18

Tntensity
!
oy ]

Pep_1+

n

~
7
&
|
b2
oy 74+
~pO++
—————— Pep_2+

—~b10

.,.ME .ul.ulllllhl..l.l M ‘

3
!
J T
400 600 miz 800 1000 1200 1400

2.00e-2 | M/z errors, search tol=50.0 ppm

.
*

=
E ** * S *
=
S

-2.00e-2 * .

200 400 600 miz 800 1000 1200 1400

Sample S4 R.LKPAISS[+972.317]ALSK.D o



T iment=13 @ £~

5 Mods G S slta Mo Obs. Calc. ppm  Off- Obs. Calc. al Glycans Protein Scan
equence (variable) lycans COT€  Score  Z m/z m/z emr.  By-X MH MH €avage  poe, Name Time
1]169.. 1 102 R.LKPAIS[+1134.36976]SALSK.D S6(OGlycan /1134.3698)  Hex(7) 5125 20 3 7503455 7503558  -13.73 22490219  2249.0528 Specific 6 >sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 2... 3461 96747  sample=1 perioc
n ] »
Y 7extfiter... P~
Protein Best Best £ # Uniq. # Mod = [«
Name ILcgBrob] |Log Prob|  Score Spectra Peps. Peps. RHEa || LS || IRy [
>5p|POCEBS5|PAU19_YEAST Seripauperin-19 0S=S. y (strain ATCC 204508 / S288c) OX=5... 123.82 11.06 6923 77 31 427 124 2619e+6
K201 HILIMANIC, r tain) 1552 1270 Qs 17 2 128 RA2 122745 kY2
Spectrum (double dick to dock / undock) 8
«[&a ¢[a)o o 0
] R.LKPAIS[+1134]SALSK.D z=3,scan#=sample=1 period=1 cycde=785 experiment=13,scan time=9.6747
) E
8.002+3 — =
23
4 - =
6.002+3 —
».g u
z i
- z
4,00+3 —| ¢
) &
&
u g +
i o ) g
2.00e+3 — &
4 )
4 | l :
0.002+0 il |||."l'l' L Jd. I . s .. PR Y l ...I : N N .
1500
m/z errors, search tol=50.0 ppm
20022
.
.
1,002 . M
_.'?* -E- * o > . . N N * . R .
o 3 0.00e+0 * . 0. * .
M * * .
*
-1.00e-2 .
*
*
T T T T T T T T T T T T T
500 mz 1000 1500

Sample S3 R.LKPAIS[+1134.370]SALSK.D

95



Peptide List (double diick to dock / undock)

g
T zriment=3 € O~

P 5 Mods Gl 5 slta Mo Obs. Cale. ppm  Off- Obs. Cale. a Glycans Protein Prot.  Scan
o= Squence (variable) SIS COT€  Score m/z m/z err. By-X MH MH €aVage  poc. Name Id Time
1]161.. 2 102 R.LKPAIS[+1296.42259]SALSK.D S6(0Glycan /1296.4226)  Hex(8) 4613 20 3 8043581 8043734  -19.06 24110596 24111056 Specific 6 >sp|P32612|PAU2_YEAST Seripauperin-2 0S=S5: y (strain ATCC2.. 3410 97348 sample=1 perioc
< | mn | »
Proteins T Textfiter... P~
z
Prot. Protein Best Best # # Uniq. #Mod = =l
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. EECoZY R A=) Riitensity 3
11 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 327.47 16.74 10041 632 70 67 689 122 3.742e+7
2|2 >5p|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 178.33 1324 7265 270 60 58 583 120 7.688e+6 -
Spectrum (double dick to dock / undock) =
(e (5] = 0
- R.LKPAIS[+1296]SALSK.D z=3,scan#=sample=1 period=1 cycle=886 experiment=3,scan time=9.7348
1.00e+3 |
] 5
8.002+2 — =)
1
T
6.00e+2 —|
z 2
& - z
4.002+2 —
. <
4 & ¢ N
2.00e+2 o + g g
i & &
7 I ; & | 2 ™~ - |F =)
i ~ o e 8 o n T8 5y = i 3 l
- I e o - - w 2 ? 2
0.00e+0 - cul. lL..[l. 10 | RSP 1) AOOORO WO WS o ol WPV I I 1 bt cabdedy et WL voedd e e . R b | . | .
T u T T T T T T T T T T T T T
500 T 1000 1500
3.00e2
m/z errors, search tol=50.0 ppm
2,00e-2
.
1.00e2 . *
LE LR N .’ . .
gz*; 0.00+0 G v k4 . .
. . - . * *
-1.00e2 + ¥
*
-2,00e-2
* .
T T T T T T T T T T T T T T T
500 mz 1000 1500

Sample S1 R.LKPAIS[+1296.423]SALSK.D
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T iment=16 € £~

5 Mods Gl Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Squence (variable) ycan= m/z err. By-X MH MH €avage  pos, Name Id Time
V.ITGVPWYS[+648.21129]TR.L S8(0Glycan / 648.2113) Hex(4) 9144171 1117 1827.8066 1827.8270 NRagged 8 >sp|POCE85|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 139354 sample=1 perioc
< m J »
Proteins T o
- Prot. Protein 2 # Unig. #Mod - ad
Rank Name Spectra Peps. Peps. peCorlipnAts)iplntensity 3
3|3 >sp|POCES5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX= 31 30 427 124 2619e+6
Lzl A14A K201 HLIMANILC, i tainl 2 n 1282 AA2 1227a.8 Y/
Spectrum (double dlick to dock / undock) =]
+[@]o o o
_| V.ITGVPWYS[+648]TR.L z=2,scan#¥sanp|e=1 period=1 cycle=928 experiment=16,scan time=13.9354
8.00e+2 — =
b 2
6.002+2 — ¢
H ] N
= 2 &
4.002+2 —| 3
| ®
i a =
) n
3
2.002+2 — +
_ o . g
— o 2]
= & i @ o | L
1 3 b 9 2 : 5 % l
oooero v biy Lo btudy ull ..ly.?ll. Lk ...II.I.lhl..i] b wluw ol b s ll..ly winsio 1 b bl o i y.....nlll...l..L| |..l.;....|..J. ;.n|.l|.”. ks .J.u....lyff...., T FRPPPITRIYS s s ; | oo bl o Wil i1 umd ”."' S PYPVEPERRIFTIIT I SYTR
200 400 S00 = 1000 1200 1400 00
30022 m/z errors, search tol=50.0 ppm
2,002
*
*
1.00e2 . P +
=3 . . . .
5 ; 0.002+0 +
(=3 * *
-1.002-2
*
-2.00e2 . +
-3.00e-2 *
T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 800 m 1000 1200 1400 1600

Sample S3 VITGVPWYS[+648.211]TR.L
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Peptides T iment=17 € £~

Mods zlta Mo Obs. Calc. m  Off- Obs. Calc. Glycans Protein Prot.  Scan
Gl S BE al 4
(variable) ycans. O Score 2 m/z m/z err. By-X MH MH €avage  pos, Name Id Time

1]100.. 5 95 V.ITGVPWYST[+810.26412]R.L T9(OGlycan / 810.2641) Hex(5) 4688 00 2 9954310 9954435  -12.56 1989.8548 1989.8798 NRagged 9 >sp|POCEB5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 139113 sample=1 perioc

Sequence

m J »

Prot. Protein Best Best # # Uniq. # Mod - il
Rank Name |Log Prob|  Score Spectra Peps. Peps. A | SOES | Iy 3

V3|3 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) 0X=559... 117.08 1443 9721 214 40 39 344 122 3.360e+6
= = :

|Log Prob|

Spectrum (double dick to dock / undock) &

W e ogo@; L,{;}

-1 V.ITGVPWYST[+810]JR.L z=2,scan#=sample=1 period=1 cycde=1045 experiment=17,scan time=13.9113

x184.5292
yi1107

M

Intensity

a4
Pep_2+
~r6

Hex-18
b4

»
g
o
1
Hex-36
Hex
Pep_1+

n - n

=
R ITR
T

~

~y7

? T 5 3

Y PTYTIR RS PRRPPIN I PPN TRVTTS AW P PP S YO ] AN [ P I ETVTRTIYS INTRNNRTE Y Py A RRRTRTNT ablie om0 o TRRTH | Y B AT L bl 0 b '
T T T T T T T T T T T T T T T T T

400 500 miz 800 1000 1200 1400

oovero v e b
T T

3.00e-2
m/z errors, search tol=50.0 ppm

2.00e-2
1.00e-2

2 E0.00e+0 —
5

Cale mfz
-

*e

.

10022 . *
20002

3,002 *

200 400 600 miz 800 1000 1200 1400

Sample S2 VITGVPWYST[+810.264]R.L oo



Peptide List (double dlick to dock / undock)

&

T eriment=9 € £~

Prot. Mods slta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
1D Rank Bos Sequence (variable) Glycans Scote Score m/z m/z err. By-X MH MH Cleavage Pos. Name Id Time
1[101.. 5 95 VITGVPWYS[+810.26412]TR.L S8(OGlycan / 810.2641) Hex(5) 4480 00 3 6639558 6639648  -13.58 1989.8528 1989.8798 NRagged 8 >sp|POCEB5|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 14.0252 sample=1 perioc
< | m ] »
Proteins T Textfiter... P-
Prot. Protein Best Best = 2Uniq.  #Mod ) B
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. ECo R ia] (plitensity [
3|3 >sp|P43575|PAU5_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 117.08 1443 9721 214 40 39 344 122 3.360e+6 i
= Mot ra L esn - - " an sarn= . ax n an P
Spectrum (double dlick to dock / undock) 8
B o (<)o +[s]o = o [WFH)
2.002+2 — v, ITGVPWYS[+810]TR.L z=3,scan#=sample=1 period=1 cyde=1049 experiment=9,scan time=14.0252
1.502+2 |
] &
z T 823 o
2 e 33 T
i » 8 <
- ’ 2
. = (\I-Q o~ N u—_, ci
- L = 2 =
‘ ‘ ] i ‘ 1 1 | ‘ | |
E ; :
otmsa ] .“'”'|",""‘.”|”'.'” L I ||||||||||||||||||| | Ll ".|""',' | ||””, T T | T I O ,
200 400 500 mz 500 1000 1200 1400
] m/z errors, search tol=50.0 ppm
2002 ] .
] . ’ . ‘
& E0.00e+0 -] LS D R . . . .
23 ] ‘ ‘ ’
S . .
2,002 —
4.0091—_ *
T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 00 mz 500 1000 1200 1400

Sample S2 VITGVPWYS[+810.264]TR.L
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T -iment=19 € £~

Sequence

Mods

(variable) Glycans

zlta Mo Obs. Calc.

Score z
Score m/z m/z

ppm  Off- Obs. Calc.
err.  By-X MH MH Cleavage

Glycans
Pos.

