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File Edit Window Help “% Byonic™  uqepegg! (Editor),

B9 e

Proteins

Peptide Lst (double cick to dock / undock) )
v peptdes | v
~

% Prot.

Prot. Mods PEP PEP Delta =lta Mo Obs. Calc. ppm  Off- Obs. Calc. Glycans
PID
Rank Pos.

Pos. Sequence (variable) Score  Glycans 0 D 9P Score Score 2 miz m/iz  em By-X  MH MH  Cleavage

| s
M2|2 >YCR104W PAU3 S
313 >sp|TRYP_PIG|(Col
4|4 >YHR174W ENO2 !
% >YNL160W YGP1 S
Msl6 >YJLOS2W TDH1 §1
=717 >YMROOGC PLB2 S
8|8 >YLR300W EXG1 S
[%ETE] >YBRO78W ECM33
(110110 >YIL169C YIL169C
M 11111 >YOLO30W GAS5 S
M 12112 >YIL123W SIM1 SG
(413113 >YERO1IW TIR1 SC
14]14  >sp|K2CT_HUMAN
(115115 >YGR209C TRX2 St
(116116 >VIL148WRPL40A | Spectrum (double dlick to dock / undock) 8
grin vwrcass G @lale ¢ @@ o O [wlm

< >

<

] K.NLAS[+648]VWGK.T z=2,scan#=sample=1 period=1 cycle=483 experiment=19,scan time=9.3814
| Protein Coverage (double dick to ... & ] R
6.00e+2 ] + 87654321
o - crbcere
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b s g
B = 1234 g& 78
~ 5.00e+2 —
10 20 E
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X

File Edit Window Help # Byonic™ * uqepegg? (Editor),
L=
Proteins |2 | T Peptide List (double dick to dock / undock) &
— ] optdas
Rank Prot Mods PEP PEP Delta  zlta Mo Obs. Calc.  ppm Off-  Obs. Calc. Glycar]
B4 111 >sp|K2C1_HUMAN]|(Common contaminant p PID Rank "% Sequence (variable) Score Glycans D 1 9P Score Score miz miz  em ByX  MH MH  Cleavege Tpoo
f4212 >splTRYP_PIG|(Common contaminant protei 11256967 3 180 KSPVETVSDSLQFSFNGN[+203.07937... N17(NGlycan /203.0794) 6058  HedAc(l) 73e-12  27e9 1114 3215 3215 3 7967174 7967116 7.33 23831376 2388.1201 Specific 17
& 313 >YDROSSW PST1 SGDID:5000002462, Chr IV fr
(44 >splKICI0_HUMAN|(Common contaminant
(515 >YGR209C TRX2 SGDID:S000003441, Chr VIl fr
[(16/6  >YBRI62C TOST SGDID:S000000366, Chr l froi
M 717 >YMR307W GAS1 SGDID:S000004924, Chr XIi
[18]8  >YOLIS4W ZPS1 SGDID:S000005514, Chr XV i
(1919 >YNLIGOW YGP1 SGDID:S000005104, Chr XIV -
(110110 >YOLO30W GAS5 SGDID:S000005390, Chr XV f
& 1111 >splKICI_HUMAN|(Common contaminant p
[ 12[12  >YLRO43C TRX1 SGDID:S000004033, Chr Xl frc
11313 >YBRO7BW ECM33 SGDID:5000000282, Chr Il f
[ 1414 >YIL169C YIL169C SGDID:S000001431, Chr IX {
M 15]15 >sp|K22E_HUMAN|(Common contaminant p
[116]16  >YKRO42W UTH1 SGDID:S000001750, Chr XI fi | L< >
FA 17|17 >YGRO37C ACBT SGDID:S000003269, Chr VIl fi || spectrum (double cick to dock / undock) a
[118[18  >YKL163W PIR3 SGDID:5000001646, Chr X! fro N P =
419119 >YGR282C BGL2 SGDID:5000003514, Chr VIl fr v @la Q @ @ @ {F)| by~
< 2 J K.SPVETVSDSLQFSFNGN[+203]QTK.I z=3,scan#=sample=1 period=1 cyde=6 10 experiment=11,scan time=13.2772
Protein Coverage (double dlick to dock / undock) & 4
Protein Coverage ] Ul ] b .
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File Edit Window Help » Byonic ™ “ uqepegg? (Editor),
w9 e
- 7 Peptide List (double click to dock / undock) 8
Rank Prot. Mods PEP PEP Delta lts Mo Obs. Calc.  ppm Off-  Obs. Cale. Glyca
M1 >sp|K2C1_HUMAN]|(Common contaminant p PID Rank Pos. Sequence (variable) Score Glycans 20 m 9 Pro Score Score m/z m/z e, By-X MH MH Cleavage Pos.
M2)2 >sp|TRYP_PIG|(Common contaminant protei 5 9 5 5 5 S
M3 13 >YDRO55W PST1 SGDID:S000002462, Chr IV fri
414 >sp[KIC10_HUMAN|(Common contaminant
Msis >YGR209C TRX2 SGDID:S000003441, Chr VIl fr
M6|6 >YBR162C TOS1 SGDID:S000000366, Chr Il fror
M717 >YMR307W GAS1 SGDID:S000004924, Chr Xl
M8 >YOL154W ZPS1 SGDID:5S000005514, Chr XV fi
Mol9 >YNL160W YGP1 SGDID:S000005104, Chr XIV -
M 10 110 >YOL030W GAS5 SGDID:S000005390, Chr XV f
F 11111 »>spK1C9_HUMAN]|(Common contaminant p
M 12112 >YLR043C TRX1 SGDID:S000004033, Chr XII frc
M 13113 >YBRO78W ECM33 SGDID:S000000282, Chr Il f
[4 14114 >YIL169C YIL169C SGDID:S000001431, Chr IX
[ 15115 >sp|K22E_HUMAN|(Common contaminant p
[ 16]16 >YKRO42W UTH1 SGDID:5000001750, Chr XI fi <
[ 17117 >YGRO37C ACB1 SGDID:5000003269, Chr Vil f1 || spectrum (double cick to dock /undock) &
™ 18|18 >YKL163W PIR3 SGDID:S000001646, Chr XI fro — . N . P
19]19  >YGR282C BGL2 SGDID:S000003514, Chr Vil fr v | i @ & S % @ 9 O {F by v g
ks 2 200002 _- K.VSNPEGNGGYSTSNN[+203]YSTCPDYEK.G z=3,scan#=sample=1 period=1 cycle=458 experiment=20,scan time=8.5741 &
Protein Coverage (double dick to dock / undock) (-] : 2 R . R
| E .7J 15 595«'3.54341
Protein Coverage B 1 £ vsrﬂgzqnccys'rsun_y TCPDYEK
T :c} 1234287834 15 26
4 &
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30 S0 S0 1000 1200 1500 o0
m/z errors, search tol=75.0 ppm
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File Edit Window Help » Byonic ™ S uqcpeggl (Edito
B 5 @
-
T fiment=17 @ £
PID Prot. P 5 Mods S Gl PEP PEP P Delta :lta Mo Obs. Calc. ppm  Off- Obs. Calc. a Glyc
M1 >5p|K2C1T_HUMAN|(Commeon contaminant p Rank o equence (variable) core yeans 2D 1D 29F10 Score  Score m/z m/z err.  By-X MH MH €avage  pg
2|2 >splTRYP_PIG|(Common contaminant protei 11105051 7 303 KYGLVS[+162.05282]IDGNDVK.T $5(0Glycan / 162.0528) 5046 Hex(l) 579 21e-6 824 2490 2490 2 T213447 7213565  -1625 14416822 14417057 Specific 5
M3)3 >YDRO35W PST1 SGDID:S000002462, Chr IV fri
44 >sp|K1C10_HUMAN]|(Common contaminant
Ms|s >YGR209C TRX2 SGDID:S000003441, Chr VI fr
6|6 >YBR162C TOS1 SGDID:S000000366, Chr Il froi
M717 >YMR307W GAS1 SGDID:S000004924, Chr XIlI
88 >YOL154W ZPS1 SGDID:S000005514, Chr XV fi
M99 >YNL160W YGP1 SGDID:S000005104, Chr XIV
[ 10110  >YOL030W GAS5 SGDID:5000005390, Chr XV f
M1 >sp|K1C9_HUMAN|(Common contaminant p
M 12|12 >YLR043C TRX1 SGDID:S000004033, Chr XII frc
M 13113 >YBRO78W ECM33 SGDID:5000000282, Chr Il f
M 14|14 >YIL169C YIL169C SGDID:5000001431, Chr IX {
M 15115 >sp|K22E_HUMAN|(Common contaminant p
M 16|16 >YKR042W UTH1 SGDID:5000001750, Chr XI fi S
B 17[17  >YGRO37C ACB1 SGDID:5000003269, Chr VI fi || spectrum (double cick to dock / undock)
18|18 >YKL163W PIR3 SGDID:5000001646, Chr X fro — . - o
2119119 >YGR282C BGL2 SGDID:S000003514, Chr VI fr v @ a Q % | @ @ 9 £ by iy
< > : K.YGLVS[+162]IDGNDVK.T z=2,scan#=sample=1 period=1 cyde =534 experiment=17,scan time=10.9227
Protein Coverage (double diick to dock / undock) =} i . .
= i + 098765432
Protein Coverage u Iﬁ I_ 4.00e+2 —] :L YG'LVSrIr rGi‘erglrl'
§ < 12349875018
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H ] 9
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File Edit Window Help % Byonic™ “ uqcpegg (Editor),
E D@
Bl 7 Peptide List (double ciick to dock / undock) 8
| Peptides 15| 12| 7] 1] v
- Prot. s Mods B s PEP PEP prg Defta ztaMo Obs. Cale.  ppm Off-  Obs. Cale. . Glycan
>sp|K2C1_HUMAN|(Common contaminant p ! Rank PO equence (variable) core Glycans 0 1D 9P Score  Score m/z m/z  er. ByX MH mH  Cleavage oo
>sp[TRYP_PIG|(Common contaminant protei 1| 244722 18 23 P.KDPWSTLT[+648.21129]PSATYK.G  T8(OGlycan / 648.2113) 4741 Hex(d) 11e-0  43e7 895 2689 00 3 7483303 7483457  -848 20430034 2243.0224 NRagged 8
>YDROSSW PST1 SGDID:5000002462, Chr IV fr
>sp|K1C10_HUMAN|(Common contaminant
>YGR209C TRX2 SGDID:S000003441, Chr VIl r
>YBR162C TOS1 SGDID:5000000366, Chr Il froi
>YMR307W GAS1 SGDID:5000004924, Chr Xl
>YOL154W ZPS1 SGDID:S000005514, Chr XV fi
>YNL160W YGP1 SGDID:S000005104, Chr XIV -
>YOLO30W GASS SGDID:S000005390, Chr XV f
>s5p|K1C9_HUMAN](Common contaminant p
>YLRO43C TRX1 SGDID:S000004033, Chr XIl frc
>YBRO78W ECM33 SGDID:S000000282, Chr Il f
>YIL169C YIL169C SGDID:5000001431, Chr IX f
>sp|K22E_HUMAN](Common contaminant p
>YKRO42W UTH1 SGDID:S000001750, Chr XIfi | L€ 2
>YGRO37C ACB1 SGDID:S000003269, Chr VIl fi || spectrum (double dick to dock / undock) &
>YKL163W PIR3 SGDID:S000001646, Chr XI fro = o TRl & o
>YGR282C BGL2 SGDID:S000003514, Chr Vil fr v W oelea % @@ oL by
< > : P.KDPWSTLT[+648]PSATYK.G z=3,scan#=sample=1 period=1 cyde=487 experiment=16,scan time=9.4613
Protein Coverage (double ciick to dock / undock) 8| e ]
Protein Coverage F m —‘ ]
d °
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Edit Window Help 4 Byonic™ “ uqepegg] (Editor),
m= e e
proteins v Pt Lt (e oo -
o Po o] pepe ) v
Rank o prot. s Mods s 6 PEP PP L Delta shaMo Obs. Calc.  ppm Off-  Obs, Gole. Glyca
M1 >5p|K2C1_HUMAN]|(Common contaminant p o equence (variable) core yeans 0 1D 97 Score Score  ? miz m/z er. By-X  MH MH €VAYE P
M 2|2 >sp[TRYP_PIG|(Common contaminant protei . o 5 : 7 5
[13]3  >YDROSSW PST1 SGDID:S000002462, Chr IV fr
4[4 >splKICI0_HUMAN|(Common contaminant
1515 >YGR209C TRX2 SGDID:5000003441, Chr Vil fr
66  >YBRI62C TOST SGDID:S000000366, Chr l froi
FI 717 >YMR307W GAS1 SGDID:S000004924, Chr Xill
[18]8  >YOL154W ZPS1 SGDID:S000005514, Chr XV fi
1919 >YNL160W YGP1 SGDID:5000005104, Chr XIV -
[110[10  >YOLO30W GAS5 SGDID:5000005390, Chr XV f
1 11]11  >sp|K1CI_HUMAN]|(Common contaminant p
[ 12[12  >YLRO43C TRX1 SGDID:5000004033, Chr Xl frc
1 13[13  >YBRO78W ECM33 SGDID:5000000282, Chr Il f
[ 14[14  >YIL169C YIL163C SGDID:S000001431, Chr IX f
1 15]15  >sp|K22E_HUMAN]|(Common contaminant p
1 16]16  >YKRO42W UTH1 SGDID:S000001750, Chr XI fr || € 2
[ 1717 >YGRO37C ACB1 SGDID:S000003269, Chr VI fi | Spactrum (double click to dock / undock)
[£118]18  >YKL63W PIR3 SGDID:5000001646, Chr XIfro | - 3 o -
(419119 >YGR282C BGL2 SGDID:S000003514, Chr VIl fr v @' Qe Q ¢\ @ e C} by v g
< > : P.KDPWSTLT[+810]PSATYK.G z=3,scan#=sample=1 period=1 cyde =470 experiment=18,scan time=8.9360
| Protein Coverage (double dick to dock / undock) 8| 120043 .
4 40987654321
Protein Coverage | | L] B KDPWSTLTPSATYK
o SRERS LTRSS
i = 1737287804
100243 |
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File Edit Window Help 4 Byonic™ “ uqepegg] (Editor),
R B @
Text Peptide List (double cick to dock / undock) .
~| peptides 1| /& [ 7 ()] v
. prot. B Mods . o PEP PEP | Lo Delta :taMo Obs. Cale.  ppm Off-  Obs. Cale. Glycan
11 >5p|K2C1_HUMAN|(Common contaminant p. Rank equence (variable) ore yeans 0 D 97 Score Score  ? m/z m/z er. By-X  MH MH €3V29€  pos,
212 >sp[TRYP_PIG|(Common contaminant protei 11211005 3 RCI TIGGGLK.T /203.0794) 6117  HeNAc() 58e-13  22e-10 1223 4454 4454 2 8324493 8324322 2054 1663.8013  1663.8571 Specific 7
313 >YDROSSW PST1 SGDID:S000002462, Chr IV fr
414 >sp|KIC10_HUMAN|(Common contaminant
5|5 >YGR20SC TRX2 SGDID:S000003441, Chr VIl fr
66  >YBRI62C TOS1 SGDID:S000000366, Chr Il fron
707 >YMR30TW GAST SGDID:S000004924, Chr Xil
88 >YOLI54W ZPS1 SGDID:S000005514, Chr XV fi
99 >YNLIGOW YGP1 SGDID:S000005104, Chr XIV
10[10  >YOLO30W GAS5 SGDID:S000005390, Chr XV f
1111 >spK1C9_HUMAN|(Common contaminant p
12]12 >YLRO43C TRX1 SGDID:S000004033, Chr Xl frc
13[13 >YBRO7BW ECM33 SGDID:S000000282, Chr Il f
14114 >YIL169C VIL169C SGDID:5000001431, Chr X {
1515 >sp|K22E HUMAN]|(Common contaminant p
16]16  >YKRO42W UTH1 SGDID:S000001750, ChrXifi | L€ 2
17|17 >YGRO37C ACB1 SGDID:S000003269, Chr Vil fi | spectrum (double dick to dock /undock)
18]18  >YKL163W PIR3 SGDID:S000001646, Chr X fro . PN
19119 >YGR282C BGL2 SGDID:S000003514, Chr VIl fr v W ele a g @ c o
< 2 1 R.COTLVGN[+203]LTIGGGLK.T z=2,scan# =sample=1 period=1 cyde =617 experiment=16,scan time=13,4979 &
Protein Coverage (double diick to dock / undock) 8 6.00e+2 2
—— ] z
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File Edit Window Help # Byonic™ ° uqepegg! (Editor),
& S @&
Proteins B T [7eriArer.. 5-| | Peptide List (double clck to dock /undock) =
Foy D 7 & v
g Pt
Rank Prot. Mods PEP PEP Defta :ita Mo Obs. Cale.  ppm Off-  Obs. Cale. Glyca]
=11 »splK2C1_HUMAN)(Common contaminant p PID Rank  POS: Sequence (variable) Score  Glycans 0 D 9P Seore Score 2 miz miz  er ByX MH My Cleavage “pC
B2 2155 TRYELPIG](Common confaminant protei 1] 246042 13 318 RGGANFDSSSSN[+203.07937]FSCNA.. N11(NGlycan /203.0704) 3910 HeMNA(l) 53e7 00002 628 1632 1632 3 7120783 7129883  -1402 21369203 21369502 Specific 11
M313 >YDRO55W PST1 SGDID:S000002462, Chr IV fr
M4 |4 >5p|K1C10_HUMAN|(Common contaminant
Ms|s >YGR209C TRX2 SGDID:5000003441, Chr VII fr
M6|6 >YBR162C TOS1 SGDID:S000000366, Chr Il froi
M717 >YMR307W GAS1 SGDID:5000004924, Chr XIII
Ms 18 >YOL154W ZPS1 SGDID:S000005514, Chr XV fi
[%ETE >YNL160W YGP1 SGDID:S000005104, Chr XIV
M 10]10 >YOLO30W GAS5 SGDID:S000005390, Chr XV
M 11111 >sp|K1C9_HUMAN|(Common contaminant p
M 12112 >YLRO043C TRX1 SGDID:5000004033, Chr XII frc
M13]13 >YBRO78W ECM33 SGDID:S000000282, Chr Il f
M14)14 >YIL169C YIL169C SGDID:S000001431, Chr IX {
[A15]15  >sp|K22E_ HUMAN|(Commen contaminant p
[ 1616  >YKRO42W UTH1 750, Chr Xifi |L€ 2
(4 17[17  >YGRO37C ACBT SGDID:5000003269, Chr VIl i || spectrum (double click to dock /undock) P
M 18]18 >YKL163W PIR3 SGDID:S000001646, Chr Xl fro v - N N A
(119119 >YGR282C BGL2 SGDID:S000003514, Chr VIl fr v B oeaaa$ @@ e w-n
S 2 20052 ] [+203]FSCNALKK.L 2=3, period=1cyde=493 hscan time=9.8328
Protein Coverage (double dick to dock / undock) - : i 8
. . ] 2 a7
Protein Coverage |/ 1 : foas
150242 a
] u +
- ] £ g H
1 E: : R
£ e o z k4 3
4 e} g =
i H -4 +
H P
B S -] ¥
1 & i 2 2
ot . il 5 £ .
] \ ‘ 1 k w"m J . : B I ; h l i L { ;
o E53 ;
oot Ll ol oo oo o o s oo ool oo o vy 4 an)
L R e e e et .
20 miz 1000 1200 1400
£.00e2 m/z errors, search tol=75.0 ppm
60002 .
L 40022 3
2E 2.00e-2 * * * L2
o% . .
Sooero OO — . .o, e e .
-2.00e2 . o,
T
ao0e2
£00e2 T T T T T T T T T T T T - T T
200 400 &0 iz 800 1000 1200 1400




] PMI-Byonic D:\EdwardKerr\Byonic_Yeast Search\_20171219_006_F.wiff_Byonic\ 20171219_006_F.wiff Byonicbyrsit (w2.15-697 develop) x
Edit Window Help Byonic ™ “ ugcpeggl (Editor),

o dock /undock) 8|

7 beu0 7]

v repides
Prot. A Prot. PEP PEP

Mods Delta shta Mo Obs. Calc.  ppm Off-  Obs.  Calc Gycans
2 Ronk P Rank "% Sequence (variable) Score Glyeans 5 D 9P Score Score F msz 5.

m/z  er ByX  MH Wi Cleavage “3C

D111 >YFLOXCPAUSSC agge:
M2]2  >YDROSSWPSTIS

313 >YIL0SWTDHI !
44 >YGRI4WENOT¢
(515  >VLLO25WPAUTT:
M6l6 >YKLOBOC FBA1 SC
H717  >YNLIGOWYGP1S
(818 >splTRYP_PIG|(Cor
919 >YGROI7CACBIS
410110 >YGR279C SCW4 S
[ 1111 >YDROSOC TPI1 SG
1212 >YOLO30W GASS S
[ 1313 >YLRO4C PDCT ¢
14114 >VBROTWECM33 || R
(1515 >YGR209C TRX2 S¢

[ 16[16  >YKLIS2C GPM1'S || Spectrum (double dick to dock / undock)

17117 >VIRMICTRAISC | [ c shgla & B[

Mmlm vmrooscpigzs V|| @& S & @ @ ¢ & b

< >

JA [+972]TTLSPSDER.V period=1cyde: ,scan time=8.2585
Protein Coverage (double dick to ... & 9
2ge 700002 ] 2 g5 038765433
Protein Coverage| * (1| 1 . TAAGVARRRATTT LSPSDER
6.00e+2 - = 1794487 ddd '3 2%
~ ]
o 20 E
MVRKLTSIAAGVAATAAGASA 5.002+2 -
30 0 E T
AATTTLSQSDERVNLVELGV = b
£ sooer2]
H 3 +
k| 9
200023 K
2.00e+2 1
] 8 4
] ° &
L2 - H E R .
E £ h I 2 H T T
0.00e+0 I} 4 FRT wanh i I: ANTTE u \Iluu ' ..‘I‘
1600
ez
4.00e2 .
.
L% 20002 .
iE . 0
5% oooero s et e, . o . ) ) )
: B R T R S e e — . a
20082 .o
. . * -
ao0e2
. . |
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- g X

File Edit Window Help “ Byonic™ uqepegg] (Editor),
® =S e
Proteins| 5 Peptide List (double cick to dock / undock)
v frer... P-| peptides|IE B[] [
A Prot. Mods PEP PEP Delta =ita Mo Obs. Cale.  ppm Off-  Obs. Calc. Glycans
PID Rank PO Sequence (variable) Score  Glycans D D 9P Score Score 2 m/z m/z er. By-X  MH mH  Cleavage “po
>YFLO20C PAUSSC || 78896 28 102 RLKPAIS[+324.10565]SALSK.D S6(0Glycan / 324.1056) 3153 Hed) 002 0033 170 998 998 2 7198912 7193930  -9.41 14337751 14387887 Specific 6 >YBR301W PAU24 SGDID:5000)
>YDROSSW PST1 S
>YJLOS2W TDH1 S
>YGR254W ENOT ¢
>YLLO25W PAUTT !
>YKLOBOC FBAT SC
>YNL16OW YGP1 S
>sp[TRYP_PIG|(Cor
>YGRO37C ACBI S
>YGR279C SCW4 S
>YDROSOC TPI1 SG
>YOLO30W GASS §
>YLRO44C PDCT S¢
>VBROTBWECM33 || 5
>YGR209C TRX2 St
>YKL152C GPM1'S | Spectrum (double ciick to dock / undock) &
>YLRO43C TRX1 SC - > I o . pe
alala ala ® by v T
Miieite  svRooscoLe2s | o Il L b
< 2 ] [+324]5ALSK.D 2=2; 1 period=1 cyck 18,scan time=7.7207
Protein Coverage (double dickto ... & 1
Protein Coverage = | ! 250242
~ ]
10 20 200002 ]
MVRLTSTAAGV? E - o
30 40 y n B
IAATTTLSQSDERVNLVELGV 2 s ]
£ ] 3
] +
] & E:
1.00e+2 - <
] z
] . . .
] © 9 - X
5.00e+1 —| &l T g
50 60 E 5 = - - . o
[YVSDIRAHLAEYYSFQAAHP ] = h; L’ . T " H T J T 2 9 J \ l
; 3 o ? 2
0.002+0 ) III Iu I|III‘ I| lllLIIIIlI\IIIIl I“Illilll |II[II‘ ||||||hn IIH‘I"IIIII ‘II |HIHIIHII n Ill\il\ NI IHI|I|'I [ IIII\I‘IIIIII“I IlHII II‘III [ TR R T MR (At III I I|II i II[I LI 'I [ | l\ | I‘
200 400 00 il 500 1000 1200 1400
30022 1 1z errors, search tol=75.0 ppm
2.00e-2 ry
* .
e - . - .
70 80 2 E 0000 . .
[TETYPVEIAEAVENYGDFTT °3 . i .
1002 . =
90 100 * . .
MLTGIPADQVTRVITGVEWY 20022 . :
-3.00e-2
© T T T T T OI T T T T T T T T
< > 200 400 600 mz 800 1000 1200 1400
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File Edit Window Help 4 Byonic™