Scan
Time

1[126.. 5 95 VITGVPWYS[+972.31694]TR.L S8(OGlycan / 972.3169) Hex(6) 4452 12 2 10764524 10764699 -16.26 21518976 21519326 NRagged 8 >sp|POCES5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 137051 sample=1 perioc
< m J »
Proteins T Textfiter.. P-
- Prot. Protein Best Best # # Unig. #Mod . J+
Rank Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. EeCovy a2 R ltensity 3
3|3 >sp|P43575|PAUS5_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 117.08 1443 9721 214 40 39 344 122 3.360e+6 il
= o s
Spectrum (double dick to dock / undock) [}

® af@le ¢f@e o ©
- V.ITGVPWYS[+972]TR.L z=2,scan#=sample=1 period=1 cycle=1038 experiment=19,scan time=13.7051
2.002+3 | _
1.50e+3 —
% i
1.00e+3 —
T +
4 o
i &
| 3 | 2
sooee2 1 . ) % 4
i < a T o ® =
] o EET 8 3 : \ \
000040 N VW J.. . I.IJ: R A I NPT N NV VPR I R ae Lol e a il . Ll o N . l. J. . .. :
500 mz 1000 1500
] m/z errors, search tol=50.0 ppm
4,00e2 —
] .
2 20022 . .
2o -1 *
o% R . ‘, . .
0.002+0 —| Ll e . . .
] L * .
20002
: *
T T T T T T T T T T T
500 mz 1000 1500

Sample S2 VITGVPWYS[+972.317]TR.L
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T iment=10 ) £~

PID Prot. P s Mods Gl 5 zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank os. equence (variable) yeans O Score  Z m/z m/z err, By-X MH MH €avage  pos, Name Id Time
1]12.. 5 95 V.ITGVPWYS[+972.31694]TR.L S8(OGlycan /972.3169) Hex(6) 5387 12 3 7179694 7179824  -18.08 21518937 21519326 NRagged 8 >sp|POCES5|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 137270 sample=1 perioc
< m | »
Protein Best Best # # Uniq. #Mod s |
Rank Name ILog Prob| |Log Prob|  Score Spectra Peps. Peps. =A% || GLLS || HEmiy )]
3|3 >5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) 0X=559... 117.08 1443 9721 214 40 39 344 122 3.360e+6 il
T = e
Spectrum (double dick to dock / undock) &
B o[s]o +[6]e 0
: V.ITGVPWYS[+972]TR.L z=3,scan#=sample=1 period=1 cyde=1039 experiment=10,scan time=13.7270
] 10987654321
b irrrccbcrer
2.502+3 ITGVPWYSTR
] - 127488 7d0st
i o )
] 2
2.00e+3 —
] 8l
4 o 3
] 23
£ 150e+3]
g ] &
= _ o
i < &
3
1 2
100243 a z x
Iy
i &
5.002+2 — = - 2
- E ‘— <
] ‘ 2
i g 9 @ ¢ 3
0.00e+0 -} M I.lll bl ||||. LL . .l...l.u..ll,l..Ln. i yenleal " i il s PO I b, e [ WPV ST S n ll T - i .
o0 1000 2% 150
] m/z errors, search tol=50.0 ppm
4,00e-2 —
- *
20002 ]
_.ﬂ'? ] . : :
°F 7] . *
0.00e+0 : oo o0 *e . R Lod . . . N R . i
i . .
* * *
-2,00e-2 .
. .
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 00 miz 00 1000 1200 1400

Sample S2 VITGVPWYS[+972.317]TR.L 101



T iment=19 @ £~

s Mods G s slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) lycans 0T Score m/z m/z err. By-X MH MH eavage 0 Name Id Time
1[190... 3 95 V.ITGVPWYS[+1134.36976]TR.L S8(OGlycan /1134.3698)  Hex(7) 4666 1.2 2 11574751 11574964 -1841 23139428 23139854 NRagged 8 >sp|POCEB5|PAUL9_YEAST Seripauperin-19 0S=S: y (strain ATC... 3420 134854 sample=1 perioc
n ] »
Y 7extfiter... P-
Protein Best Best # # Uniq. #Mod = B
Name [Log Prob| |Log Prob|]  Score Spectra Peps. Peps. 2HE% || BEES || iy [
3|3 >sp|POCE8S|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=5... 123.82 11.06 6923 v 31 30 427 124 2619e+6
Lzl a1a K201 HILINAANIC, i tainl J552 1270 {+b3 LY 17 2 n 122 AA2 182745 Y/
Spectrum (double dick to dock / undock) =]
@ +[4]= = o [
7 V.ITGVPWYS[+1134]TR.L z=2,scan#=sample=1 period=1 cycle=913 experiment=19,scan time=13.4854
7.00e+3 -]
6.00e+3 3 =
5.00e+3 ]
£ s00ee3]
300043 -]
] &
2.00e+3 ]
h 2 °
] P :
1 -
1.002+3 — T 2
] 23
] 1
=3 b1 >
00es0] Ll - 5 ot Y AT T . Y - .ll. NN P e .
miz le
2.00e-2
1,002 .
* *.
0000 " . - _— v ee o . o ¢ *
.‘6‘5 . N . . .
35 10022 .
. .
-2.00e-2 * *
*
3.0002 *
*
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 00 m'z 800 1000 1200 1400

Sample S3 VITGVPWYS[+1134.370]TR.L
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T iment=11 € P~

PID Prot. P s Mods Gl s zlta Mo Obs. Calc. Off- Obs. Calc. i Glycans Protein Prot.  Scan
Rank I o= ‘ equence (variable) yeans O Score 7 miz m/z By-X  MH MH eavage  p Name Id  Time
1150.. 5 95 VITGVPWYS[+1134.36976]TR.L S8(0Glycan /1134.3698)  Hex(7) 4925 12 3 771988  772.0000 23139459 23139854 NRagged 8 >sp|POCEB5|PAU19_YEAST Seripauperin-19 0S=S. (strain ATC... 3420 135215 sample=1 perioc
m J »
T 7extfiter... P-
ﬁrot. Protein Best Best 2 # Uniq. #Mod = ol
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. w3Em || GRS | ity (]
313 >5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 117.08 1443 9721 214 39 344 122 3.360e+6 i
= . .
Spectrum (double dlick to dock / undock) 2
B ofa]o +[6]e = 0
120043 ] V-ITGVPWYS[+1134]TR L 2=3,scan#=sample=1 period=1 cyde =1032 experiment=11,scan tme=13.5215
i ®
1.002+3 — 5 2
8.002+2 —
E 6.00e+2 — 8
= i 5
. T +
&
b &
4.00e+2 — % T
® +
4 2 < £
4 3 n o
&
T 3
2.00e+2 —
- 3 ™ ©
i T ) b 0 7 E
4 i oy 2 ¢ T
0.002+0 — ool i |I|Llu ||I Ul Ll I u .|‘ i .L||I duilut m ulu J. lﬁill e ule [N ||I|II|| i i 1 | l:mLuIn 1l b .u'l ¥ BT A L TR ! TR ILII ' b s . 7'“ " |l i I
400 00 = 1000 1200 140
4,0022 -] m/z errors, search tol=50.0 ppm
7 .
2,0022
.;.'E ] . * ¢ *
5% oo0ev0 ] * e 0%t ® AL J P * :
] . B . A
i .
2,00e-2
u . .
T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 500 miz 500 1000 1200 1400

Sample S2 VITGVPWYS[+1134.370]TR.L
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T iment=15 € £~

5 Mods Gl 5 zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) ycans O Score  Z m/z m/z err. By-X MH MH cavage : Name Id Time
1]100... 3 94 V.ITGVPWYS[+810.26412]SR.L S8(OGlycan / 810.2641) Hex(5) 5452 00 2 9884244 9884357  -1145 19758415 19758641 NRagged 8 >5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2. 3411 13.8496 sample=1 perioc
< m ] »
Proteins v
- Prot. Protein Best Best # # Uniq. #Mod = 5l
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. EECov AR} pinter=iy |
33 >5p|P43575|PAUS_YEAST Serip in-5 0S=Sacch YCES Cf (strain ATCC 204508 / S288c) 0X=559... 117.08 1443 9721 214 40 39 344 12 3.360e+6 L
= = =
Spectrum (double dlick to dock / undock) =
@ ef@)e +(@e 2 o @W)
~ V.ITGVPWYS[+810]SR.L z=2,scan#=sample=1 period=1 cycde=1043 experiment=15,scan time=13.8496
1.50e+3 —| _
%124.4421
b yi1237
= 1.00e+3—
§ ]
T rl‘
E 5
= 2
5.00+2 — z = H +
i - 5
o 7 5
T ¢ 83 o =
- 2 7L T Ea -
|> 4 O - 1
l 2 |Tg ; I = =
0.002+0 — R .|| - i ".'l"' 1...;..‘ﬁ.| b bait i | 1 ""?"'.I""l et " ...I..I...':.hl.lﬁ .|...|,|I Abde wedts i.f.n FSTRTTRN I PP PYNITRVIN PRTRVSRTIN | EYY 1 FETRITTRT NP ATT] B SYYCY PRNNEN STRF S T A PR
400 500 = 500 1000 1200 1400
3.00e-2 o m/z errors, search tol=50.0 ppm
2.00e2 -
.
1,002 - . +
L E * . , * . P . .
-g:: 0.002+0 . . * - N . P, .
-1.00e-2 *
2,002
*
3,002 . -
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 600 mz 800 1000 1200 1400

Sample S2 VITGVPWYS[+810.264]SR.L
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T zriment=7 € £~

s, Mods G Obs. Glycans Protein Scan
Squence (variable) YCans m/z Name Time
1]834.. 1 94 V.ITGVPWYSS[+810.26412]R.L S9(OGlycan / 810.2641) Hex(5) 659.2827 19758335 19758641 NRagged 9 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2. 3411 138578 sample=1 perioc
< | ([} >
Proteins T Textfiter... P~
Prot. Protein Best # Mod - |l
Rank Name Score ntensity 3
1)1 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 136.57 27 1.440e+6 Al
m=a srovnnreL - -
Spectrum (double dick to dock / undock) 8
@ ef@le (] @ & (W]
=1 V.ITGVPWYSS[+810]R.L z=3,scan#=sample=1 period=1 cyde=1053 experiment=7,scan time=13.8578
1.20e+3 —
E 2
1.002+3 — =
] 5
. 2 N
i - &
2 o
8.00e+2 — 2 - 2
£ : [ -
] L3
= 6.00e+2 — =
a
T +
i - At
4,00e+2 — = g
i a
i 2 8 -
2.00e+2 — o3 T + $ 2
i E — ) b
&= - ® q 2
1 abdyid aralilil,n |
oovesod___ M I | |'.‘"'ﬁ 1 aldalod ] T; Lbd )i Ll bl il llx...h..l.....JL bt dn I} . i .
20 00
20082 m/z errors, search tol=50.0 ppm
1.00e-2 Y. . . *
* *
.{o.oo“o ‘ e teo. * .t M ¢ .
gg -1.00e2 + -
-2.00e2 .
-3.00e-2
-4.00e-2
*
T T T T T T T T T T T T
200 400 800

Sample S5 VITGVPWYSS[+810.264]R.L
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T riment=20/€ £~

Mods
(variable)

S8(OGlycan /972.3169)

Sequence

V.ITGVPWYS[+972.31694]SR.L

Glycans
Hex(6)

Scan
Time

Prot.
Id

(strain ATCC2... 3411 13.5588 sample=1 perioc

Protein
Name

perin-5 0= h

zlta Mo
Score

12

Obs.
m/z

1069.4505

Calc.
m/z

1069.4621

Off-
By-X

Obs. Calc.
MH MH

2137.8936 21379170 NRagged 8

ppm
err.