X

“ uqepegg] (Editor),

R & @
proteins |15 /5] -] 7 Peptide List (double clck to dock / undock) 8
o ~| peptides[E T2 © [0 ¢ 20 @ P-
E Rank PEP PEP Delta slta Mo Obs, Calc. Gh
I >YDROSSW PST1 SGDID:5000002462, Chr IV from PID Sequence Glycans P 1D 9P Score Score iz My Cleavage “21
%;:i z:’s'-:;% T?x;ffgéﬁ;w;xéc:;fvm: 1196154 KVIAT[+162.05282EGYWVAAGAKL  T4(OGlycan / 162.0528) Hex(1) 3e1d 49e11 1353 426 M26 2 7239018 14468050 Specific 4
4414 >YGR279C SCWA SGDID:5000003511, Chr Vil fror
M55 >5p|TRYP_PIG|(Common contaminant protein)
[16]6  >YLR30OW EXGT SGDID:S000004291, Chr Xllfron
M717 >YLLOB4C PAU18 SGDID:S000003987, Chr XII fror
Ms|8 >YIL169C YIL169C SGDID:5000001431, Chr IX fro
M99 >YBRO78W ECM33 SGDID:5000000282, Chr Il froi
0]10  >YDROSOC TPI1 SGDID:5000002457, Chr IV from
B4 11111 >YOLO30OW GASS SGDID:5000005390, Chr XV fror
41212 >YAL038W CDC19 SGDID:S000000036, Chr | fron
41313 >YGR209C TRX2 SGDID:S000003441, Chr Vil fron
41414 >VBRI62C TOS1 SGDID:5000000366, Chr ll from
M 15015 >YKLOGOC FBA1 SGDID:5000001543, Chr XI from
M 16|16 >YHR174W ENO2 SGDID:S000001217, Chr VIl frc S 2
1717 >YOL154W ZPS1 SGDID:S000005514, Chr XV fror | spectrum (double cick to dock / undock)
118118 >YKLIS2C GPM1 SGDID:S000001635, Chr XI fron —g B
19119 >VLRO#C PDCT SGDID:S000004034, ChXifron v |- [ @ & & & @
< >
—f KVIATL cle: ,scan time=9.6889
Protein Coverage (double cick to dock / undock) ) 4
100843
Protein Coverage |~ L1/ | ]
+
8.00e+2 — H
£ cooeer]
400042 ]
i L w e
- E 2
200042 -] 5 t
1 7% + o8 e %
] Lyl i3 : ¢
4 3 ? g
0.00e+0 .n|| AL Lo i, .“ " Lduwad il e e e f v
200 400 800
7 m/z errors, search tol=75.0 ppm
5.00e2
P . S S e T + *
Fooe] . : . ? . =
] . .
50002
T T T T T T T T T a
0 0 £ 1000
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File Edit

Window Help “% Byonic™

- X
" uqcpegg (Editor),

T Peptide List (double diick to dock / undock) -]
| peptites 18 1)
Prot. Mods PEP PEP Defta =itaMo Obs. Calc.  ppm Off-  Obs. Calc. Glycan:
iR >YGR254W ENO1 SGDID:5000003485, Chr Vil PID Rank  PO% Sequence (variable) Score  Glycans 0 1D 9P Score Score 2 miz m/z  em ByX  MH mH  Cleavage “poo
2[R F05 PWTDE ;S GOID: S000003 S Chip X 11250803 4 104 RLKPAISSALS[+810.26412]ADGIVTIA... S10(0Glycan /8102641 3885 157 66e-5 682 2069 05 3 9057652 9057705 585 27152810 2715.2968  Specific 10
3|3 >YDROSSW PST1 SGDID:5000002462, Chr IV fi . ( " -
414 >YFLO20C PAUS SGDID:S000001874, Chr Vi frc
5|5 >YLRO37C PAU23 SGDID:S000004027, Chr Xil-
6]6  >YCRO12W PGK1 SGDID:S00000060S, Chr Il fi
707 >YHRI74W ENO2 SGDID:S000001217, Chr Vil
8]8  >YDROSOC TPI1 SGDID:S000002457, Chr IV frc
919 >VALOOSC SSAT SGDID:S000000004, Chr | fror
10110 >YNL160W YGP1 SGDID:S000005104, Chr XIV.
11111 >sp|K2C1_HUMAN|(Common contaminant j
1212 >YKL152C GPM1 SGDID:S000001635, Chr X! fi
13113 >YKLOBOC FBAT SGDID:S000001543, Chr Xi frc
14|14 >YALOBBC PAUS SGDID:S000002142, Chr | fror
1515 >YBR118W TEF2 SGDID:5000000322, Chr I frc
16]16  >sp|[TRYP_PIG|(Common inant prote (< 24
17]17  >VER091C MET6 SGDID:S000000893, Chr V' frc || spectrum (double cick to dock /undock) 8
18[18  >VLRO4C PDCT SGDID:S000004034, Chr Xllfi | - = - .
19119 >YOLOS6C ADH1 SGDID:S000005446, ChrXV- v | - fgif @ @& G < g @ © {F by v [
ks 2 | R.LKPAISSALS[+8 10]ADGIYTIAN. - z=3,5can#=sample=1 period=1 cyce =830 experiment=21,scan tme=12.0206
Protein Coverage (double clck to dock / undock) 8| 200e2 ‘
. 1 3
Protein Coverage| | [l/]| ] LKPATSSALSADGIYTIAN
] = #3iderdad 1
1.50e+2 — +
E =
1 K
z i o
Z 1 &)
E 1.00e+2
1 2 +
] o &
i £ g
&
5.00e+1 | +
t
i . 3 B, oL8 td o 3 ® .
| l, 3 e £ 2% @ $ 2
] bl oo ol o i s i | | | i
0000 - NN WL 1 o o e g Do I IiIII “I i o i Il IIIIIIIiI o oo om e ool el
500 mz 1000 1500
0022 /2 errors, search tol=75.0 ppm
4.00e-2 .
20002 + *
-E s - . .
2 5 00040 * v S rens P £ Re * +* . .
-2.00e-2 * E
.
4.00e-2 ‘ *
.
-6.00e-2 *
. : . : : . . . . : . : . T :
500 mz 1000 1500
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File Edit Window Help 4 Byonic™ “ uqepeggl (Editor),

Em = B @
Proteins v =]
o - v
Rank Prot. Mods PEP PEP Defta sita Mo Obs. Calc.  ppm Off-  Obs. Cale. Glycan!
>YGR254W ENOT SGDID:5000003486, Chr Vil PI0 Rank PO Sequence (variable) Score  Glycans  p 0 9P Score Score Z miz mz em ByX  MH M Cleavege oo
>YILOS2W TDH1 SGDID:S000003588, Chr X frc & g g 5 e P R . = 5 e
>YDROSSW PST1 SGDID:S000002462, Chr IV 1
>YFLO20C PAUS SGDID:S000001874, Chr Vi fr
>YLRO37C PAU23 SGDID:S000004027, Chr XII-
>YCROT2W PGK1 SGDID:S000000605, Chr Il i
>YHRI7AW ENO2 SGDID:S000001217, Chr Vil
>YDROSOC TPI1 SGDID:S000002457, Chr IV frc
>VALOOSC SSAT SGDID:S000000004, Chr fror
>YNL160W YGP1 SGDID:S000005104, Chr XIV
>3plK2C1_HUMAN(Common contaminant |
>YKL152C GPM1 SGDID:S000001635, Chr X i
>YKLOBOC FBAT SGDID:S000001543, Chr XI fr
>YALOGEC PAUB SGDID:S000002142, Chr | fron
>YBR118W TEF2 SGDID:5000000322, Chr Il frc
>sp|TRYP_PIG|(C inant prote || < B
>YERDIC MET6 ChrV fr Jundodd) 8
>VLRO44C PDC1 SGDID:S000004034, Chr XII i =
19119 >YOLOZ6C ADH1 SGDID:S000005446, Chr XV~ v @ @le e % @ 2 oLk
< = Ir [+486]SALSK.D 2=3; period=1cyde=691 5can tine=7.7288
Coverage (double undock) ] ]
[Freen o ek o dock ] 40987654321
Protein Coverage ] LKPAISSALSK
] 1737387854
20043
L 1s0ee3 ]
K ]
100043 @
] 3 h
] 3 4
1 e e + o
so0ev2 ] £ i o 3 =&
] £ L& ¢ 7
] - & I Lid . 3
] Z5 € R S 2 3
oomeso ] N el Llf I EATH Ll B e . . _ :
P 0 1000 1200
so0e2
soez .
4o0ez
5F . .
E5 20002 E
000240 A3 D .o + * e PO PR N . - L
2,002 *
. .
T T T T T T T T T T T T
200 400 600 miz 800 1000 1200




15 PMi-Byonic D:\EdwardKer\Byonic_Veast_Search\_20171219_013_M.wiff_Byonic\_20171219_013_Mwiff_Byonic.byrslt (w2.15-697 develop) - 8 X
File Edit Window Help 4 Byonic™

R

“ uqepegg! (Editor),

Proteins Peptide List (double cick to dock / undock) ]
5] pepttes £ 780 0 =
Prot. A prot. Mods PEP PEP Defta zta Mo Obs. Calc.  ppm Off-  Obs. Calc. Glycans
H Rank D Rank  PO% Sequence (variable) Score Glycans D D 9P Score Score 2 miz miz  em ByX  MH My Cleevage Tpoo
111 >VHRI74W ENO2SGDI 1] 259847 009 KM (+648211295RL SO n/648.2113) 4756 21e8 235 766 2698 00 2 10099331 1009330 -588 20188589 20188708 Specific 9 >VEROT1W TIR1 SGI
peci
212 >YILOS2W TDH1 SGDIC
3]3  >YFLO20C PAUS SGDID
©4]4  >YNLIGOW YGP1 SGDI
©I5]5  >YDROSSW PST1SGDIl
Msl6 >YIL169C YIL169C SGD.
717 >sp[TRYP_PIG|(Comm
Bl2|8  >YGR2S4WENO1 SGDI
919 >YGR279C SCWA SGDII
E210]10  >YEROTIW TIR1 SGDID
B 11]11  >YKLOGOC FBAT SGDID.
©112[12  >YIL148W RPLAOA SGD
1 13[13  >YLR30OW EXG1 SGDIC
M 14114 >YIL123W SIM1 SGDID: e 5y
11515 >YBRO7EW ECM33 SGL
& 16]16  >YMROOGC PLB2 SGDIL | Spectrum (double cick to dock / undock) ]
F17117  >YKRIWFLO10SGD |- =5y 3| & < o
& alg Q Q ® by v T
Dt veriiewTeRscoY | B 2 Rl L[
= = IO [ [+646ISR L 22, period=1  scan time =12.5590
Protein Coverage (double ciick to dock... & -
Protein Coverage | |1 ©
300042 & T =
250002 ]
= 20002 ]
150802 w
i @
1.00e+2 - o 2 2 .
+ ® 3 2 k3
5.00e+1 3 I w8 E g
. 2 3]+ = g
: bbb ) : b ol o
oomesd__ 11| | AT i u i i hnl!m ulis l\l b b b b i I |u||ui|ﬁ T ORTTRR TR T AT R
200 400 600 800 mz 1000 1200 1400 1600
8002 3 mfz errors, search tol=75.0 ppm
400023
B
20002 ] *
= 3 M M . -
| 5 E0.00e+0 o £ - .’ . -
o% B . . . M . . . .
EEUSE - + ]
400023
0002 3 .
T T T T T T T T T T T T T T T T
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- =} X

File Edit Window Help 4 Byonic™ “ uqcpeggl (Editor),

B= e e

Proteins 8
v v

PID :;:‘k Pos. Sequence
>YHR174W ENO2 SGDI
>YILOS2W TDOH SGDIC
>YFLO20C PAUS SGDID!

>YNL160W YGP1 SGDII
>YDROSSW PST1 SGDIT
>YIL169C VIL169C SGD.
>5p[TRYP_PIG|(Comm:
>YGR254W ENO1 SGDI
>YGR279C SCW4 SGDI
>YEROIW TIRT SGDID.
>YKLOBOC FBA1 SGDID.
>YIL143W RPL4OA SGD
>YLR30OW EXG1 SGDIC

>YIL123W SIM1 SGDID: &

Mods
(variable)

Score

Glycans

PEP PEP
0 R0}

pro Defts
9P score  Score

2ta Mo

Obs.
m/z

Calc.  ppm Off-  Obs. Cale.
H

Glycans
mz  er ByX  MH Cleavage “Jor"

>YBRO7BW ECM33 SGL
>YMROOGC PLB2 SGDIL
>YKR102W FLO10 SGD

Spectrum (double cick to dock / undock)

B eaa$ipgeap

>YBR118W TEF2 SGDIC ¥
>

<
Protein Coverage (double clck to dock... &

KM [+810]R.L
7.002+2

00e42 ]

500042

400242

Intensity

300042

200042

100242

§
&
[N

 scan tme=12.3731

Pep_ 2+

2694.5064
€954

~¥6

0587654321
P

MLTMVPWYSSR

+

mjz errors, search tol=75.0 ppm

.
(st . . .o




file Edit Window Help

= e e

Byonic ™

PMI-Byonic D:\EdwardKerr\Byonic_Yeast_Search\_20171219_013_M.wiff_Byonic\ 20171219_013_Mawiff_Byonic.byrslt (w2.15-697 develop)

- 8 X
7 uqepeggl (Editor),

Proteins

Peptides

7 07

>YHRIZAW ENO2 SGDI
>YJLOS2W TDH1 SGDIC
>YFLO20C PAUS SGDID.
>YNL160W YGP1 SGDII
>YDROSSW PST1 SGDIT
>YIL169C VIL169C SGD.
>5p[TRYP_PIG|(Comm:
>YGR254W ENO1 SGDI
>YGR279C SCW4 SGDI
>YEROIW TIRT SGDID.
>YKLOBOC FBA1 SGDID.
>YIL143W RPL4OA SGD
>YLR30OW EXG1 SGDIC
>YIL123W SIM1 SGDID:

[
v
=

PID

PEP PEP. Delta  slta Mo Obs.

Mods
(variable) Score  Glycans ) 1D 9P Score Score Z miz

Cale.

m/z

ppm Off-  Obs. Cale.

er. ByX  MH

Cleavage G'g';:"‘

>YBROTEW ECM33 SGL | < =
>YMROOGC PLB2 SGDI[ || Spectrum (double cick to dock / undock) )
>YKRIWFLO0SGD | &) @) |y | g gla @ by vl 1
18118 >VBRI18W TEF2SGDIC ¥ B e@e+i|c O |
< £ 100043 o KMU [+972JSR.L period=1  scan tme=12.1919
Protein Coverage (double cick to dock ] f0987654321
Protein Coverage |~ L] b MLTMVPWYSSR
soer2 ] = #9088 s i
0002
g 4
40002
200042
4 =
P B l l T
mfz errors, search tol=75.0 pom
s00e2
6,002 :
o F soe2 . .
%
s R . . =
000240 e . v * ., ’ h
20062 y . . g
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=} X

“ uqepegg! (Editor),

File Edit Window Help “# Byonic™
= e e
Proteins [ to dock / undock) 8
g Pt | Peptides|i=| =/ (7] [ v
Rank . Prot. B Mods s o PEP PEP . Delta staMo Obs. Calc.  ppm Off-  Obs. Gl
Rank PO equence (variable) ore yeans 0 1D 9P Score Score  ? mz mz er. By-X  MH MH eavage
>YNL160W YGP1 SGDI 5104, Chr XIV from : 00034
>YDROSSW PST1 SGDID:S000002462, Chr IV from 56
>YILI76C PAU14 SGDID:S000001438, Chr IX from 91
>3p[TRYP_PIG|(Common contaminant protein)
>YMRODGC PLB2 SGDID:S000004608, Chr Xill from 2
>YDROS0C TPI1 SGDID:S000002457, Chr IV from 556.
>YGR254W ENO1 SGDID:5000003436, Chr Vil from 1
>YFLO20C PAUS SGDID:S000001874, Chr Vi from 995
>YJLOS2W TDH1 SGDID:S000003588, Chr X from 33¢
>YBRO7BW ECM33 SGDID:S000000262, Chr Il from 3
>YLLO25W PAU17 SGDID:5000003943, Chr X from §
>YIL158C CIS3 SGDID:S000003694, Chr X from 1229«
>YGR279C SCW4 SGDID:S000003511, Chr Vil from 1t
>YLLOGAC PAU13 SGDID:5000003987, Chr XIIfrom 1
>YLR300W EXG1  ChrXilfrom 72 |L< >
>YGRO37C ACBT Chr Vil from 5¢ dock /undodk) &
>YILO7SC PRY1 SGDID:S000003615, Chr X from 2907 =
19119 >YGR209C TRX2 SGDID:S000003441, Chr VIl from 91 v @ @ @ a ¢ @2 @ £ |k
S 2 ] xoarrr+s2auan.- 2=2, period=1 scan time=9.7816
| Protein Coverage (double ciick to dock / undock) 8 ] 87654321
1 = 1237337
~
600e+2 ]
prreesl HE
] H
] E 4
7 e 8 g
200002 3 ? N ;
1 2. % <4 0 2 2
. |H§ z | I W A
a2 = 7 - ? 2
0.00e+0 mﬂlll.\.JU A | il ol AL "‘Fﬂlﬂl iy bl e E' Jidukl 11 b bbb o 1o L TR . . L
T T T
50 60 70 80 =) i =
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Proteins v [ dock undoc) =]
— ~] peptides v
Rank Prot. lods PEP PEP Defta sita Mo ppm Ofi-  Obs. Glycans
>YIRO41W PAU15 SGDID:5000001480, Chr X from PID Rank 7O Sequence (varizble) Score  Glyeans  5p 1D 9P Score Score By: MH Cleavage “po
>YNL160W YGP1 SGDID:5000005104, Chr XIV fro. 5 g A S TTETE
>YDROSSW PST1 SGDID:S000002462, Chr IV from
>3p[TRYP_PIG|(Common contaminant protein)
>YALOBC PAUS SGDID:5000002142, Chr | from 2
>YGR254W ENO1 SGDID:5000003436, Chr Vil fror
>YILO52W TDH1 SGDID:S000003588, Chr X from
>YFLO20C PAUS SGDID:S000001874, Chr Vi from
>YDROS0C TPI1 SGDID:S000002457, Chr IV from !
>YMRODGC PLB2 SGDID:S000004608, Chr Xill fror
>YBRO7BW ECM33 SGDID:S000000262, Chr Il fror
>YGR209C TRX2 SGDID:5000003441, Chr Vil from
>YLLOGAC PAU13 SGDID:5000003987, Chr Xl fror
>YKL163W PIR3 SGDID:S000001648, Chr X! from
>YDRO44W HEM13 SGDID:5000002451, Chr IV frc
>YKLOGOC FBA1 , ChrXifrom | 1< >
>YLRO44C PDC1 , Chr Xl from Jundod) &
>YILO7SC PRY1 SGDID:S000003615, Chr X from 2 =
19112 >VLRO37C PAU23 SGDID:S000004027, Chr Xil fror v @ CYCEIE AN TEECEE © RN
g 2 1 [+648]SR L 2=2, period=1 scan time=11.5032
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‘PWM ( Sy ‘ 4 09575;_5411!
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Proteins v [ dock undoc) =]
o ) peptes v
Rank Prot. Mods PEP PEP Defta sita Mo Obs. Calc.  ppm Of-  Obs. Cale. Glycans
>VIRO41W PAU15 SGDID:5000001430, Chr IX fron PID Rank ~ "O% Sequence (variable) Score  Glycans N D 9P Score Score Z miz mz em ByX  MH M Cleavage oo
>YNL160W YGP1 SGDID:S000005104, Chr XIV fro e 5 o g - . E
>YDROSSW PST1 SGDID:S000002462, Chr IV from
>5p[TRYP_PIG|(Common contaminant protein)
>YALOGEC PAUE SGDID:S000002142, Chr | from 2
>YGR254W ENOT SGDID:5000003486, Chr Vi fror
>YJLOS2W TOH1 SGDID:S000003588, Chr X from
>YFLO20C PAUS SGDID:S000001874, Chr Vi from
>YDROSOC TPI1 SGDID:S000002457, Chr IV from !
>YMROOSC PLB2 SGDID:S000004608, Chr Xil fror
>YBRO78W ECM33 SGDID:S000000282, Chr I fror
>YGR209C TRX2 SGDID:5000003441, Chr Vil from
>YLLOBAC PAU1E SGDID:S000003987, Chr Xl fror
>YKL163W PIR3 SGDID:S000001646, Chr XI from
>YDRO44W HEM13 SGDID:S000002451, Chr IV frc
>YKLOGOC FBA1 , ChrXifrom | 1< >
>VLRO44C PDC1 , Chr Xl from Jundod) 8
>YILO79C PRY1 SGDID:S000003615, Chr X from 2 =
219119 >VLRO37C PAU23 SGDID:S000004027, Chr Xl fror v B aeaa$ @ @ oy m
g 2 S [+696]TR.L period=1 ,scan time=11.1950
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~| peptides 12 1] ] ()]

Prot. Mods PEP  PEP Defta sitaMo Obs. Cal.  ppm Off-  Obs. Calc. Glycans
>YIRO41W PAU1S SGDID:5000001480, Chr IX fron pIo Rank  PO% Sequence (variable) Score Glycans £ 1 9P Score Score Z miz miz  em ByX  MH Cleavage “poe,
EYNEIGOWGE 115G DID:SI00005 104 Che X i 1 E 324.1056) 9037 Hex2) 54e-19  43e-16 1827 5247 5247 2 9504807 9504935  -398 18999721 18999797 Specific 11 >
>YDROSSW PST1 SGDID:S000002462, Chr IV from
>3p[TRYP_PIG|(Common contaminant protein)
>YALOBC PAUS SGDID:5000002142, Chr | from 2