-1091

Glycans
o:

Score z

2

Cleavage

4817 >sp|P43575|PAUS_YEAST Serip

m

J »

Proteins

T Textfiter...

o-

Protein
Name

I;rot.
Rank

@33
=

Best
Score

9721

#
Spectra
214

#Mod
Peps.
39

# Uniq.
Peps.
40

|Log Prob| % Cov. #AAs Intensity

Best
|Log Prob|

117.08 1443 344 122 3.360e+6

>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559...
Spectrum (double diick to dock / undock)

lﬁ @) Q ogo@ 2 e 3

Jv. ITGVPWYS[+972]SR.L z=2,scan#=sample=1 period=1 cyde=1033 experiment=20,scan time=13.5588

Intensity

» .l.x.ll oo

~y6

b9

e aid o tu

5

miz 1500

3.00e-2

2,00e-2

1.00e-2

0.00e+0

obs
Cale mfz

-1.00e-2 *
-2.00e2

-3.00e-2

-4,00e-2

mwz 1000 1500

Sample S2 VITGVPWYS[+972.317]SR.L
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T eriment=90 € £~

s Mods Gl s slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) yeans 0T Score m/z m/z er.  By-X MH MH savage 05, Name Id Time
1]125.. 3 94 V.ITGVPWYS[+972.31694]SR.L S8(OGlycan /972.3169) Hex(6) 5323 12 3 7133003 7133105 @ -1433 2137.8863 21379170 NRagged 8 >5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC2... 3411 13.5199 sample=1 perioc
m | »
T 7rextfiter... P~
Prot. Protein Best Best # # Uniq. # Mod = Sl
Rank Name [LogBrob| |Log Prob|  Score Spectra Peps. Peps. X Covy RRAASY Rintensity 3
33 >sp|P43575|PAUS_YEAST Seripauperin-5 0S=Sacch y isiae (strain ATCC 204508 / S288c) OX=559... 117.08 1443 9721 214 40 39 344 122 3360e+6 i
- = .
Spectrum (double dick to dock / undock) -]
B a[s]s +[6]e o 0
500043 _' V.ITGVPWYS[+972]SR.L z=3,scan#=sample=1 period=1 cyde=1032 experiment=9,scan time=13.5199
b 10987654321
4 irrrrcEoerre
o ITGVPWYSSR
i ® E e s
i PR 17549678914
4,00e+3 | z ©
1 2
3.002+3 — 15
s
i &
1 g
2.002+3 — ® &
] x
) o
i &
1.00e+3 —
4 -
] > ©
E P 3 & | 7
] F’ g e | 2 2 = ' 2
5 > - o 2 = ~ 7
4 2|z |,2 k] 2B 3 \ :
0,008+ — M I.|||. L | |.|.|.|ll.l. il y Ll doind 'L'O..n 1. . | ‘ll Y APPSO ik b |l|. . i, . '|° 1l L l oL e b P - : I :
400 500 - S00 1000 1200 1400
2002 m/z errors, search tol=50.0 ppm
*
1.00e2 . - -
. . . *
- E0.00e40 e v v, . . . * hd .
8o . ¢ . .
°3 * .
-1.00e2
.
-2.00e2
* *
-3.00e2 .
T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 €00 mz 200 1000 1200 1400

Sample S2 VITGVPWYS[+972.317]SR.L
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T iment=21@ £~

Mods
(variable)

S8(0Glycan /1134.3698)

Sequence

V.ITGVPWYS[+1134.36976]SR.L

Hex(7)

zlta Mo
Score

4265 12 2

Obs.
m/z
1150.4675

Glycans Score

Calc.
m/z

1150.4885

ppm  Off- Obs.
err.  By-X MH

-18.26 2299.9278

i:::' Cleavage

22999698 NRagged 8

Glycans Protein
Pos. Name

m

>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2...

Prot.
Id

Scan
Time

3411 133551 sample=1 perioc

Protei

=
Prot.
Rank

¥3)3

=

Protein
Name

>5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=559... 117.08

Best
Score

9721

Best
|Log Prob| Log Prob|

1443

£

Spectra

214

#Mod
Peps.

# Unig.
Peps.
40 39

344 122

% Cov. #AAs Intensity

3360e+6

Spectrum (double dlick to dock / undock)

& +(8)e o o [GFm

1.00e+3 —

8.00e+2 —

6.00e+2 —|

Intensity

4.002+2 —

-
. B
2.00e+2 — L

Hex-18
Hex

@ T =
3 = |
| )

b3-18

3

oooeso i et NPT

_- V.ITGVPWYS[+1134]SR.L z=2,scan#=sample=1 peﬁod=1 cyde=1026 experiment=21,scan time=13.3551

Pep_2+

3
3
4

]
v

~6

Pep_1+

©

3 2

o abbo wdviin v x dwe e e ||||||| ahn

miz

1000

3.00=-2 | 'm/z errors, search tol=50.0 ppm
2,002
1.00e2 .

2 E0.00e+0
S

Calc mjz

-1.00e-2

-2.00e-2

-3.00e-2

Sample S2 VITGVPWYS[+1134.370]SR.L
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T iment=10 €@ P-

Mods Gl s zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
(variable) yeans COT€  Score m/z m/z err. By-X MH MH €avage  pos, Name Id Time

1]473.. 1 47 R.AHLAEYYS[+324.10565]FQ.A S8(OGlycan / 324.1056) Hex(2) 5734 3267 2 7768299 776.8381 -10.56 15526526 15526689 CRagged 8 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC2... 3411 14.0075 sample=1 perioc

Sequence

< m J »

T Textfiter... P-

Proteins

@ Brot. Protein Log Prob| Best Best # # Uniq. # Mod
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps.

. 1)1 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 327.47 16.74 10041 632 70 67 68.9 122 3.742e+7 il

el

% Cov. #AAs Intensity

L]

Spectrum (double dick to dock / undock)

“y @ 1|9 050@ 0] u

#0042 1 R AHLAEYYS[+324]FQ.A 2=2,scan#=sample=1 period=1 cycle =1033 experiment=10,scan time=14.0075

Pep_2+

Tntensity
~
¥
&
Il

~b8

;

|

b6
Pep_1+

=}
0

~
J 5
o g 3
B Te
o b3
] 2 i ° :
l | bonl | i Loyl ’ il by i | | \ \
0.00e+0 - Ll IIII 1] |II L1117 ||I [ [V | |I Ium I I||II|[|I||||I I|I|| iIIIIIIIIIIIII I IIIIIII [N} II N TR ||I i III wl | [ L T T [ N II|| [ Lo 1 | | 1 |
T T T T T T T i T T T T T T T T T T T T T T T T
200 e 500 1000 1200 1400

—b6-18

1= m-

m/z errors, search tol=50.0
3.00e-2 / pem

2.00e-2

1.00e-2 *

Obs -

0.00e+0 . . + *
-1.00e2 .

-2.00e-2 *

-3.00e-2

200 400 600 miz 800 1000 1200 1400

Sample S1 R AHLAEYYS[+324.106]FQ.A 109



T iment=12 @ P~

Prot. Mods sita Mo Obs.
PID Rank Pos. Sequence (variable) Glycans Score Score % R
1]953.. 2 105 R.LRPAISSALS[+648.21129]K.D S10(OGlycan /648.2113)  Hex(d) 5508 00 3 5976273

Calc.
MH

1790.8673 1790.9005 Specific

>sp|POCESS|PAULO_YEAST

i

Prot.  Scan
Id Time

(strain ATC... 3420 10.5948 sample=1 perioc

Prot. Protein Best Best
Rank Name [Log Prob] |Log Prob|  Score ECovy Rans
2|2 >sp|POCEBS5|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=5... 13861 11.51 683.8 124
L7212 IDA2STSIDALIS VEAST Sari in.5 NS-C ¥ ici [etrain ATCC 2ASOR [ SRR NY 550 12060 1222 INA 122 A
Spectrum (double dlick to dock / undock) -
@ e #(@]e o o (o]
- R.LRPAISSALS[+648]K.D z=3,scan#=sample=1 period=1 cyde=800 experiment=12,scan time=10.5948
1.502+3 10987654321
+ Prcrrbroer
4 o LRPAISSALSK
g R |
i 8 12347678510
1.002+3 |
= E
- P
I
5.00e+2 — g
o
i o 3
i 2 o N ::,‘ B ©
4 = ¥ & 8 i " v o -
1 by b SWEIICAR s E TR R
o o o
0.00e+0 I | b b AR i ..l.m.lu.].]u.l. AR 1hiak, .l...ln.l vl 3T e B |.L| i 1 b T AT [ W PR .|..l . [T S . 1
T T T T T T T T T T T T T T T T
20 o0 2%
4002 ] m/z errors, search tol=50.0 ppm
2.0002
= ] ¢ ., * M
=E 7 . o* . ‘. .
2% 0.00e+0 ] hd . PR . . .
© b . *
] .
20002
4.00e2 .
T T T T T T T T T T T T T T T
200 400 1200

Sample S4 R.LRPAISSALS[+648.211]K.D
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T eriment=3 @ P~

=
Prot.

PID P 5 Mods Gl s zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
Rank 25 cquence (variable) yeans. € Score 2 m/z m/z er.  By-X MH MH Savage 0s. Name Id Time
1]805.. 2 105 R.LRPAISSALS[+810.26412]K.D S10(OGlycan /810.2641)  Hex(5) 5549 00 3 6516456 6516559  -1594 19529222 19529533 Specific 10 >sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATC... 3438  10.3538 sample=1 perioc
1 )
-
U
Protein Best Best # # Uniq. #Mod = |l
Name |Log Prob| |Log Prob|]  Score Spectra Peps. Peps. [eCovy (RAAS] (pintensity ]
>sp|Q3E770|PAUS_YEAST Serip 9 0S=S: (strain ATCC 204508 / S288c) OX=559... 288.60 16.66 988.6 452 61 56 60.8 120 1.023e+7
>sp|Q07987|PAU23_YEAST Serip 23 0S=Sacch ces (strain ATCC 204508 / S288c) OX=5... 160.38 1328 7186 14 39 36 435 124 2323e+6
33 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 142.55 1415 7371 167 35 33 426 122 6.136e+6 2
Spectrum (double diick to dock / undock) =
B ef@e +f@e o
] R.LRPAISSALS[+810]K.D z=3,scan¢¢=sanﬂe=l period=1 cyde=936 experiment=3,scan time=10.3538
8.002+2 —
10987654321
- + trrcorroor
o, LRPAISSALSK
B g 79727794d
& 12345678318
6.002+2 — ®
= . o
H 3| s
E  4.00e+2 — £
2.002+2 |
o
. . g 2
i 2
0.002+0 — .klnll.ln,l. | Ilu" .2 .|...| L... th,. d ol s 5 1| L. e T S |J A '. ; 3 A
10 140
3.00e-2 -} m/z errors, search tol=50.0 ppm
.
2.00e2
2 E L2 o e . ¥ * * ‘ ’
o= v e o . . . .
=] * . . * - * *
0.00e+0 . . - - - .
. . -
10002 .
* *
T T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 500 miz 500 1000 1200 1400

Sample S6 R.LRPAISSALS[+810.264]K.D
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Peptides

T eriment=5 €3 £~

=
Prot.

e Rank

1]172.. 3

Pos. Sequence

105 R.LRPAIS[+972.31694]SALSK.D

Mods
(variable)

S6(OGlycan /972.3169)

Hex(6)

zlta Mo
Score

5010 20 3

Obs.
m/z

705.6641

Score z

Calc.
m/z

705.6736

ppm

Off-

er.  By-X
-1342

21149777 21150061 Specific 6

Obs.

MH

Calc.

MH

Glycans

Cleavage Pos.

Protein
Name

>sp|POCESS|PAULQ_YEAST Seri

in-19 0S=

<

Prot.  Scan
Id Time

(strain ATC... 3420 99368 sample=1 perioc

Proteins

Prot.
@ Rank
@33

[zl a14

Protein

Name

>sp|POCES5|PAULS_YEAST Senpaupenn -19 0S=! Sacchammyces cerevisiae (strain ATCC 204508 / 5288c) OX=5...

Best
Score
6923

0215

Best
|Log Prob| |Log Prob|

11.06

1270

12382

7552

#
Spectra

7
17

31

2

# Uniq.
Peps.

#Mod

30

n

Peps.

% Cov.

427
128

#AAs

124
A42

Intensity

2619e+6
1827a.5

1K1 HILIMANILC, )
Spectrum (double diick to dock / undock)

B c[s]o +[6]o o o [oF

R.LRPAIS[+972]SALSK.D z=3,scan#=sample=1 period
x:150,7867

3.00e+3 1289

2.50e+3

Hex-18
Hex

2.00e+3

Intensity
Hex-36

1.50e+3

1.00e+3

o

5.00e+2 =

0.00e+0 |u .......a .A.l 191 .I.

w Al |.|.|. .lhl...,.l. .sL.. L

cyde=794 experiment=>5,scan time=9.9368

=

Ma i il ....J....J.... el

o
o 2
) 3
l 8 L
1l

Pep_2+

Pep_1+

2

, search tol=50.0
20002 m/z errors, sear ppm

0.00e+0

0bs -
[ alc mjz

-1.00e-2

-2.00e-2

sl b b i by

‘e

1200

Sample S3 R.LRPAIS[+972.317]SALSK.D

112



T eriment=8 € £~

PID

1]163.. 4

Prot.
Rank

Mods
(variable)

S7(OGlycan /1134.3698)

Pos. Sequence Glycans Score

105 R.LRPAISS[+1134.36976]ALSK.D Hex(7) 3935

zlta Mo

36 3

Obs.
m/z

759.6760

Calc.
Score

759.6912

ppm
m/z err.

-19.95

Off-
By-X

2277.0135 2277.0589 Specific 7

Obs.
MH

Calc.

Glycans
MH Pos.

Cleavage

<

Protein
Name

>sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATC...

Prot.  Scan
Id Time

3438 99396 sample=1 perioc

»

Protei

T Textfiter... P~

=
Prot.

Rank

@11
=

Protein
Name

>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 327.47

|Log Prob|

Best #
Score Spectra

1004.1 632 70

Best
|Log Prob|
16.74

# Uniq.
Peps.

#Mod

67

% Cov. #AAs Intensity

Peps.
68.9

122 3.742e+7

Spectrum (double dlick to dock / undock)

@ +[&]° o [of

2.50e+2

2.00e+2

1.50e+2

Intensity

1.00e+2

5.00e+1

0.00e+0

=
I AT 1A T
1 T DU lalTonluhld b |

R.LRPAISS[+1134]ALSK.D z=3,scan#=sample=1 period=1 cyde=893 experiment=8,scan time=9.9396

Hex

Pep_2+

oo

=l o =T F 1
g 3

|i FTRR R AN TR
— T

)

I_>. L

e o |0 hd
T

o
e

2 e}
[t
v cwd s fvwh w0
T T

. ~
e 2 g ®

3

b hllll‘lillilllllll tuklh |||||“| :JZ:II

3

Pep_i+

b10

||J| u mn ||

?
[0 RT PO 0T TN
dulhidals

T
500

miz

1000

3.00e-2

2.00e-2

1.00e-2

0.00e+0

Cale mjz

-1.00e-2

-2.00e-2

-3.00e-2

'm/z errors, search tol=50.0 ppm

.

miz

Sample S1 R.LRPAISS[+1134.370]ALSK.D
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Peptides

T iment=15 € £~

PID
1]165.. 2

Sequence

105 R.LRPAIS[+1296.42259]SALSK.D

Mods
(variable)

S6(0Glycan /1296.4226)

Obs.
m/z

8136931

slta Mo
Score

2307 20 3

Glycans Score

Hex(8)

Calc.
m/z
8137088

ppm

Off-

er.  By-X
-19.29

Obs. Calc.
MH MH

2439.0647 24391117 Specific 6

Glycans
Cleavage Pos.

<

mn

Protein
Name

>5sp|POCES5|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC...

Prot.

Id

Scan
Time

3420 97650 sample=1 perioc

Proteins

I;rot.
Rank
11

[ 212 IDNCERSIDALINQ VEAST Sari

Protein
Name

in-10 NG=S

[ctrai

>sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevnsnae (stram ATCC 204508 / 5288c) OX=559...

ATCC NASOR £ 62881 NY=5

Best
Score

9829
6228

|Log Prob|
304.25

122 A1

Best
|Log Prob|
1748

11.51

£
Spectra

381
02

64
2

# Uniq.
Peps.

# Mod
Peps.
61 675

2 427

% Cov. #AAs Intensity

1.839e+7

2148e.6

120

124

Spech'um (double dick to dock / undock)

@ o 3]

& [wH

w
g
o
1
Hex-18

Hex

3.00e+2

2.50e+2

36

Hex-:

2.00e+2

Intensity

1.50e+2

1.00e+2

~imm_R

5.00e+1

o

o
i

)

3+

) @

Pep

7] R.LRPAIS[+1296]SALSK.D z=3,scan#=sample=1 period=1 cyce=772 experiment=15,scan time=9.7650

Pep_2+

0

~
S
?

o

+
a
o
a

1] Iml"

i IIIII [T Illl | 'I 1

0.00e+0 | L 1 i Bl

] ||| i ik |

2
Lt
T

’II' [I|| Il :NI[I 1111} I: [[ {1 (11T WO III-?T]IIII 1 lII‘ .

1000

3.00e-2 m/z errors, search tol=50.0 ppm
20082
1.00e2

0.00e+0

Obs -
Calc ml‘l

-1.00e-2

-2.00e-2

-3.00e-2

Sample S4 R.LRPAIS[+1296.423]SALSK.D

114



T iment=13 @ £~
=
Prot. Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
PID Rank Pos. Sequence (variable) Glycans Score Score % m/z m/z err. By-X MH MH Cleavage Pos. Name Id Time
2 92 M.ITGVPWYSS[+648.21129]R.L S9(OGlycan / 648.2113) Hex(4) 551.3 00 2 9073915 907.4093 -19.65 18137757 1813.8113 NRagged 9 >sp|P32612|PAU2_YEAST Serij in-2 0S= isiae (strain ATCC2... 3410 138662 sample=1 perioc

Protei

Prot. Protein Best Best # # Unig. #Mod = i
Rank Name |Log Prob|]  Score Spectra Peps. Peps. ECovy R AA=) Rintersity

2|2 >sp|POCE85|PAU19_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=5... 138,61 1151 683.8 93 32 31 427 124 3.148e+6
7212 IDA2575IDALIS_VEAST Sari in.5 NS-C icias (ctrain ATCC 204502 /62921 NY-550 120 A0 1222 IMA 114 22 27 522 122 727%auh X

|Log Prob|

Spectrum (double diick to dock / undock) g

‘j,ﬁ @ Q °§°@‘1}~ o {3

1 M.ITGVPWYSS[+648]R.L z=2,scan#=sample=1 period=1 cycde=910 experiment=13,scan time=13.8662

1.50e+3 —

Intensity

1.00e+3 —

L
Pep_2+
~y6

a4
ba

5.00e+2 —

b3

®
¢
2
o

20002 . *

1.00e-2

Calc mjz
.
-
2
-
-
-
Al
-
*
¢
-

0.00e+0 . . . .
1.00e2 * . *
20002 .

-3.00e-2

Sample S4 M.ITGVPWYSS[+648.211]R.L 115



Peptides T iment=15 € £~
Mods =lta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
b Sequence (variable) Glycans Scote Score m/z m/z err. By-X MH MH Cleavage Pos. Name Id Time
1]190... M.ITGVPWYS[+1134.36976]SR.L S8(0Glycan /1134.3698)  Hex(7) 4631 12 3 7673167 7673281  -14.82 22999357 2299.9698 NRagged 8 >sp|Q3E770|PAU9_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 2. 3461 133300 sample=1 perioc
< m | »
Proteins v P~
ﬁrot. Protein Best Best # # Unig. #Mod . il
Rank Name [Log Prob] |Log Prob| Score Spectra Peps. Peps. geCoERana] (pintensity |
313 >sp|POCES5|PAUL9_YEAST Senpaupenn-19 0S=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=5... 123.82 11.06 6923 i 31 30 427 124 2619e+6
Gzl a1a cnllK201 HUMANIC araran. neatain 7552 1270 ans 17 2 Iy 129 £42 1827225 =
Spenrum (double dlick to dock / undock) &
o +[a]a .
__ M.ITGVPWYS[+1134]SR.L z=3,scan#=sample=1 period=1 cycle=908 experiment=15,scan time=13.3300
1.002+3 —| -
i z
8.00e+2 — .
i 3
E 6.002+2 — 2
4,00e+2 — +
4 o +
- 3 = g b
_ ® o §
o 0
2.002+2 3 3 a
] - 2 - | & -
] E L o = | 7 2 L . . E ml
E = 2| a 3 T 3 .
0.00e+0 — ]Il.llll.l 1 |..|.I.ILl |l|l " ...|l | .I|||J.. .|..l..Ju. il 11 .il wlilale .'ai. i .luh.lln wlnh "‘“l. e .‘ll I 1 |I.i.,...l..':.||l .h n da ; ol 1 1101 | |||1 ANEN LI It —t | T T | TN - : L || 1 : i ||| :
00 £0 T £0 1000 1200 1400
4002 - 13055880
R m/z errors, search tol=50.0 ppm )\(/:0.03569
20002 ] -
B .
7 . . * o o * .
- E 0.00e+0 . St * Co. . - . :
gz ]
20002 ] . * ‘
. *
7] .
4,002 — .
— *
T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 €00 miz 800 1000 1200 1400

Sample S3 M.ITGVPWYS[+1134.370]SR.L
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T iment=17 @ £~

s Mods Gh 5 zlta Mo Obs. Calc. ppm  Off- Obs. Calc. cl Glycans Protein Prot.  Scan
cquence (variable) Yeans COT€  Score m/z m/z err, By-X MH MH €aVag€  pos, Name Id Time
1]180.. 1 92 M.ITGVPWYS[+1296.42259]SR.L S8(0Glycan /1296.4226)  Hex(8) 4745 12 3 8213375 821.3457 -10.00 24619980 2462.0226 NRagged 8 >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC2... 3410 131470 sample=1 perioc
< m >
Proteins g P~
=
Prot. Protein Best Best # # Unig. #Mod . J+
Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. Peps. ECov) IS Ale) lntensty 3
11 >sp|P32612|PAU2_YEAST Seripauperin-2 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 304.25 17.48 9829 381 64 61 675 120 1.839e+7
212 IDNCERSIDAILNQ VEAST Sari in.10 NS-C. h ici [etrain ATCC INASNR [ SIRRA NY -8 122 A1 1151 AR 02 22 21 A27 124 2148c.h Y/
Spectrum (double dick to dock / undock) -
B o [a]o (6] o o [0f
E M.ITGVPWYS[+1296]SR.L z=3,scan#=sample=1 period=1 cycde=886 experiment=17,scan time=13.1470
7.002+2 |
6.002+2
5.00e+2
= ] ©
E  4.00e+2 T
s 3
z T
3.002+2
] e
] s & |
2.00e+2 — - 5
4 = = +
- @ i
2 a
@ o, &
® o a z
29 4 3
Pkl A Z : : | | L
i b o b | iy e b bini v ool ! ATTRTTTI TR RN T £ ] CRMRTIRTT (TR 7] FRCATRT AN | I SAT) i 11 TR . '
T T T T T T T T T T T
500 = 1000 1500
.
= ' . *
o E 10022 -
-3:: 0. 0 * ¢ M * * * ’ ‘ . " * * ’
.00+ . Lt * .
-1.00e-2 *
*
-2.00e-2 Y -
30022 T T T T T T T - 'n T T T T T
500 miz 1000 1500

Sample S4 M.ITGVPWYS[+1296.423]SR.L
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T zriment=2 ) £~

Mods
(variable)

S7(OGlycan / 324.1056)

Glycans
Hex(2)

Sequence

R.LKPAISS[+324.10565]AL.S

zlta Mo
Score

4960 81

Score

2

Obs.
m/z
612.3255

Calc.
m/z

612.3345

Obs. Calc.
MH MH

12236437 12236617 CRagged 7

ppm  Off-
er.  By-X

-14.67

Glycans
Cleavage Pos.

m

Protein
Name

>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 2...