5000003486, Chr VIl fror
©717  >YIL0S2W TDH1 SGDID:S000003588, Chr X from
28\5 >YFL020C PAUS5 SGDID:S000001874, Chr VI from
©9]9  >YDROSOC TPI1 SGDID:S000002457, Chr IV from !
©10[10  >YMROOGC PLB2 SGDID:S000004608, Chr Xillfror
& 1111 >YBRO78W ECM33 SGDID:5000000282, Chr Il fror
[12]12  >YGR20SC TRX2 SGDID:5000003441, Chr Vil from
[ 13113 >VLLOG4C PAU1E SGDID:S000003987, Chr Xll fror
[ 14]14  >VKL163W PIR3 SGDID:S000001646, Chr XI from
[ 15]15  >YDROAW HEMI13 SGDID:5000002451, Chr IV frc
[116]16  >YKLOGOC FBAT , Chr XI from < B
1717 >YLROM4C PDC1 SGDID:S000004034, Chr Xilfrom | | spectrum (double cick to dock / undock) 8
[ 18[18  >YILO79C PRY1 SGDID:S000003615, Chr X from 2 Th N .
19112 >VLRO37C PAU23 SGDID:S000004027, Chr Xil fror v B eaa$ @ Qe -
< 2 soves2 | RN [+324DIR.A 222, period=1 1,5can time =14.7653
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Proteins
T [rextster... £~ v 16 © £
Prot. ~ Prot. Mods PP PEP Delta zita Mo Obs. Calc.  ppm Off-  Obs. Calc. Glycans
M ank pID Rank  Po% Sequence (variable) Score  Glycans BN o 9P Score Score Z miz miz  em ByX  MH mH  Cleevage oo
E1]1  >VIRO1W PAUIS SGDID 1] 279152 3 6 EVAEAVENYGDFT[+129642259]TML.. T12(OGlycan /1296.4226) 713 Hed®  13e13 12010 1288 7213 08 4 10039054 10039433 -37.75 401258 40127512 NRagged 12 >YALOGEC PAUBSC
2|2 >YDROSSW PST1 SGDID:
1313 >VALOGEC PAUB SGDID:
©414  >splkaCI_HUMAN|(Cor
©I55  >YGR279C SCWa SGDID
6|6 >5p[TRYP_PIG|(Commor
EI717  >YNLIGOW YGP1 SGDID
188 >YFLO20C PAUS SGDID:S
1919 >YGR203C TRX2 SGDI
11010 >YGR254W ENO1 SGDID
B 11111 >YMROOSC PLB2 SGDID:
B 12[12  >YIL0S2W TDH1 SGDID:
B 13[13  >YALODSC SSAT SGDID:S
14|14 >YKLO6OC FBA1 SGDID:S % 5y
©15[15  >splKICI0 HUMAN](Co
1 16[16  >YDROSOC TPI1 SGDID:S || Spectrum (double cick to dock / undock) l
7117 SYKLISCGRMISGDID: | [ o o o 2 & &5 okl
18118 >sokiCo HUMANICor ¥ | (B @ (& G & B % ® 4F (b v
< > 20052 | EVAEAVNYGORT+1296]TMLTGIAPDQUTR. period=1 ,scan tme=14,4063
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Proteins [ Jundodd) El
v peptides 8 7 01 v
~ Prot. Mods PP PEP Delta sita Mo Obs. Cal.  ppm Off-  Obs.  Calc. Glycans
PID Renk  PO% Sequence (variable) Score  Glycans BN o 9P Score Score Z miz miz  em ByX  MH Cleavage “poe,
>YIRO41W PAU1S SGDID S[+3 5 060 780 7 5 5 90,0825 5
>YDROSSW PST SGDID:
>YALOBEC PAUS SGDID:S
>5pIK2C1_ HUMAN](Cor
>YGR279C SCW4 SGDID
>5p[TRYP_PIG|(Commor
>YNL160W YGP1 SGDID
>YFLO20C PAUS SGDID:S
>YGR209C TRX2 SGDID:
>YGR254W ENO1 SGDID
>YMROOGC PLB2 SGDID:
>YJLOS2W TDH SGDID:
>YALODSC SSAT SGDID:S
>YKLOBOC FBAT SGDIDS || R
>5pIKIC10_HUMAN|(Co
>YDROSOC TPI1 SGDID:S || Spectrum (double cick o dock /undock) F
>YKL1S2C GPM1 SGDID: | ) =
= @ la Q ® e
Pieite  ssokice Homanicor | B & @ S & @ O b oo
S > 1.40e+3 —| K.AL 9 period=1 -
Coverage (doue cick todock .. &
Protsin {fouble ik dock 7 % a5 0987654321
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] wisLsst
100043 e
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Y ] repaes A G 7 s 7]
~ Prot. Mods PP PEP Delta zita Mo Obs. Cal.  ppm Off-  Obs.  Calc. Glycans
PID Rank  PO% (variable) Score  Glycans BN o 9P Score Score Z miz miz  em ByX  MH mH  Cleevage Tpo

>YIRO41W PAU1S SGDID.
>YDROSSW PST1 SGDID:
>YALOBBC PAUS SGDID:
>5plK2C1_HUMAN(Cor
>YGR279C SCW4 SGDID.
>sp[TRYP_PIG|(Commor
>YNL160W YGP1 SGDID.
>YFLO20C PAUS SGDID:¢
>YGR209C TRX2 SGDID:!
>YGR254W ENO1 SGDID
>YMRODGC PLB2 SGDID:
>YILOS2W TDH1 SGDID:
>YALOSC SSAT SGDID:S
>YKLOBOC FBAT SGDID:¢

<
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2
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>YDROSOC TPI1 SGDID:S | Spectrum (double dick to dock / undock) &
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T @ e Q ® - o
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~ Prot. Mods PP PEP Delta sita Mo Obs. Cal.  ppm Off-  Obs.  Calc. Glycans
PID Renk  PO% Sequence (variable) Score  Glycans BN o 9P Score Score Z miz miz  em ByX  MH Cleavage “poe,
>YIRO41W PAU1S SGDID 5 S5(+810.26412 2 = T8I0 373 . . il e . _
>YDROSSW PST SGDID:
>YALOBEC PAUS SGDID:S
>5pIK2C1_ HUMAN](Cor
>YGR279C SCW4 SGDID
>spITRYP_PIG(Commor
>YNL160W YGP1 SGDID
>YFLO20C PAUS SGDID:S
>YGR209C TRX2 SGDID:
>YGR254W ENO1 SGDID
>YMROOGC PLB2 SGDID:
>YJLOS2W TDH SGDID:
>YALODSC SSAT SGDID:S
>YKLOBOC FBAT SGDIDS || R
>5pIKIC10_HUMAN|(Co
>YDROSOC TPI1 SGDIDIS | Spectrum (double clic to dock /undock) 8
>YKL1S2C GPM1 SGDID: | ) B
= @ la Q ® e
M 18118 >solK1C9 HUMANI(Cor ¥/ B 2aa+ @ O oo
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T Peptide List (double dlick to dock / undock) -]
rext fiter... P~ 7| & v 7@ £-
Prot. A Prot. Mods PEP PEP Delta =ita Mo Obs. Cale. ppm  Off- Obs. Cale. Glycans
H Rank pID Rank  Po% Sequence (variable) Score  Glycans BN o 9P Score Score Z miz miz  em ByX  MH mH  Cleevage oo
M1 >YIR041W PAU15 SGDID 1]274633 1 105 R.LRPAIS[- TA... S6(OGly 1296.4226) 5243 Hex(8) 4.7e-10 44e7 933 3078 20 4 8501303 850.1615 -36.66 33974995  3397.6241 Specific 6 >YIRO41W PAU15
M22 >YDRO55W PST1 SGDID::
M313 >YALO68C PAUS SGDID:¢.
414 >splK2C1_HUMAN|(Cor
%] 515 >YGR279C SCW4 SGDID
Msl6 >sp|TRYP_PIG|(Commor
%} 717 >YNL160W YGP1 SGDID
%K} 18 >YFL020C PAUS SGDI
%] 9|9 >YGR209C TRX2 SGDID:!
M 10]10 >YGR254W ENO1 SGDID
Mumnm >YMROO6C PLB2 SGDID:
M 12112 >YJLO52W TDH1 SGDID:
&1 1313 >YALOOSC SSATSGDID:S
%} 14]14 >YKLO60C FBA1 SGDID:¢ < >
1515 >spKIC10 HUMAN](Co
M 16 116 >YDRO050C TPI1 SGDID:S Spectrum (double dick to dock / undock) -]
7117 SYKLISCGRMISGDID: | [ o o o 2 & &5 okl
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>YIRO41W PAU1S SGDID.
>YDROSSW PST1 SGDID:
>YALOBBC PAUS SGDID:
>5plK2C1_HUMAN(Cor
>YGR279C SCW4 SGDID.
>sp[TRYP_PIG|(Commor
>YNL160W YGP1 SGDID.
>YFLO20C PAUS SGDID:¢
>YGR209C TRX2 SGDID:!
>YGR254W ENO1 SGDID
>YMRODGC PLB2 SGDID:
>YILOS2W TDH1 SGDID:
>YALOSC SSAT SGDID:S
>YKLOBOC FBAT SGDID:¢
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File Edit Window Help # Byonic™ " anouwe (Editor),
= 9@
proteins 18] (i2] T Textfter.. - | PeptdeList double cck to dock undock) 8
T met-2 @ P~
- Protein  ~ | T ment=12 © £
nk Nome
Prot. Mods PP PEP Detta sta Mo, Obs. Calc.  ppm Off-  Obs.  Cik. ol
PD | pank | Pos: S (variable) Svans|op 1p  [ogProbl Score gore “score 2 miz mz e ByX  MH My Cleavege
ENDROSSW PSTIISG IDESI0002462] GV fromiS6a527 564 1]26.. 1 9 RVITGVPWYS[-97231634]TRL $9(0Glycan /9723169) Hex®) 21e12 2e09 1168 6002 2942 12 3 7509963 7510052 1180 22509745 22510010 Specific 9
>YALOGBC PAUS SGDID:5000002142, Chr I from 2169-1807, Gy
>5pIK2C1_HUMAN](Common contaminant protein) =
>VGR279C SCW4 SGDID:5000003511, Chr VI from 1049958-1(
>5p[TRYP_PIG|(Common contaminant protein)
>YNLI6OW YGP1 SGDID:S000005104, Chr XV from 336345-33
>YFLO20C PAUS SGDID:S000001874, Chr V1 from 99599-99231
>VGR209C TRX2 SGDID:S000003441, Chr VI from 913227-912
0 >YGR254W ENOL SGDID:S000003486, Che VIl from 1000927-11
1 >YMROOSC PLB2 SGDID:S000004608, Chr XII from 27968127
2 >VIL052W TDHL SGDID:S000003588, Che X from 3382713392
3 >YALOUSC SSAL SGDID:S000000004, Chr  from 141431-13950
4 >YKLOGOC FBAL SGDID:S000001543, Chr Xl from 327487-3264
5 >splKICI0 HUMAN|(Common contaminant protein)
6 >YDROSOC TPIL SGDIDS000002457, Chr IV from S56472-5557
7 >VKLIS2C GPMI SGDID:S000001635, Chr X1 from 164385-163
8 >splKLCO_HUMAN|(Common contaminant protein)
9 >YGRO37C ACB1 SGDID:S000003269, Chr VI from 559994-559
>YBRO78W ECME3 SGDID:S000000282, Chr I from 393123-35;
21 >VLRO37C PAU23 SGDID:S000004027, Chr Xl from 223059-22.
2 >VLRO44C PDCL SGDID:S00004034, Chr Xl from 234081-232.
3 >VLRO4IC TRXI SGDID:S000004033, Che Xl from 232013-2311 || ¢ [ = 5
4 >splK22E_ HUMAN|(C
25 >YOLO0W GASS SGDID:S000005330, Chr XY from 268187-26¢ | Spectrum (double cick to dock /undodk) L3
>VLLO25W PAUL? SGDID:S000003948, Che XL from 94747951 - | ¢ @ [ ] @ @ o o 3 (oMl
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oo 3 = . . . .
., . . . N
55 100002 3 .
o 100 o 120 2y .
TMLTGTRARQUTRYITGVEWYSTRLRPATSSALSEDGIYT 2o




Fle Edt Window Help % Eyonic™ * anoue (Editor),
RS e

T Textfter.. P~ | PeptdeList (double cickto dock /undock) 8
T ment=15 © P~

Proteins (] (t2]

k. Name [

PEP PEP Delta sita Mo
ore

Prot. Mods Obs. Calc.  ppm  Off-  Obs.
Rank | "% SEtce (varisble) Oyeens  5p  yp  ltegProbl Score oo, o, mz mz

Cale.
% e ByX  MH MH
ENDROSSW PSTIISG IDESI0002462] GV fromiS6a527 564 1]264.. 1 9 RVITGVPWYS[+113436976]TRL $9(0Glycan /113436%8) Hex?) 38e1l 36e08 1042 5891 2557 12 3 8050065 805028  -2033 24130048 24130538 Speciic 9
>YALOGBC PAUS SGDID:5000002142, Chr I from 2169-1807, Gy