Prot.  Scan
Id Time

3411 130583 sample=1 perioc

Protein
Name

=
Prot.
Rank

@11
=

>sp|P43575|PAUS5_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 327.47

|Log Prob|

Best
|Log Prob|
16.74

10041

Best
Score

Spectra

632

#Mod
Peps.

# Unig.
Peps. % Cov.

70 67 68.9 122

#AAs  Intensity

3.742e+7

Spectrum (double dlick to dock / undock)

MW e a +[@e o &

- R.LKPAISS[+324]AL.S z=2,scan#=sample=1 period=1 cycle=1000 experiment=2,scan time=13.0583

!
Pep_2+

6.00e+2 —

Tntensity

4.00e+2 —

¥2

2.00e+2 —

-
5

!
‘Hex-18

-
3
o

.ﬂy';_w J I.JI )

n h i

Lt
T T

aadlu

I Pep_1+
7

0.00e+0 —

T
400

50022 =

m/z errors, search tol=50.0 ppm
4.00e-2
3.00e-2

2.00e-2

Obs -
Calc mjz

1.00e-2

0.002+0 .

-1.00e-2

-2,00e-2

Sample S1 R.LKPAISS[+324.106]AL.S

1200
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T iment=14 ) £~

5 Mods G 5 zlta Mo Obs. Calc. ppm  Off- Obs. Calc. cl Glycans Protein Prot.  Scan
Squence (variable) YConS o' Score m/z m/z err. By-X MH MH €avage  pos, Name Id Time
1315.. 1 104 R.LKPAIS[+486.15847]SAL.S S6(OGlycan / 486.1585) Hex(3) 4810 20 2 6933480 6933609  -18.64 13856887 13857145 CRagged 6 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC2... 3411 127191 sample=1 perioc
< m J »
Proteins Y 7extfiter... P~
Prot. Protein Best Best # # Unig. #Mod = 5l
Rank Name ILog Prob] |Log Prob]  Score Spectra Peps. Peps. =S || 405 || My ]
1)1 >sp|P43575|PAUS_YEAST Seripauperin-5 0S=Sacch y isiae (strain ATCC 204508 / 5288c) OX=559... 327.47 16.74 1004.1 632 70 67 689 122 3.742e+7 i
= Aaacean cacTe - - .- . - s - . aner = - - A -
Spectrum (double dlick to dock / undock) =
«[5)s +[6]o o o [of
7| R.LKPAIS[+486]SAL.S z=2,scan#=sample=1 period=1 cycle =988 experiment=14,scan time=12.7191
T *
8.002+2 —| al
+ &
i &
o
u &
6.002+2
2 4
4.00e+2 —
i @ g
- é T o
7 o
2.00e+2 — <
i o T
= 2
- v =
3 s e |3 2
' o 20l Lak i b 2l; ‘
0.00000 ot bt ol bk .|..|II.... J l.l.l.. e bt .J i Il...||.|.|ﬂ .ﬂlI [N e ..Jl..ll[.l bl il I:. v .l. Y Y PO S S S S TR ¥ : L L . .
20 00 £00 o 500 1000 1200
2002 m/z errors, search tol=50.0 ppm
.
1.00e2
" . i* ¢ * * . .
2 Eoo0er0 + . - ‘
ow *
S . M .
-1,00e-2 * *
*
-2.002 *.
*
T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 00 mz 800 1000 1200

Sample S1 R.LKPAIS[+486.158]SAL.S 119



T -iment=16 € £~

Mods
(variable)

Sequence

1]255.. 1 104 R.LKPAISS[+648.21129]AL.S

S7(OGlycan /648.2113) Hex(4) 4034 12 2

zlta Mo

Glycans Score Score

Obs.

m/z

7743733

Calc. ppm  Off- Obs. Calc. Glyc:
0

m/z er. ByX  MH My Cleavage

7743873 -18.09 1547.7393 1547.7673 CRagged 7

<1

n

Protein
Name

>sp|P43575|PAUS5_YEAST Seri in-5 05=S

Prot.  Scan
Id Time

(strain ATCC2... 3411 124284 sample=1 perioc

Proteins

6roL Protein
Rank Name

@11 >sp|P43575|PAUS_VEAST Seripauperin-5 0S=S
= ; :

Best
|Leg Prob| Log Prob|

Best
Score

y isiae (strain ATCC 204508 / 5288¢) OX=559... 327.47 16.74 10041

# # Unig. #Mod
Spectra Peps. Peps.

632 70 67 689 122

% Cov. #AAs

Intensity

3.742e+7

Spectrum (double dlick to dock / undock)

B a[a]c +[s] o [of

4 h.LKPAISS[-(—G‘\S]AL.S z=2,scan#=sample=1 period=1 cyde=978 experiment=16,scan time=12.4284

8.00e+2 —

6.002+2 —

Intensity

Hex-18

4.002+2 — g

!
b2

2.00e+2 —

¥1

o b4
= 2 -

Y I ..;.4..L..|| :..J.JI.- |

baile. |

0.002+0 — h

TRt 1 |||I|l|| |||l||l||||l||||ll

Pep_2+

3
Y
T T

— b6-18

Lol

~y7

Pep_1+

o ~b8

~y8

~
-1
2

T
0 e

12

T
S50 o 1000

1.50=-2 o m/z errors, search tol=50.0 ppm
1.0022
5.00e3 *

- £ 0.00e+0 *

0bs
le m,

= 50023
-1.00e2

-1.50e-2

-2.00e-2

800 miz 1000

T
1200

Sample S1 R.LKPAISS[+648.211]AL.S
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T iment=20 € £~

Prot. Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
EID Rank b= Sequence (variable) Glycans Score Score  © m/z m/z Eerr. By-X MH MH Cleavage Pos. Name Id Time
1]189.. 17 93 M.LTMVPWYS[+972.31694]SR.L S8(OGlycan /972.3169) Hex(6) 4444 12 2 11064530 11064716 -16.89 22118986 22119360 NRagged 8 >sp|Q12218[TIR4_YEAST Cell wall protein TIR4 OS=Saccharomyces cerevisiae (strain A.. 4963 14.7199 sample=1 perioc
< | m >
Proteins T Textfiter... P-
Prot. Best Best # # Unig. = l
Rank ItogPrebl | oy prob|  Score  Spectra Peps. [nter=ity |
sl >sp|P32612|PAU2_YEAST Seripauperin-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 1748 9829 381 64 67.5 1.839e+7
21212 IDNCFRSIDAILNQ VEAST Sari 10 NS-S. ici [ctrain ATCC INASOR [ SRR NY -8 1151 AR 02 22 A27 2148, Y/
Spectrum (double dlick to dock / undock) &
B aa]c +[6)2 o o (GHH)
: M.LTMVPWYS[+972]SR.L z=2,scan#=sample=1 period=1 cycde=939 experiment=20,scan time=14.7199
5.00e+2 —
4,002+2 |
£ 3.00e+2 +
g N o
£ -
- ] &
b 2
2.002+2 |
) < s
b by o
1.00e+2 — - - 3 k3 K
i ]
] L £ ~
i SREHER: 7 3 8 5.7
0.00+0 — b |l|| b o bt e e e 1 G 0w b e o e wabn oo weme ool vl oo ol oo o de owoow IR T R TR [T T TR N AN [T B TR T
T T T T T T — T T T T T T T 1 T T T T T T T T
20 00 00 500 = 1000 1200 1400 00
40002 _: m/z errors, search tol=50.0 ppm
. *
20062
= -
o E ] 3 . . .
£ 000040 * — .t ., .. .
S 3 .
-2.0022 — .
: *
4.00e2
T T T T T T T T T T T T T T T T T T
200 400 600 800 miz 1000 1200 1400 1600

Sample S4 M.LTMVPWYS[+972.317]SR.L
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T iment=10 € £~

1]897.. 10 92

Mods
(variable)

S8(OGlycan /1134.3698)

Sequence Glycans

M.LTMVPWYS[+1134.36976]SR.L Hex(7)

3844 12 3

slta Mo Obs. Calc. ppm  Off- Obs. Calc. cl
Score % m/z m/z err.  By-X MH MH cavage

7919855 7920011 -19.74 23739419 23739888 NRagged 8

Score

Glycans

>sp|P10863|TIR1_YEAST Cold shock-induced protein TIRL OS=Saccharomyces cerevisi...

Protein

Name

Prot.  Scan
Id Time

4256 149474 sample=1 perioc

Proteins

Prot.
@ Rank

l1|1

Protein
Name

>sp|P43575|PAU5 YEAST Senpaupenn-S OS-Saccharomycs cerevisiae (strain ATCC 204508 / S288¢) OX=559... 136.57

Best # # Unig. #Mod
Score Spectra Peps. Peps.

968.4 163 30 27 287 122

|Log Prob| % Cov. #AAs Intensity

Best
|Log Prob|
1425

1.440e+6

Spectrum (double dlick to dock / undock)

a +[@)¢ & (W]

Intensity
§
&
1

0.00e+0 —!

M.LTMVPWYS[+1134]SR.L z=3,scan#=sample=1 period=1 cycde=1089 experiment=10,scan time=14.9474

Hex-18

b3-18

— <
G Y

.
-
I3 I ol
- o o e 8| 3
- - o |2 l
I I 1l

||||[ il Lt | I||||||” It

|||1||| ||IT|| il ul

T

It L ‘il

|I Iﬁll‘l [N J IIl LI et II IIII‘

+

‘ | |I‘Illlﬁ‘l;;lll I II|IIIIIIIII

—— Pep_ 1+

I
i 1000

2.00e-2

1.00e-2

0.00e+0

0Obs -
Cale m/z

-1.00e-2

-2.00e-2

m/z errors, search tol=50.0 ppm

*
*

1200

Sample S4 M.LTMVPWY S[+1134.370]SR.L
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T zriment=8 € £~

Prot. Mods slta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
[ Rank Bos Sequence (variable) Glycans Score Score  Z m/z m/z err. By-X MH MH Cleavage 05, Name Id Time
1|146.. 17 92 M.LTMVPWYS[+1458.47541]SR.L S8(0Glycan /1458.4754)  Hex(9) 5481 12 3 9000226  900.0363  -15.26 2698.0533  2698.0945 NRagged 8 >5p|P10863|TIRL_YEAST Cold shock-induced protein TIRL OS=Saccharomyces cerevisi.. 4256 14.4545 sample=1 perioc
m ] »
T Textfiter... P~
Protein Best Best 2 # Uniq. #Mod - il
Name [Log Prob] |Leg Prob|  Score Spectra Peps. Peps. e || G655 || My [}
>sp|Q3E770|PAUS_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 288.60 16.66 988.6 452 61 56 60.8 120 1.023e+7
>5p|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX=5... 160.38 13.28 7186 124 39 36 435 124 2.323e+6
3]3 >sp|P43575|PAUS5_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 14255 1415 7371 167 35 33 426 122 6.136e+6 Z
Spectrum (double diick to dock / undock) =
B e[s)e (5] o 0
6.00e+2 — 5 . N
| M.LTMVPWYS[+1458]SR.L z=3,scan#=sample=1 period=1 cyce=1076 experiment=8,scan time=14.4545
s00e+2 ] =
i £
4.00e+2 —
£ 300002
] 2
2.00e+2 - ¢
] &
T [-%
4 ® - &
i T 3 ;
1.002+2 — o3 2 +
b = % | g
] e 2 e ] ,% \ | | T
] + Tl : g
0.00e+0 — T "'.l"l 1 P ....l]....ll kb I."" kil .I..lll-.'n.fn TN TRV in -.lu l.. l...J..h“I]... Ced ...ul il A w il PRRRrTI I P . I..| BT PSRRI ) Wi tRTee 1"'. b l wab ..l L mw e .j . I TR THE A ;
500 i 1000 1500
500=2 m/z errors, search tol=50.0 ppm
4.00e-2
*
3.00e2 . -
;,? 2,002 .
P
o= -
© 1.00e2 o, .
. .
0.002+0 -t t o * . 5 - *
. . .
-1.00e2 * *
.
T T T T T T T T T T T T T T T T
500 mz 1000 1500

Sample S6 M.LTMVPWY S[+1458.475]SR.L 123



Peptides

T iment=13 @ P~

Mods
(variable)

S7(OGlycan / 486.1585)

PID Sequence

1]262.. 3 105 R.LRPAISS[+486.15847]AL.S

Glycans

Hex(@)

Score

481.0

zlta Mo
Score

17.7

2

707.3562

Obs.
m/z

Calc.