>5pIK2C1_HUMAN](Common contaminant protein) E
>VGR279C SCW4 SGDID:5000003511, Chr VI from 1049958-1(
>5p[TRYP_PIG|(Common contaminant protein)

>YNLI6OW YGP1 SGDID:S000005104, Chr XV from 336345-33
>YFLO20C PAUS SGDID:S000001874, Chr V1 from 99599-99231
>VGR209C TRX2 SGDID:S000003441, Chr VI from 913227-912
>YGR254W ENOL SGDID:S000003486, Chr VIl from 1000927-1
>YMRODGC PLE2 SGDID:S000004608, Che XII from 279681-27
>YILOS2W TDHI SGDID:S000003588, Chr X from 3382713392
>YALOOSC SSA1 SGDID:5000000004, Chr Ifrom 141431-13950.
>VKLOBOC FBAL SGDID:S000001543, Che Xl from 327487-3264
>5pIKILC10_ HUMAN|(Common contaminant protein)
>YDROSOC TPIL SGDID:S000002457, Chr IV from S36472-5557:
>YKLL52C GPMI SGDID:S000001635, Chr X from 1643851631
>5pIKLCS_HUMAN|(Common contaminant protein)

>VGRO7C ACBI SGDID:S000003269, Chr VI from 59994-559
>YBROTBW ECM33 SGDID:S000000282, Chr I from 393123-39
>YLRO37C PAU23 SGDID:S000004027, Chr X1 from 223059-22.
>VLRO44C PDCL SGDID:SD00004034, Chr Xl from 234081-232.
>VLRO43C TRXL SGDID:S000004033, Che Xl from 232013-2317
>5pIK22E HUMAN|(C

>YOLOZ0W GASS SGDID:S000005330, Chr X from 268187-26¢ | Spectrum (double cick to dock /undodk) L3

1025w PAuLT SO ozt o omanars5 -| B | @ (@) @+ (@)@ @ & (W]

2 Cleavage

<[ i »

TEERF

« (— D

[X

Protein Coverage (double cick to dock/undodk) El
Protein Coverage

3008403

Sample. Protein Coverage  Coverage

name 2506403 5

summary  percent 3
20171210020 T >VIRM4IW PAU... 65 of 124 5242%

2000003

Tensty

Hex-36
Pep 2+

2508003

1006403

Pep_L+

s00e+02

ep 3+

. R "

 miz errors, to

.0 ppm,




Fle Edt Window Help % Byonic™
xS e

© anouwe (Editor),

T Textfter.. P~ | PeptdeList (double cickto dock /undock) 8

Proteins (] (t2]

k. Name [

T mente1 © 5+

PP PEP Detta sta Mo,
En) Score *

Obs. Glc.  ppm  Off-  Obs.
1p  [logProbl Score oo, mz mz

ENDROSSW PSTIISG IDESI0002462] GV fromiS6a527 564 1]22.. 1 34 RVNLVELGVYVS[+16205282IDIRA SI1(0Glycan/1620528) Hext) 31ed7 29e-14 1651 8161 5866 5866 2 8694414 8604671 2950 17378754 17319269 Specific 11
>YALOGBC PAUS SGDID:5000002142, Chr I from 2169-1807, Gy

>5pIK2C1_HUMAN](Common contaminant protein) E
>VGR279C SCW4 SGDID:5000003511, Chr VI from 1049958-1(
>5p[TRYP_PIG|(Common contaminant protein)

>YNLI6OW YGP1 SGDID:S000005104, Chr XV from 336345-33
>YFLO20C PAUS SGDID:S000001874, Chr V1 from 99599-99231
>VGR209C TRX2 SGDID:S000003441, Chr VI from 913227-912
>YGR254W ENOL SGDID:S000003486, Chr VIl from 1000927-1
>YMRODGC PLE2 SGDID:S000004608, Che XII from 279681-27
>YILOS2W TDHI SGDID:S000003588, Chr X from 3382713392
>YALOOSC SSA1 SGDID:5000000004, Chr Ifrom 141431-13950.
>VKLOBOC FBAL SGDID:S000001543, Che Xl from 327487-3264
>5pIKILC10_ HUMAN|(Common contaminant protein)
>YDROSOC TPIL SGDID:S000002457, Chr IV from S36472-5557:
>YKLL52C GPMI SGDID:S000001635, Chr X from 1643851631
>5pIKLCS_HUMAN|(Common contaminant protein)
>VGRO7C ACBI SGDID:S000003269, Chr VI from 59994-559
>YBROTBW ECM33 SGDID:S000000282, Chr I from 393123-39
>YLRO37C PAU23 SGDID:S000004027, Chr X1 from 223059-22.
>VLRO44C PDCL SGDID:SD00004034, Chr Xl from 234081-232.
>VLRO43C TRXL SGDIDS000004033, Che Xl from 232013-2315 || [ = 5
>5pIK22E HUMAN|(C

>YOLOZ0W GASS SGDID:S000005330, Chr X from 268187-26¢ | Spectrum (double cick to dock /undodk) L3

YOS BAY GO SOWUS, G951 - () & 4 (] @ o £ [
R P — B B e .4 [

TEERF

Protein Coverage (double cick to dock/ undodk) 5 R

Protein Coverage| 5006403 ]

pep_ 2+

Sample. Protein Coverage  Coverage
name name summary  percent
20171210 020 T >VIROIW PA... 65 0f 124 5242% o003

3008403 -]

Tensty

2000003 -

o8

1006403 -]

b1z
— 10

I

-

000e+00 )

0002

D

800 AM




Fle Edt Window Hep %
xS e

Byonic ™

T rextfter... O

Proteins (] (t2]

Peptide Lst (double cck to dock /undock)

© anouwe (Editor),

T wente11© 5

k. Name [

>YDROSSW PST1 SGDID:S000002462, Chr IV from 563527-564{
>YALOGBC PAUS SGDID:5000002142, Chr I from 2169-1807, Gy
>5pIK2C1_HUMAN|(Common contaminant protein) E
>YGR79C SCWA SGDID:S000003511, Chr VI from 1049958-1(
>5p[TRYP_PIG|(Common contaminant protein)

>YNL160W YGPL SGDID:S000005104, Chr XIV from 336545-33
>YFLO20C PAUS SGDID:S000001874, Chr V1 from 99599-99231
>YGR09C TRX2 SGDID:5000003441, Chr VIl from 913227-912
>YGR254W ENO1 SGDID:S000003486, Chr VI from 100092711
>YMROOGC PLB2 SGDID:S000004608, Che Xl from 279681-27
>YJL052W TDHI SGDID:5000003588, Chr X from 338271-3392
>YALOOSC SSA1 SGDID:5000000004, Chr Ifrom 141431-13950.
>YKLOGOC FBAL SGDID:S000001543, Chr X1 from 327487-3264
>5plK1C10_ HUMAN](Common contaminent protein)
>YDROSOC TPI SGDID:S000002457, Chr IV from 556472-5557:
>YKL152C GPMI SGDID:S000001635, Chr XIfrom 164385-163
>5plKLCI_HUMAN|(Common contaminant protein)

>YGRO37C ACBI SGDID:5000003269, Chr VI from 559994-559
>YBROTBW ECM33 SGDID:S000000282, Chr I from 393123-39
>YLRO37C PAU23 SGDID:S000004027, Chr X1 from 223059-22
>YLRO44C PDC1 SGDID:SD00004034, Chr Xl from 234081-232
>YLRO43C TRXL SGDID:5000004033, Chr X1 from 232013-2313

Sequence

PEP
Glycans

Mods
(variable)

Pep
10

JLog Prob|

Score.

Defta it Mo
ore *

Score Sct

RVNLVELGVYVS[+648.21129]DIRA

S11(0Glycan /6482113) Hex) 21e-15

2012

1467

02 4475 4475 3

Obs.
m/z
742053

Cale.
m/z

7420333

ppm
err.

1081

Off-  Obs, Gale,
ByX  MH MH
2240613 20240853 Specific 11

Cleavage

>5pIK22E HUMAN|(C
>YOLO30W GASS SGDID:S000005330, Chr XY from 268187-26¢
>YLLO25W PAULT SGDID:S000003948, Chr Xl from 94747-951 «
R P — 3

TEERF

‘Spectrum (double cick to dock / undodk)

B e@e +(@e o

Protein Coverage (double cick to dock/undodk) El
Protein Coverage

Coverage  Coverage
summary percent

650f 124 5242%

Sample.
name
20171219 020 T >VIRUIW PAU...

Protein

R
002402

Hex

3008402

Tensty

2008402

Hex-18

so0e+02

€ a
E <

ol 1 o i

000e+00

ul

.

..Lﬁu.‘ i s

t=11,5c2n tme=14.3710

Pep 2+

~6

b

8

il byl

J I wwbicd du umuI-l ul

b

w1k H

+

v J ol HT:\ b

i
!
Py

0 50

ez

1000

2%

m/z ertors, tl=75.0 ppm
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File Edit Window Help #

Byonic ™

* anouwe (Editor),
Peptid st (double cick o dock /ndock) 5
T -0 -
Prot. Mods PEP Defta sita Mo Obs. Colc.  ppm  Off-  Obs. Calc. Glycans
PD | pank | Pos: S (variable) 1 ltogProbl Score oy Tsore 2 myz mz  em ByX  MH M Cleavige Tpo.
[[157.. 4 100 RIKPAISI-64821129[SALSKD S6(OGlycan /6482113) Hex®) 19e08  14e05 771 4099 1730 63 3 S8 S8 022 17629687 17628943 Specific 6
616 >YNLIGOW YGP1SGD]
717 >splTRYP_PIG|(Comm
V8|8 >YMROOGC
(41919 >YGR209C TRX2 SGDI
10[10  >YBRIZBW ECM33 SG
I[11 >YGR2SIWENOL SGD
1212 >VLLO2SW PAUL7 SGL
1|13 >YLROIC PAUZI SGD
4[24 >YDROSOC TPIL SGDIC
I5[15 >YALOOSC SSAL SGDIC
1616 >VGRO3TC ACBI SGDI
[¥)17|117  >YKL163W PIR3 SGDIC
18]18  >YOLOIOW GASS SGD.
10]19  >YERIE2C TOSL SGDI
20]20  >YLROMC PDCL SGDI
(V21121 >YGRI92C TDH3 SGDI
V22122 >splCLHUMANIC ||« [ m ] v
2|23 >YLRMIC TRAL SGDIL
24124 SYORIZCPRYL SGou | SPectm (double ik todock undodk) ! s
5125 svascomseoi~| Gy @ [@] @ «y@ 9 e b (17
L 01| b
Protein Coverage (double ick to doc... & tme=7.5595
Protein Coverage|
Sample Protein ootz
name name ]
20171219021 U >YCRIAW PA..
preves N
T s 8
|2 ] =
10 20 ones2 | ¥
MVRLTSIAAGVAATAAGIAA °
30 a0 |2 1 2 + &
herrrmisospemmuveLs o i 8
— 20002 N . H N
Sl E k2 8
] £l 7 o
£ “ o F I | i
coneen ] ul“lm*" N Y 0 TN 0 0 I ok AR N . L
Y s 2 10
iz emors, to1=75.0pm




2,

Byonic ™

Peptide List (double cck to dock /undock)

© anouwe (Editor),

a8
T mente14© 5

prot. Mods. PEP PEP Delta citaMo Obs. Cal.  ppm Off-  Obs. Calc. Glycans
PD | pank | Pos: S (variable) Shaans|  op) 1 ltogProbl Score oy Tsore 2 myz mz  em ByX  MH M Cleavige Tpo.
[A[1%6. 4 102 RUKPAISI-S7231654IALSKD SIOGlycan/9723169) Hex®) 57e08  41e05 726 3042 1424 12 3 696331  6%63M2 141 2067009 20870000 Specific 7
616 >YNLIGOW YGP1SGD]
717 >splTRYP_PIG|(Comm
V8|8 >YMROOGC
(41919 >YGR209C TRX2 SGDI
10[10  >YBRIZBW ECM33 SG
I[11 >YGR2SIWENOL SGD
1212 >VLLO2SW PAUL7 SGL
1|13 >YLROIC PAUZI SGD
4[24 >YDROSOC TPIL SGDIC
I5[15 >YALOOSC SSAL SGDIC
1616 >VGRO3TC ACBI SGDI
[¥)17|117  >YKL163W PIR3 SGDIC
18]18  >YOLOIOW GASS SGD.
10]19  >YERIE2C TOSL SGDI
20]20  >YLROMC PDCL SGDI
(V21121 >YGRI92C TDH3 SGDI
9122122 >splKaCLHUMANIC ||« | m ] D
2|23 >YLRMIC TRAL SGDIL
24124 SYORIZCPRYL SGou | SPectm (double ik todock undodk) ! s
515 svkuscemiseol || @ @ [@] @ «y@ a6 oy || 117
‘ Gl S o
Proten Coverage (double dickto doc... & ® tme=7. 4452
Protein Coverage| 2
Sample Protein 2000403 =
name name
20171219021 U >YCRIAW PA..
1500003 ] H
< — vlg 2
|2 2 + %
10 20 10002 s
MVRLTSIAAGVAATAAGIAA 8
30 w0 |= 5
[ o N 8
s saoercz ] b
I 2 T : =F 3 H
o1 il bbluu 4 N AT D iy Ll R T | S VRN (A . \ o T '
g t + T T T ; T ' t t T T T T
Y s o L o 100 20 10
200662 T mz erors, tl=75.0 pom
o00esco ] . . . .