707.3640

ppm
m/z err.

-1092

Off-
By-X

Obs.
MH

Calc.
MH

14137052  1413.

Cleavage Ghycans
os.

7206 CRagged 7

<

Scan
Time

Protein Prot.
Name Id

>sp|POCEBS5|PAUL9_YEAST Seripauperin-19 OS=Saccharomyces cerevisiae (strain ATC... 3420 127089 sample=1 peri

Proteins

T Texth

Protein
Name
in-19 0S=Sacch

I;rot.
Rank ‘
33

[zl a14

>sp|POCESS|PAUL9_YEAST
enlk 201 HUBMANIC ammon.

yces ¢

(strain ATCC 204508 / S288¢) OX=5...

|Log Prob]|
12382

7552

Best
|Log Prob|

11.06
1270

Best #
Score Spectra

6923 77 31
Q215 17 2

# Uniq.

#Mod
Peps.
30 427
o 128

Peps.

% Cov.

#AAs  Intensity

124
£42

2619%e+6
1827e.5

nrotainl
Spectrum (double dick to dock / undock)

B o(so [ -

R.LRPAISS[+486]AL.S z=2,scan#=sample=1 period=1 cycle =887 experiment=13,scan time=12.7089
7.00e+2

6.002+2

5.00e+2

4.00e+2

Hex-18

Intensity

3.00e+2

2.00e+2

=

b Luadd, L J.. il J...H.....ILJ.A..l il

1.00e+2

Lo o b b by b s by b aa laag

.l ull l It TR |||| i |

0.002+0

Pep_2+

500

0
L]

bs

' ..J..J. kel .ln u ......u.u...|...l wali ..m...

b6-18

b6

T

v7

~b7

M

J..-MILL .\. el

miz

Pep_1+

~b8

b sl wd bl

TR IR PR
T

(AT TR |

1000

2.00=2 ) 'm/z errors, search tol=50.0 ppm
1.00e-2 *

0.002+0 - *

Obs -
Cale m/z
-

-1.00e-2

-2.00e-2

-3.00e-2

**

1500

Sample S3 R.LRPAISS[+486.158]AL.S
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T =riment=8 € £~
S Mods Gl S slta Mo Obs. Calc. ppm  Off- Obs. Calc. al Glycans Protein Prot.  Scan
equence (variable) yeans O Score m/z m/z er.  By-X MH MH €aV3E  pos, Name Id Time
1]218.. 2 105 R.LRPAIS[+648.21129]SAL.S S6(0Glycan / 648.2113) Hex(4) 4121 14 2 7883810 788.3904 -11.86 15757548 15757735 CRagged 6 >sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATC... 3438 12,6460 sample=1 perioc
m J »
Té . P
Protein Best Best £ # Uniq. # Mod = |
Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. mHEE || B || Iy 3
>sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 288.60 16.66 988.6 452 61 56 60.8 120 1.023e+7
>5p|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=5... 160.38 13.28 7186 124 39 36 435 124 2323e+6
>sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 142.55 1415 7371 167 35 33 426 122 6.136e+6 2
-]
] R.LRPAIS[+648]SAL.S z=2,scan#=sample=1 period=1 cycde=1014 experiment=8,scan time=12.6460
1.402+2 —] . s
] : TR
N LRPAISSAL
- a 337327389
1.20e+2 — &g 123456789
100242 ]
I 800e+1 .
E i
6.00e+1 —| — +
. , 5
] g 2 <
4.00e+1 —| =
- I @
— ["a} =
) 2
b = B
2.00e+1 — a e '\
] o 3 4 3 " S i o
hn T H E o © >
0.00e+0—- Il J mn | | man III] i ‘I ||I|I 1] | Jll ll 11N} | | i |I III ni o m IIlIIlII L nnm |I {111 ll LI [N L W B | II [N AR | [l | I (1) Il | |
T T T T T T T T T T T A T T T T T T T T T T
200 400 500 e 800 1000 1200 1400
et m/z errors, search tol=50.0 ppm
20082 ¥
*
1,002 * .
. % ve
S 0.0040 * . * * . .
S . R .
-1.00e-2 *
*
20022 . ¢
*
T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 500 miz 00 1000 1200 1400

Sample S6 R.LRPAIS[+648.211]SAL.S
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T -iment=10 @ £~

s Mods Gl S zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
equence (variable) ycans O Score m/z m/z err. By-X MH MH €aVage  pos. Name Id Time
RAVTVT[+648.21129]QY.V T6(OGlycan /648.2113) Hex(4) 4677 566 2 7648377 7648480  -1347 15286682 1528.6887 CRagged 6 >sp|P36135|UTHL_YEAST Probable secreted beta-glucosidase UTH1 OS=Saccharomyc... 4486 12,6868 sample=1 perioc
< m ] »
Proteins T Textfiter... P~
Prot. Protein Best Best # # Uniq. #Mod . |l
Rank Name ettt |Log Prob|  Score Spectra Peps. Peps. wHEER || GLLS || sy ]
3|3 >sp|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=559... 117.08 1443 9721 214 39 344 122 3.360e+6 i
= sca ‘oan - - A . aarnz u e " P
Spectrum (double diick to dock / undock) =)
B o[a)e ¢[a)e o o [af
- R.AWTVT[+648]QY.V z=2,scan#=sample=1 period=1 cycde=1003 experiment=10,scan time=12.6868
2.50e+2 —
i X
T a
R &
i o
2.00e+2 3 3 2
e - L 8
] 3
= 1.50e+2
= i N
8 &
= ] = g
] 8 T
e o o ~
1.00e+2—_ 2 = = = 3 w 2
i N 2
4 > 2 )
5.00e+1 — £ . 3
) n
] o 7 ¥ 2
' | uoth Wbt 4 Dbyl il Mot i |
000240 ] | II’I [|I 00 B T I|Il|||| ] |IIIII“III|III IIIIIIIIII|HI h[IIIIIIIII | I| I IIIIIII l [N |I il 1NN I| [ II‘ [ I T N | | [ |
T T T N T T T — T T T T T T T T T T T T T T T T T T T T T T
200 400 500 = 00 1000 1200 1400
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T ciment=11 € £~

Mods zlta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan
Sequence Pos.

(variable) Clycans Score Score  Z m/z m/z err. By-X MH MH Cleavage Name Id Time
RAWTVT[+810.26412]QY.V T6(OGlycan / 810.2641) Hex(5) 2930 274 2 8458661 8458744 979 1690.7250 1690.7416 CRagged 6 >sp|P36135|UTH1_YEAST Probable secreted beta-gl i UTH1 OS: y 4486 12,5372 sample=1 perioc

< m ] »

=

V Textfiter... P~

Proteins

Prot. Protein Best Best # # Uniq. #Mod s <
Y Rank Name ILog Prob] |Log Prob|  Score Spectra Peps. Peps. %Cov. #AAs Intensity o

. 3|3 >sp|P43575|PAUS_YEAST Seripauperin-5 0S=S: isiae (strain ATCC 204508 / 5288¢) OX=559... 117.08 1443 9721 214 40 39 344 122 3.360e+6

Spectrum (double dlick to dock / undock) g

B e u °5°@ - ‘U’

1.00e+2 — R.AVVTVT[+810]QY.V z=2,scan#=sample=1 period=1 cycde=998 experiment=11,scan time=12.5372

1
Pep_2+

Tntensity
Hex

Hex-18

Pep_1+

bs

bs-18
¥

o

bd-18

%‘ 2
ooseso—___| |I ‘I 11 A Iﬁ’ ||I |"||I||I|I || I |II| |I||

0

I I|I Il IIIII‘IIII“' | | II||||I w1 |||I Ili[IM Il|]||l LA !‘I lm:" | Il [ | I L1

600 mz 800 1000 1200 1400

m/z errors, search tol=50.0 ppm
4.00e-2

3.00e-2
2.00e-2

-g 10022

Cale mh
-
.
.

0.002+0 * * * L2
-1.00e-2 * *

<2.00e-2

Sample S2 R AVVTVT[+810.264]QY.V 127



T iment=14 € P~

PID Prot. P S Mods G S, zlta Mo Obs. Calc. ppm  Off- Obs. Calc. cl Glycans Protein Prot.  Scan
Rank o5 equence (variable) ycans O Score  Z m/z m/z er.  By-X MH MH €2Vage  pos, Name Id Time

1]425.. 19 93 K.LPWYT[+486.15847]TR.L T5(OGlycan / 486.1585) Hex(3) 4604 243 2 7118204 7118298  -1310 14226336 14226522 Specific 5 >sp|P27654|TIP1_YEAST Temperature shock-inducible protein 1 OS=Saccharomyces c... 4237 13.5003 sample=1 perioc

< | m ] »

Proteins T Textfiter... P-

Prot. Protein Best Best # # Uniq. #Mod - ol
v [t Name oy |Log Prob|  Score Spectra Peps. Peps. %Cov. #AAs Intensity a

¥1)1 >sp|P43575|PAUS VEAST Serlpaupenn -5 OS_Saccharomycs cerevisiae (strain ATCC 204508 / SZBS:) 0X_55 32747 16.74 10041 632 70 67 689 122 3.742e+7
= - 43032

=

Spectrum (double dlick to dock / undock) =

m alale ego@ 2 @ {3

K.LPWYT[+486]TR.L z=2,scan#=sample=1 period=1 cycde=1015 experiment=14,scan time=13.5003

1.20e+3 —

1.00e+3 —

8.00e+2 —

L
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] v
- 2
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- o o
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n
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‘ | b

ANTENE !
T
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~y6
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[

~bb
¥3

0.00e+0—- Wl L.. |||.Il . Ladt i ue JI...H.. lllul. b ol adee i b

miz

4,00e-2 - m/z errors, search tol=50.0 ppm
3.00e2 .
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Obs -
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1.0022 . *
0.00e+0 * . . .