Edit Window Help 4

= 9@

Proteins ] (t2]

T rextfter... P

Byonic ™

Peptide List (double cck to dock /undock)

© anouwe (Editor),

a8
T mente17© 5+

Brot. = Prot. Mods PEP PEP Defta sita Mo Obs. Colc.  ppm  Off-  Obs. Calc. Glycans
Rank PD | pank | Pos: S (variable) Shaans|  op) 1 ltogProbl Score oy Tsore 2 myz mz  em ByX  MH M Cleavige Tpo.
10 SYCRIGIWPAUSSGD || [1[1%6..4 100 RUKPAISS[+11343657GIALSKD SIOGlycan /113436%6) Hex?) 23e08  16e05 766 14 1532 36 3 750300 70358 175 2490353 22490528 Specific 1
212 >YDROSSWPSTL SGDI
3|3 >YGRIJSCSCWASGD] _
414 >YALOGBC PAUB SGDI =
5|5 >YFLO20C PAUS SGODIl
616 >YNLIGOW YGP1SGD]
717 >splTRYP_PIG|(Comm
V8|8 >YMROOGC
(41919 >YGR209C TRX2 SGDI
10[10  >YBRIZBW ECM33 SG
I[11 >YGR2SIWENOL SGD
1212 >VLLO2SW PAUL7 SGL
1|13 >YLROIC PAUZI SGD
4[24 >YDROSOC TPIL SGDIC
I5[15 >YALOOSC SSAL SGDIC
1616 >VGRO3TC ACBI SGDI
[¥)17|117  >YKL163W PIR3 SGDIC
18]18  >YOLOIOW GASS SGD.
10]19  >YERIE2C TOSL SGDI
20]20  >YLROMC PDCL SGDI
(V21121 >YGRI92C TDH3 SGDI
V22122 >splCLHUMANIC ||« [ m ] v
2|23 >YLRMIC TRAL SGDIL
24124 SYORIZCPRYL SGou | SPectm (double ik todock undodk) s
515 svkuscemiseol | @ @ [@] e @ @ a6 oy || 117
) o) 4
Proten Coverage (double dickto doc... & ® =7
2000003
Protein Coverage|
Sample Protein B
name name i
20171219021 U >YCRIAW PA.. 1500103 .
< — vlg 1
2[E sosencs ] .
10 20 T
MVRLTSIAAGVAATAAGIAA
30 P & 4
ASATTTLSPSOERVNLVELG o 4 g E
[APATTTLSPSDERVNLVELG . + 8 &
| o ] ERs B b 3 I
o00est0 bbbl L Al o R I T [N A, . AP . , N
i ¢ : T ; i ; T T T f T
s o L o 20 10
400802 m/z errors, tol=75.0 ppm
fres -




File Edit Window Help #

Byonic ™

Peptide List (double cck to dock /undock)

© anouwe (Editor),

a8
T mente14© 5

707 >sp[TRYP_PIG|(Comn|
>YMRO06C

(4199 >YGR09C TRX SGDII
10[10  >YEROTBW ECM33 SG
1[I >VGR2SHW ENOL SGD
12012 >YLLOZSW PAULT SGU

>YLRO37C PAU23 SGD

14[14  >YDROSOC TPIL SGDIC
15[15  >YALODSC SSAL SGDIL
16[16  >YGRO3TC ACBL SGDI

[¥)17|117  >YKL163W PIR3 SGDIC
18[18  >YOLO30W GASS SGD.
19]19  >YERIG2CTOSI SGDI
20[20  >YLRM4C PDCI SGDI

(V21121 >YGRI92C TDH3 SGDI

>5plK2C1_HUMAN|(C

123 >VLRO43C TRX1 SGDIC

>YOR122C PFY1 SGDI

>YKL152C GPM1 SGDI ™
v

Sample
name
20171219021 U >YCRIAW PA..

Protein

<[ il ) '

10 20
MVRLTSIAAGVAATAAGIAA

30 10
ASATTTLSPSOERVNLVELG

Prot. Mods PEP Defta sita Mo Obs. Colc.  ppm  Off-  Obs. Calc. Glycans
PD | pank | Pos: S (variable) (€505 1 ltogProbl Score oy Tsore 2 myz mz  em ByX  MH M Cleavige Tpo.
247,12 105 RURPAIS[+129642250]SAISADGIVTAVPN. S6(0Glycan/12064226) Hex®) 35e10 25e07 Od6 5615 3189 20 4 GEs6  eZs0l 2835 324047 3312496 Speciic 6
< 0 ] v
Spectrum (double dick to dock/ndoc) 5
B al@e +[@]e o & (wHm
100003 R . perodet tme=11.323
so0escz | T
. o]
4000002 ] K
2000002
g 4 - 2
1 ioi 5 |2 % 5 2
o [ 2
omers ] O O UR RPN FRURP 00 OO i e
o P o Y
<anmer J mizerors, 01=75.0p0m




Edit Window Help 4 Byonic™ " anouwe (Editor),
= 9@
proteins [H) ) Peptid st (double cick o dock /ndock) 5
T rextfiter... P- T iment=15 © £-
Brot. = Prot. Mods PEP PEP Defta sita Mo Obs. Colc.  ppm  Off-  Obs. Calc. Glycans
Rank PD | pank | Pos: S (variable) Shaans|  op 1 [ltogProbl Score oy Tsore 2 myz mz  em  ByX  MH M Cleavige Tpo.
(1 SYCRIGWPAUSSGD || [1]156.. 1 RLRPAISS[-07231634]ALSKD. SIOGlycan /9723169) Hex®) 53e09 3806 827 4194  2%2 12 3 7056766  70561% 432 2150152 21150061 Specific 7
212 >YDROSSWPSTL SGDI
3|3 >YGRIJSCSCWASGD] _
414 >YALOGBC PAUB SGDI =
5|5 >YFLO20C PAUS SGODIl
616 >YNLIGOW YGP1SGD]
717 >splTRYP_PIG|(Comm
V8|8 >YMROOGC
(41919 >YGR209C TRX2 SGDI
10[10  >YBRIZBW ECM33 SG
I[11 >YGR2SIWENOL SGD
1212 >VLLO2SW PAUL7 SGL
1|13 >YLROIC PAUZI SGD
4[24 >YDROSOC TPIL SGDIC
I5[15 >YALOOSC SSAL SGDIC
1616 >VGRO3TC ACBI SGDI
[¥)17|117  >YKL163W PIR3 SGDIC
18]18  >YOLOIOW GASS SGD.
10]19  >YERIE2C TOSL SGDI
20]20  >YLROMC PDCL SGDI
(V21121 >YGRI92C TDH3 SGDI
9122122 >splKaCLHUMANIC ||« | m ] D
2|23 >YLRMIC TRAL SGDIL
24124 SYORIZCPRYL SGou | SPectm (double ik todock undodk) ! s
515 svkuscemiseol | @ @ [@] e @ @ a6 oy || 117
] 0T b
Proten Coverage (double dickto doc... & *® scan time=7.4755
Protein Coverage| . ;
Sample Protein ] =
name name R
201712190210 >YCRIOAW PA.. so0eeaz ] 4
"] tlg £
g coveenn] .
sones2 ]
B
2000002 N P T
o oo o = ° B 3
PTETYPVEIABAVENYGDET 7| l I ] 2 H \ H
o JUURS N 7 LTS O N O VIS TP A D U1 W ek
TMLTGTPABQUIRVITGVEW T
—_ iz 500
3 ooesz - iz eors, tl=75.0 pom
20me02 3 .
110 120 F 100002 *
[YSTRLRPATSSALSRDGIYT 2% . . . .
S ooteso 3

804 AM
4/09/20



File Edit Window Help # Byonic™ " anouwe (Editor),

Peptide List (double cick to dock / undock) a8
T mente14© 5

T rextfter... P

5= = = Vods o Det) | sha Mol =l Obsmn 1 e ol Oy Ot ot e boten
k. PD | pank | Pos: S (variable) Shaans|  op) 1 ltogProbl Score oy Tsore 2 myz mz  em ByX  MH M Cleavige Tpo. Name.
111 ]85 93 RVIGVPWYS[-4861S847ISRL S(OGlycan/4861585) Hex@) 8ed3  S8el0 1210 681 3146 00 2 &SE8  &50171 3333 17507686 17508260 Specific 9 >YFLO20CPAUS SGDID:
212 >YDROSSWPSTL SGDI
3|3 >YGRIJSCSCWASGD] _
414 >YALOGBC PAUB SGDI =
5|5 >YFLO20C PAUS SGODIl
616 >YNLIGOW YGP1SGD]
717 >splTRYP_PIG|(Comm
V8|8 >YMROOGC
(41919 >YGR209C TRX2 SGDI
10[10  >YBRIZBW ECM33 SG
I[11 >YGR2SIWENOL SGD
1212 >VLLO2SW PAUL7 SGL
1|13 >YLROIC PAUZI SGD
4[24 >YDROSOC TPIL SGDIC
I5[15 >YALOOSC SSAL SGDIC
1616 >VGRO3TC ACBI SGDI
[¥)17|117  >YKL163W PIR3 SGDIC
18]18  >YOLOIOW GASS SGD.
10]19  >YERIE2C TOSL SGDI
20]20  >YLROMC PDCL SGDI
(V21121 >YGRI92C TDH3 SGDI
V22122 >splCLHUMANIC ||« [ m ] v
2|23 >YLRMIC TRAL SGDIL
24124 SYORIZCPRYL SGou | SPectm (double ik todock undodk) ! s
515 svkuscemiseol | @ @ [@] e @ @ a6 oy || 117
2] 0 i 4 [ by
. R L Jscan te=11.2620
720er02.]
Protein Coverage| R
Sample Protein soes02 E h
name. name py
20171219021 U >YCRIOAW PA... ] H
sooercz ]
Vg
§ coeen ]
3000002
8 . ¥
20er02 ] b3 H
+ +
2] e 5
10002 ] 2 g A 7B i . % ‘ b
£ T b T | \ 2
[N S YT TPAY . b doss Lo | \IMIIL--‘MA‘ bnvap oo b T \‘L P |.|.“‘ AT du o e
0 - o iz 1000 20 10 150
. mjz errors, tol=75.0 ppm
2menz - =
= |
= iE
o 100e02 ]
prex o00esco 3 - .. . o - . *

805AM




T rextfter... P

Elle Edit Window Help 4

Byonic ™

Peptide List (double cck to dock /undock)

© anouwe (Editor),

T etz © 5+

Prot.
D pos.

212 >YDROSSW PSTL SGDI
33 >YGR279C SCWA SGD!