-1.00e-2

500 mz 1000 1500

Sample S1 K.LPWYT[+486.158]TR.L 128



Peptides

T iment=10 @ £~

PID Prot. Pos. P e———— Mods Glveans Store zlta Mo s Obs. Calc. ppm  Off- Obs. Calc. Cleavace Glycans Protein Prot.  Scan
Rank " q (variable) i Score m/z m/z Err. By-X MH MH 9 05, Name Id Time
1|316.. 22 93 K.LPWYT[+648.21129]TR.L T5(OGlycan / 648.2113) Hex(4) 408.8 10 2 792.8440 792.8562 -15.32 15846808 1584.7051 Specific 5 >sp|P27654|TIP1_YEAST Temperature shock-inducible protein 1 OS=Saccharomyces c... 4237 134180 sample=1 perioc
n ] »
o
]
Protein Best Best # # Uniq. #Mod = il
Name [Log Prob] |Log Prob| Score Spectra Peps. Peps. EECov R aas) phntersity [
|1 >sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=559... 288.60 16.66 988.6 452 61 56 60.8 120 1.023e+7
12 >sp|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) O 160.38 13.28 7186 124 39 36 435 124 2323e+6
3)3 >5p|P43575|PAUS_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) 0X=559... 142.55 1415 7371 167 35 33 426 122 6.136e+6 <
Spectrum (double dick to dock / undock) 8
af5]s ¢[6)o o 0
300242 7 K LPWYT[+648]TR.L 2=2,5can#=sample=1 period=1cyde=1041 experiment=10,scan time=13.4180
2.502+3 -} _
2.00e+3 —-
E' 150043 ]
100243 ] +
] 8 T A
= B &
i 3 &
] E= &
5.002+2 a
i 2 o
4 n B
4 M T 0 2 ©
] w = 3 < T le 8 2 @ [ o
0.00040 ] v whe el s B .f..,..l.l...l. S P fed s L ‘.'J‘: PR . R N L e VPN N ll..l . .l = d il Lo o S S S - i
400 500 miz 800 1000 1200 1400
4,002 —} m/z errors, search tol=50.0 ppm
2.00e-2 * + >
.
000240 FEEPAR SR A A -t - * * *
£ ‘ . ‘ .
< 2,002
4,002
6,002 * .
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
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T eriment=7 € £~

Mods slta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein Prot.  Scan

Sequence (variable) Glycans Score Score m/z m/z err. By-X MH MH Cleavage Pos. Name Id Time
1[109.. 21 33 R.VNLIELAVYVS[+324.10565]DIR.A S11(OGlycan /3241056)  Hex(2) 5527 3161 2 9644951 9645091  -14.52 19279830 19280110 Specific 11 >sp|P47179|DAN4_YEAST Cell wall protein DAN4 OS=Saccharomyces cerevisiae (strain... 273 19.6318 sample=1 perioc
< n ] »
Proteins
Prot. Protein Best Best = #Uniq.  #Mod ) B
Rank Name [LogRrob] |Log Prob]  Score Spectra Peps. Peps. e || LS | ML [}
11 >sp|Q3E770|PAUI_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 288.60 16.66 988.6 452 61 56 60.8 120 1.023e+7
12 >sp|Q07987|PAU23_YEAST Seripauperin-23 0S=Saccharomyces cerevisiae (strain ATCC 204508 / S288¢) OX= 16038 13.28 7186 124 39 36 435 124 2323e+6
3]3 >sp|P43575|PAUS5_YEAST Seripauperin-5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) 0X=559... 142.55 1415 7371 167 35 33 426 122 6.136e+6 2
Spectrum (double dlick to dock / undock) =
@[] +[a]e o © [GHH]
| R.VNLIELAVYVS[+324]DIR.A 2=2,scan#=sample=1 period=1 cyde=1252 experiment=7,scan time=19.6318
300042 | &
] o
] &
2.50e+2 -]
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] 3
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0.00e+0 ] L aiaet A||..l f.l!... PR ST e o L. III. .l..n. i l.. o i i L|..... e d abiuan de |.-.n. o e |.'|.J.."Z... v vduld ......fa...l.. ol s dun ki wudll, RN EPTIP .l. s dooul wde o wi |l s ew wa
500 1000 1500
6.00e-2 | m/z errors, search tol=50.0 ppm
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Sample S6 R.VNLIELAVYVS[+324.106]DIR.A -



T =riment=4 ) £~

s Mods Gl 5 slta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot.  Scan
SUCHES (variable) YCENS O Score m/z m/z err. By-X MH MH €aVage  pos. Name Id Time
1]109.. 21 33 R.VNLIELAVYVS[+324.10565]DIR.A S11(OGlycan /3241056)  Hex(2) 4487 2661 3 6433320 6433419  -1534 19279814 19280110 Specific 11 >5p|P47179|DAN4_YEAST Cell wall protein DAN4 OS=Saccharomyces cerevisiae (strain ... 273 196517 sample=1 perioc
< m »
©
It
Protein Best Best # # Uniq. # Mod - ol
Name [Log Prob] |Log Prob| Score Spectra Peps. Peps. wAEm, || S | el 4
>sp|Q3E770|PAUS_YEAST Seripauperin-9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) OX=559... 288.60 16.66 988.6 452 61 56 608 120 1.023e+7
>5p|Q07987|PAU23_YEAST Seripauperin-23 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) OX=5... 160.38 13.28 7186 124 39 36 435 124 2323e+6
33 >sp|P43575|PAUS_YEAST Seripaup 5 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5288¢) 0X=559... 142.55 1415 7371 167 35 33 426 122 6.136e+6 =
Spectrum (double diick to dock / undock) -]
‘E @ Q & )@
1.40e+2 _— R.VNLIELAVYVS[+324]DIR.A z=3,scan#=sample=1 period=1 cycde=1253 experiment=4,scan time=19.6517
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T oy ©2]

5 Mods Gl PEP PEP Log Prob| S Delta =lta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein w
equence (variable) yeans 2D i [Log Prob]  Score Score  Score m/z m/z er.  By-X MH MH cavage 0 Name
53|21. 2 173 K.TDEYCCNSGSCN[+203.07937]ATTYSEFFK.T N12(NGlycan / 203.0794) HexNAc(1) 42e-19 2e-15 1837 9229 7426 7426 3 8583154 8583311  -1838 25729316 25729789 Specific 12 >XP_002282988.1 PREDICTED: protein P21 [Vitis v
< >
Protans v
Prot. Protein Best Best # # Uniq. #Mod " o
M Rank Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. %Cov. | #AAs | Intensity
[A212 AID_0012620A1 1 VALTL1 [\litic vinifaral 17104 1202 1055 1 122 0 2 A21 222 2 NRSesfh hd
Spectrum (double dick to dock / undock) &
W oele a ¢ | @ @ o | W
K.TDEYCCNSGSCN[+203]ATTYSEFFK.T z=3,scan#=sample=1 period=1 cycle=1121 experiment=10,scan time=16.5371
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Peptide List (double ciick to dock / undock)
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T fiment=16 © 2]

Mods

Sequence (variable)

Glycans

PEP
0

PEP
1D

|Log Prob|

Score

Delta
Score

zlta Mo
Score

Obs.
m/z

Calc.
m/z

ppm  Off-
err.  By-X

Obs.
MH

Calc.
MH

Cleavage

Glycans
0s.

Protein
Name

>

T [exfe.. £
~

Prot. Protein Best Best # # Uniq. #Mod ;
. FAAs
% Rank Name ILog Prob| |Log Prob|  Score Spectra Peps. Peps. % Cov. Intensity
[ HEWIEY an_nnd 44 = PP Y PE an ance 4 PEEY A A e <
Spectrum (double dlick to dock / undock) =
@ e a ¢ g @ -
R.GIN[+1373]CTADIVGECPAALK.T z=3,scan#=sample=1 period=1 cyde=1131 experiment=16,scan time=16.8324
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| Peptide List (double dick to dock / undock)

8|

v

Mods PEP PEP Delta :ita Mo Obs. Calc. m  Off- Obs. Calc. Glycans Protein 2
B Gl Log Prob| S PP a 4
equence (variable) ycans 2D 1D [Log Prob| COT€  Score Score m/z m/z err. By-X MH MH eavage 0s. Name
51131 1 397 RJILYGWISEGDIESDDLK.K 26e-18  1.2e-14 17.59 8864 5725 5725 2 9769646  976.9780  -13.73 19529219 1952.9487 Specific >XP_002265534.1 PREDICTED: beta-fructofurani v
P!
< >
Proteins v
Prot. Protein Best Best # # Uniq. #Mod 3 @
M Rank Name ILog Prob] |Leg Prob|  Score Spectra Peps. Peps. %Cov. #AAs Intensity
— Ao A T PP Y PES A A <
Spectrum (double dlick to dock / undock)
W aelaa | @@ e Ly
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e g 4 8 + g E: 1895 T, %1y 3 A =3 < 3 T |
gl gy %3 i z \;5 SERTEE S I 2 \ n.J l g | |
ALl PR I 1 P BT o il T AT U V1P WS TR | S Y AUl L N
T T T T T T T T T T
100 1500
- *
2,002-2 —
] * L
= * * . -
L E i . LN . . .
S % 0.00+0 - ok e * . . o . * 4 - *
o i *e * . .
u R . ¢ e e . ¢ PN . . . .
1 * * * *
20022 3 . *
N .
A T T T T T T T T T * T T T T T T T
500 miz 1000 1500

Sample S1 S.YN[+1170.417]WTTAMFAWQR.T e



Peptide List (double click to dock / undock) 8

7w _07]

PEP PEP Delta :ita Mo Obs. Calc. m  Off- Calc. Glycans »
Sequence Glycans 0 1D |Log Prob|  Score Score Score % PP Cleavage 4
0.00017 3.76 0 1299 15 v
>
T __Textﬁte!.,. P
Protein Best Best 2 # Uniq. #Mod N @
Name [Log Prob] |Leg Prob]  Score Spectra Peps. Peps. %Cov. | #AAs | Intensity
111 >XP_002265534,1 PREDICTED: beta-fructofuranosidase, soluble soenzyme lisoform X1 [Vitisvinifera] @37 0@ 27 232 274 69 6006 v
Spectrum (double diick to dock / undock) -]
W el a ¢\ @9 o | bw- o
: R.VVRPP[+16]P[+16]TP[+16]KPP[+132][+16]T.L z=3,scan#=sample=1 period=1 cycde=759 experiment=2,scan time=8.8811
B 10987654321
H r
1.00e+3 —| ~ 3 V\SISI:PP_"I:,P}SPPT
_ y 1234567831
: ~y2
8.002+2 —
£ 600e+2
2 i
. Pent Peptide-18 (3+)
4,00e+2 |
. o L) ~ .
] = = l y5 Peptide (2+)
E
2.00e+2 — .
i 2
: h. i 1 il L . e :
1 B z w (Ba 2 z L 2 2%
0.00e+0 - iy II L AL o1 .n| .JI !.l..lu...||.l|..all||.1| |....|.|| Ly HI L |.I.....ll|....|. W lh..]l..'.i...l..l.|..|.|I woachd ..J..l ull it s o 0w ..|.‘-”lu.|ﬁ| lu .[I......l.ul..h.l .:¢.|.| Wi wth s o vl '.|" o wa [ 3 el I|.l | A [N T L . | i
200 400 500 i 00 1000 1200
s'me'z_; m/z errors, search tol=50.0 ppm
4,002
E .
3.00e2
.E‘E z.oo;»z—; .
°Z 10022 * ‘e
3 *
0.00=+0 3 . L . - * .
E .
10022 - . * -
22,0002 3 . . .
T T T T T T T T T T T T T T T T T T T T
200 400 00 miz 00 1000 1200

Sample S3 R.VVRPP[+15.995]P[+15.995]TP[+15.995]KPP[+132.042][+15.995]T.L 1



Y w07

Mods Gl PEP PEP Log Prob| S Delta :zlta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glycans Protein Prot. S
Sequence (variable) ycans 20 1D [Log Prob| COT€  Score  Score m/z m/z Err. By-X MH MH cavage 0s. Name Id Ti
<
Protu'isL:%| = m T |rextfiter... P~
Prot. Protein Best Best # #Uniq. #Mod .
M Rank Name [Log Prob| |Log Prob|  Score Spectra Peps. Peps. %Cov. #AAs Intensity
112 >NP_001268061.1 VVTL1 precursor [Vitis vinifera] 70.42 1234 951.5 133 1 2 39.2 222 8.075e+6
M2)4 >NP_001268074.1 lipid transfer protein precursor [Vitis vinifera] 31.89 13.13 997.2 62 8 1 353 119 3.655e+6 v
Spectrum (double dick to dock / undock) -]
B @ el ¢ @ @ e 3| kym
] RWRPP[+16]P[+16]TP[+16]KPP[+264][+16]T.L 2=3,5can#=sample=1 period=1 cycle =769 experiment=4,scan time=9.6662
L4023 -] 0587654321
. ~ VVRERETPKEPT
] y3 133798789
1.202+3 |
1.00e+3 |
] ~,
£ e Pent y2
] ide- +)
o] Peptide-18 (3
] Peptide (2+) :
s ] P Peptide
T [}
] = 2 i + pent (2+) ~b )
2.002+2 — £ “ "j,y5 o 9 + 13
4 3 + + - 4
. M j [l o PR 22 555 £ |.
4 = > 2 2 3 2% 2 I
0.00e+0 — ||||I|.| i, |ll |.L:||| 1 .l.uh..l 'I ul '|||I... L ..lLlI.I.nl..l.l .I.l.I FIAVINTA Illn Lo b . ml.hl.....l . J.J...l..nl.ll....|.. ‘f'l"rl vk ..'l.l'n N sl [T ety . PR N | a . . : : : .
200 00 £00 = £00 1000 1200 1400
] m/z errors, search tol=50.0 ppm
40002 ] .
L F 20002 ] .
5 ] .
S ] .o
0.00e+0 — * * . +
- . - * - *
: *
-2.000:2 . L2
.
T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 00 mz 800 1000 1200 1400

Sample S4 R.VVRPP[+15.995]P[+15.995]TP[+15.995]KPP[+264.085][+15.995]T.L
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Peptide List (double diick to dock / undock)
Peptides

&

T e © 2]

Prot.
H Rank
56]90... 7

57|85.. 7

Pos.
144
144
<

Sequence

R.VVRPP[+15.99492]P[+15.99492] TP[+15.99492]...
R.VVRPP[+15.99492]P[+15.99492] TP[+15.99492]...

Mods PEP
(variable) 20
P5(Oxidation / 15.9949); P6(Oxidation / 15.9949); P8(Ox... Pent(3) 15.9949  0.0016
P5(Oxidation / 15.9949); P6(Oxidation / 15.9949); P8(Ox... Pent(3) 15.9949  0.033

Glycans

PEP

D

0.94

1

Delta

Score
889
67.7

slta Mo
Score

53 3

3.6 3

Obs.
m/z
582.6176
582.6211

Calc.

m/z
582.6279
582.6279

ppm
€rr.

-17.62

17

Score

195.7
1522

|Leg Prob|

279
1.49

Off-
By-X

Obs.

MH
1745.8383
1745.8486

Calc.

MH
1745.8691
1745.8691

Cleavage Glycans
0s.

CRagged 11
CRagged 11

Protein
Name

~

>NP_001268136.1 proline-rich cell wall proteir
>NP_001268136.1 proline-rich cell wall proteir ,

Proteins

Prot.
M Rank

Protein
Name

Best #
Score Spectra

# Uniq.
Peps.

#Mod

Peps. % Cov.

Best
|Log Prob| Log Prob|

#AAs  Intensity

= a o acaa

Spectrum (double dlick to dock / undock)

M oelgla ¢ @ e

1.40e+3
1.20e+3
1.00e+3

Pent

8.00e+2

Intensity

6.00e+2

4.00e+2

2.00e+2 —

o Wlﬂth

1L

o
|I|||u-||.. bl

-l‘ e b., u %J e

R.VVRPP[+16]P[+16]TP[+16]KPP[+396] [+16]T.L z=3,scan#=sample=1 period=1 cycle=788 experiment=2,scan time=10.2306

Peptide (2+)
Peptide-18 (3+)

+l
I
=
3

b3

Lo -..|I. s |.|..a.| '“..u. " n.n..l.ll. e ..i..n.l.JﬁI“.l. u I e LI eid

+
¥
o
=

load

Peptide

+ pent (2+)
Peptide

.+ pent2 (2+)

5 3 L 2
.Il.’.'{;...u..l. [T Sl [y 1 RTRRPTOR { WO PO O

b9

;

~b9 + 132

]

ri
N

87654321

VVRPPPTPKPPT

L
Wi
L

o
oL

dddy

7 8910

20

e s

24

120

4002 m/z errors, search tol=50.0 ppm

3.00e-2
2,00e-2

1.00e-2

bs
Calc mjz

0.00e+0

-1.00e-2

-2.00e-2

-3.00e-2

1200

Sample S4 R.VVRPP[+15.995]P[+15.995]TP[+15.995]KPP[+396.127][+15.995]T.L




Peptide List (double dick to dock / undock)

peptides IE| 12| | (/]

T |rext fiter... P~

Prot. Mods PEP PEP Delta =lta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans Protein
PID Rank Pos. Sequence (variable) Glycans 2D 1D Log Prob|  Score Score Score - m/z m/z err. By-X MH MH Cleavage 0! Name
574|8.. 7 144 R.VVRPP[+15.99492]P[+15.99492] TP[+15.99492]... P5(Oxidation / 15.9949); P6(Oxidation / 15.9949); P8(Ox... Pent(4) 15.9949  0.0078 0.99 21 171 580 70 3 6266363 6266420 -9.12 1877.8942  1877.9113 CRagged 11 >NP_001268136.1 proline-rich cell wall proteir ,
e — e et e . ~n PP -n ~- A mmmmmmr maramae PR PR S s im mmamranra s nmom s Cr =
ProteinsE T Text fiter...
Prot. Protein Best Best # # Uniq. #Mod " e
Rank Name [Log Prob] |Leg Prob|  Score Spectra Peps. Peps. %Cov. #AAs Intensity
[ 7122 ) YD 00224144 1 DREDICTED: uinch izad nratain | OC10N2A5261 [Vitic inifaral 020 012 AADA S 1 o A4 400 1244ax5 v
Spectrum (double diick to dock / undock) &
W oela a $ @ @ e wem
| R.VWRPP[+16]P[+16]TP[+16]KPP[+528] [+16]T.L z=3,scan#=sample=1 period=1 cycde=781 experiment=3,scan time=10.0253
4,002+3 — ~y3
3.00e+3 —
. ] Pent Peptide :
P P Peptide
E - ~,
ot y2 +pent (2+) | pent2 (2+)
] Peptide-18 (3+)
B A 4 .
1.002+3 —
2 ~ ~
] “ + pent3 (2+) b9 +132 ~b9 + 264
i « g
1 il 3 i J L l
b L] 5 = 9
40 .II..||.| | ....Jl I.n .. l] ik ..l l|| L IH || | .l-l.l]...].l R BN [PV T NI P 5 'nlL.....l L m'v~|...-l.llan\.| b [ SRR N G YT TIURPRTY AT OO D R N |m Il e T " l . L 1 u L L | L .
0.00=+0 T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 500 = $00 1000 1200 1400
3.00e-2 -] M/z errors, search tol=50.0 ppm
2,00e-2 *
.'.% 1.00e2 * *
2
% .
0.00e+0 . * - *
. N *
-1.002-2 L4
*
-2.00e-2 *
T T T T T T T T T T T T T T T T T T T T T T T T T T T T
200 400 €00 miz 500 1000 1200 1400

Sample S4 R.VVRPP[+15.995]P[+15.995]TP[+15.995]KPP[+528.169][+15.995]T.L
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Peptides

5@ B

T e ©2]

Prot. Mods PEP PEP Delta :lta Mo Obs. Calc. ppm  Off- Obs. Calc. Gh~
PID Rank Pos. Sequence (variable) Glycans 20 1D |Log Prob| Score  Score m/z m/z err. By-X MH MH Cleavage F
75192... 9 144 R.VVRP[+15.99492]PP[+15.99492]TP[+15.99492]... P4(Oxidation / 15.9949); P6(Oxidation / 15.9949); P8(Oxidation / 15.9949); P11(xgly / 544.1639) Pent(4) 15.9949 0.65 1 0.19 120 00 3 626.6377 626.6420 -6.81 1877.8985 1877.9113 CRagged 11
76188... 9 144 RVVRPP[+15.99402]P[+15.99492]TP[+ 15.99492]... P5(Oxidation / 15.9949); P6(Oxidation / 15.9949); P8(Oxidation / 15.994); P11(xgly / 676.2062) Pent(5) 15,9949 03 1 0.64 542 18 3 6706468 6706560  -13.76 20009250 20009536 CRagged 11 v
< >
Proteins [E| % T |7ext fiter... P~
Prot. Protein Best Best # # Unig. . o
%] Rank Name [Log Prob] |Log Prob|  Score Spectra Peps. %Cov. #AAs Intensity
= e v
Spectrum (double diick to dock / undock) =]
W oe e a @ 9 e L)yl
: R.VVRPP[+16]P[+16]TP[+16]KPP[+660][+16]T.L z=3,scan#=sample=1 period=1 cyde=794 experiment=3,scan time=9.9352
2.502+3 | 40987654321
1 ~v3 VVRPPPTPKPPT
1 Y 1337883054
2.00e+3 —
] Pent .
] Peptide
L isoea] ~y2 + pent2 (2+)
H b .
z . . Peptide
1 4 Peptide-18 (3+) .
— P Peptide + pent3 (2+
1.00e+3 pen
] YO (3+) + pent (2+) Pepti
. eptide
- ~ ~
i
so0er2 ] a Peptide (2+) | + pent4 (24)
. ~
- = ¥ . b9 +132 ~p9+264 ~b9+396
£ o io 3
' [ il . 1 | |
0.002+0 i) . ||.| || l |,lJ.. " ]L..II. I..I .||.|..n....E ll...hl l l.l.l.ll.J.|....|lJ o L did b A Spies i Ii‘f.’l.. - l '|-L'""“| il Il.....I ...n..l.u.lf...m 5.. u .ﬁ'l L ll BN PRepIoY ...%.I..H. CTR PEPRARTY SaY L | = o l ; | = . | ; :
200 400 00 = 500 1000 1200 1500
30002 m/z errors, search tol=50.0 ppm
.
2,002
. .
SE 1o0e2
5 -, R *
“ 0.00e+0 * - .
-1.00e-2 ’ ‘e . .
.
-2.00e-2
T T T T T T T T T T -' T T T T T T T T T T T T T T T T T T
200 400 500 i 00 1000 1200 1400

Sample S3 R.VVRPP[+15.995]P[+15.995]TP[+15.995]KPP[+660.211][+15.995]T.L
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y

v

PEP PEP Delta :lta Mo Obs. Calc. ppm  Off- Obs.

Sequence
& Score  Score

Glycans Protein =
Pos.

<
proteins £ v
Prot. Protein Best Best 2 £ Uniq. #Mod - 2
% Rank Name [Log Prob] |Leg Prob|  Score Spectra Peps. Peps. %Cov. #AAs Intensity
EA617  >NP_001262136.1 profine-rich cellwall protein-fike precursor [Vitisvinifersl 8T 219 4w2 M8 8 61 43 207 2406 | .
Spectrum (double diick to dock / undock) E
M e e a % @@ w-m
8.00e+3 —] R-VVRPP[+16]P[+16]TP[+792][+16]KPP[+16]T.L z=3,scan#=sample=1period=1 cyde=793 experiment=13,scan time=10.3843
i 10987654321
HC 2 I
VVRPPPTPKPPT

| Pent
6.002+3 —| Peptlde Pept'de

i Peptide * Pent3 (2+) *+pent4 (2+)

i v YO (3+) + pent2 (2+)
e Peptide l
1 YO 1lpent(3+) | jont(24)

¥3

Intensity

Peptide
v v + pent5 (2+)

G4 a4
17372678 01d

i "v>
] . l Peptide (2+) N
- Dl ‘ 1 5 . b9 +132 91264 ~pg+396
0.00240 ] .||.'”|| MHIF ‘..L.l.ll..l... .ml|| T l . nL..llu . IJPG o dbts el H: "'J'.' . ....]..'....lﬂ...l e J.M‘ZIL ..uL.IIIuj:... " .T..i;. T .li BT RN ..§f’-“1.l...l v "'|'|' e |. ST W S P L I , o i I |
200 00 500 £00 T 1000 1200 100 1600
E m/z errors, search tol=50.0 ppm
Sample S4 R.VVRPP[+15.995]P[+15.995]TP[+792.254][+15.995]KPP[+15.995]T.L .