414 >YALOGSC PAUS SGDI
5]5  >YFLO20C PAUS SGDIl
616 >YNLIGOW YGP1 SGD!
707 >splTRYP_PIG|(Com|
>YMROOGC

41919 >YGRASC TRX2 SGOIl

>VLRO4C

(V21121 >YGRI92C TDH3 SGDI

[¥1 22122 >5plK2C1 HUMANI(C

2023 >YLRMIC TRXI SGDIC

24[24  >YORI22C PFY1 SGDI

25125 >VKLIS2C GPM1 SGDI ~
v

16|

[¥)17|117  >YKL163W PIR3 SGDIC

18[18  >YOLO30W GASS SGD.

19]19  >YERIG2CTOSI SGDI
i PDC SGDI

12835 93 RVITGVPWYS[+120642259SRL

$9(0Glycan /12064226) Hex(®) 4e-07

‘Spectrum (double dick to dock / undodk)

pom O Obs  Galc. Glycans Protein

er. ByX MH mH  Cleavage Tpo Name

ATy 2610215 25610910 Specific 9 >VFLOZC PAUS SGDID:
v
5

Sample Protein
name name
20171219021 U >YCRIAW PA..

3006002

2506002

2006002

Tnensty

1506002

so0e+02

s00e01 -

eod b,

Hex-18

W

il

ep_2+

|

Pep_1+

300002 3 iz erors, tol=75.0 ppm

806 AM
4/09/20



File Edit Window Help # Byonic™ " anouwe (Editor).
&S e
Peptid List (double cick o dock /undock) 5
Peptides | T iment=19 @ £-
Prot. Mods PP PP Detta staMo Obs. Coe.  ppm O  Obs  Calc. Glycans Protein
PD  pank  Pos D (variable) Shaans| 9p 1 ltogProbl Score oy Tsore 2z mz  em  ByX  MH M Cleavage Tpo. Name.
(11294 68 AEAVENYGDFTT~129642259]MLTGIAPDQVTRM TI1(OGlycan /120642, Hex®) 33e17  89e15 1649 %038 O3B 00 4 613857 9614160 3251 3825208 38426457 NRagged 11 >YBRIOLW PAU2 SGDI
>5p[TRYP_PIG|(Comr
14[18 >YALOOSC SSAL SGDI
15[15 >YILO79C PRYL SGDII
16]16  >YHRIZAWENO2 SGI
[¥)17|117  >YDROSOC TPIL SGDII
18]18  >YKLOGOC FBAL SGDI
19]19  >YMROOGC PLB2 SGD
2] >YGROC ACB SGD
[¥] 21121 >YHRI79W OVE2 SGL
[¥12222 >YBRISC PGl SGOI ||« [ m J ’
B|B >YALGBWCDCI9SC
1m NISCYNbC | SPectum bl dk o dock/undocd) s
25125 >veRZBWECMESCT| [l @ |@ | e 4
o Gobdiods 8|, | MEACOTIH M TCAPDQUTR M 4 s a1 e e =328 et can =1 922
Protein Coverage|
Sample Protein =
name name
20171219022V >YGRIZCTOH... §| 22
< i J vlg T N
218 zooere ]
30 a0 + . =
LSRPNVEVVALNDBETTNDY ||| L% [
—_— F b
50 60 T
AAYMFRYDSTHGRYAGEVSH
70 80 o00eea0
DDRHTIVDGRRTATYQERD?
0 100
JANLEWGSSNVDIATDSTGVE . .
L sonenz ]
110 120 .
RELDTAQRHIDAGARKVVIT 5% . . .
— =% o0er0 ] —— e . ., . 5 B
130 140 . . ..
hpssTapuEv 50002 ] +




Fie Edt Window Hep %
o @

Byonic ™

Peptide List (double cck to dock /undock)

>5p[TRYP_PIG|(Comr
14]14 >YALOOSC SSAL SGDI
15[15  >YILO79C PRY1 SGDIl
16[16  >VHRIZ4WENO2 SGI
>YDROSOC TPIL SGOII
18]18  >YKLOGOC FBAL SGDI
19]19  >YMROOGC PLB2 SGI
20[20  >YGRO37C ACBI SGI
>YHRITW OVE2 SGL
>YBRI%C PG SGOIl

D
D

Prot.
PD gL Pos.
210.. 40

‘

Sequence

Glycans

Pep
0

%5 legProb] Score

1573

Defta sita Mo Obs. Cal.  ppm  Off-
Score  Score mz mz  em  ByX
731513

* anouwe (Editor).

8

T ment=16 © P~
Obs Gl Glycans Protein
MH MH 1#2V29¢ pos. Name.

12 >YALOBBW CDC19'SC
>YNLIZ4C YNLI3AC
25125 >YBROTW ECMB3 SC ~

‘Spectrum (double dick to dock / undock)
®m ala]a +

= o [of

Sample
name
20171210022 >YGRIS2C TDH...

Protein

30 10
LSRENVEVVALNDRFITNDY

50 60
IAAYMFRYDSTHGRYAGEVSE

70 80
DDRHIIVDGRRIATYQERDE

K.

300e+02

2508002

2006002

Tnensty

1500002

100e+02

so0e01 ]

000e+00

wnnth b

Pep_2+

~i8

T

90 100
|ANLEWGSSNVDIATIDSTGVE

110 120
IRE LDTAQRHIDAGARKVVIT

140

130
lApsSTARMFVI

m/z ertors, tol=75.0 ppm

810 AM
4/09/20



Ble £t Window Help % Byonic™

>splTRYP._PIG|(Comr
4[24 >YALODSC SSAL SGDI
15[15  >VILO79C PRYL SGDIl
16[16  >VHRIZ4WENO2 SGI
[¥)17|117  >YDROSOC TPIL SGDII
18[18  >YKLOSOC FBAL SGDI
19]19  >YMROOSC PLB2 G
2[20  >YGROFIC ACBL G
[¥] 21121 >YHRI79W OVE2 SGL
(122122 >YBRI9C PGl SGOI

D
D

Peptide List (double cick to dock / undodk)
Peptides|
Prot.
PD gL Pos.

‘

Sequence

Off-  Obs.
ByX  MH

1101 10 47 RAHLAEVYS[+16205282]FQA

S8(0Glycan /1620528) Hex(t) 2e-07

Sk Cleavge
13906286 13906161 CRagged 8

(23 >YALOBW CDCI9 S
4[24 >YNUMCYNLC: | Specinm (Gouble dickto dodk/ undod)
25125 >veroweeMBSCT| [ff @ (@] e 4 T
Proten Coverage (double cick todo... & L [+162] period=1,
Protein Coverage| 100003
Sample Protein i
name name
20171219022V >YGRI92C TOH... B0tz
g i J i
£ coneerr|
s00ev02 | o
- * g +
30 40 e £ $
LSRENVEVVALNDPFITNDY |- i T k3
— T 2w ?
o o £ 9 +
IAAYMFRYDSTHGRYAGEVSH ‘,5 [ j | 3 g
70 80 ossword__oi b llw T e | I :
DDRHIIVDGRRIATYQERDE

90 100
|ANLEWGSSNVDIATIDSTGVE

110 120
IRE LDTAQRHIDAGARKVVIT

140

130
lApsSTARMFVI




2

Byonic ™ © anouwe (Editor),

= 9@

Peptide List (double cick to dock / undock) a8
T mente17© 5+

Peptides|
Prot. Mods pEp | pEp Defta sita Mo Obs. Col.  ppm  Off-  Obs. Calc. Glycans
PD  pank  Pos D (variable) Glyeans | 9p 1 logProbl Score oy Tsore 2z mz  em  ByX  MH M Cleavage Tpo.
989 4 45 RAHLAQWSI-32410565FQV. S(OGlycan/3261056) Hex?) 92e09 2506 804 S3B5 2426 2426 2 76325  T6M6l 152 15516578 15516849 CRagged &
>spITRYP_PIG|(Comr
14]14  >YALOOSC SSA SGI
I5[15 >VILOTSC PRYL SGOI
16116 >YHRIZAWENO2SGI
[¥)17|117  >YDROSOC TPIL SGDII
1818 >YKLOGOC FBAL SGDI
19119 >YMROOGC PLE2SGD
2120 >YGRO3IC ACEL SGD
[9]21]21  >YHRIZOW OVE2 SGU
V] 22122 >YERI%CPGI SGDIl || « m ] v
BB >VALGBWCDCI9SC
I YIACLaAc, | Spectm e dekto dock/undec) 5
25125 SveromwECMSCT|C [l @ |@ | e 4
Ty ) [y 2 100859
2500003
Protein Coverage
Sample Protein ®
name name 2000003
20171219022V >YGRIS2C TOH..
< (T— H[g 1soens ]
— “ 2
£ o 2 R
| - 3 2 i 2 3 B
=l o] & B : 4
a | g v \‘
vl b b L bl SRR B 2 i -
3 P o 100 2 10
conenz ]
110 120 R .
RELDTAQRHIDAGARKVVIT 55 2w ] .
= (e — . . . .

814 AM
4/09/20




2

File Edt Window Help # Byonic™ * anouwe (Editor),
= 9@
Peptde List (double ickto dock /undock)
Peptides | T iment=18 @ £-
Prot. Mods b | pep Detta staMo Obs. Coe.  ppm O  Obs  Calc. Glycans Protein
PD  pank  Pos D (variable) Glyeans | 9p 1 logProbl Score oy Tsore 2z mz  em  ByX  MH M Cleavage Tpo. Name.
[1]287.. & o1 RMIT[+48615847IGVPWYSSRL T3(OGlycan/4861585) Hex®) 59e07 000016 623 43 105 110 2 918738 8919031 3290 17827403 17827990 Specific 3
>5p[TRYP_PIG|(Comr
14[18 >YALOOSC SSAL SGDI
15[15 >YILO79C PRYL SGDII
16]16  >YHRIZAWENO2 SGI
[¥)17|117  >YDROSOC TPIL SGDII
18]18  >YKLOGOC FBAL SGDI
19]19  >YMROOGC PLB2 SGD
2] >YGROC ACB SGD
[¥] 21121 >YHRI79W OVE2 SGL
[¥12222 >YBRISC PGl SGOI ||« [ 0 ]
B|B >YALGBWCDCI9SC
4[24 >YNUMCYNLC: | Specinm (Gouble dickto dodk/ undod)
25125 >veRZBWECMESCT| [l @ |@ | e 4 o7
L can time=11.6589
Protein Coverage (doube dck todo... 8| o o0 ]
Protein Coverage
Sample Protein =
name name 2000002 ] °
20171210022 >YGRIS2C TDH...
N - ) g s 4
34 E H
1o0es02 ]
30 10 El i . T
LSRPNVEVVALNDPFITNDY = ) & *
—_— =] sooesor ] o o= 3 +
g £3 ¥ g
saceinceves bt L b ]
PAYMFRYDSTHGRYAGEVSH ] |||\H\ o Lo ! | " I I |k L \
70 80 s B BT A T COTINTTIT AT T T WY S T T W TR I T il
DDREITVDGRRIATYQERDE By iz oo o
50 100 § mfz ertors, tol=75.0 pom
JANLBHGS SNVDIATDSTGVE 200002 . .
210 20 el | .
RELDTAQREIDAGARKVVIT 55 0000 3 . . ..
= 100e12 3
130 140
hpssTapuEv 22

815AM
4/09/20




File Edit Window Help “# Byonic™ " anouwe (Editor),
= 9@
Peptid List (double cick o dock /undock) 5
T 20 -
Prot. Mods pEp | pEp Defta sita Mo Obs. Col.  ppm  Off-  Obs. Calc. Glycans Protein
PD  pank  Pos D (variable) Glyeans | 9p 1 logProbl Score oy Tsore 2z mz  em  ByX  MH M Cleavage Tpo. Name.
2.4 O RMITGVPWYSE-97231641SRL (OGhcan/9723169) Hex®) 6ell 1608 1022 5991 301 12 3 7568818 756907 1176 2669307 22689574 Speciic
>spITRYP_PIG|(Comr
14]14  >YALOOSC SSA SGI
I5[15 >VILOTSC PRYL SGOI
16116 >YHRIZAWENO2SGI
[¥)17|117  >YDROSOC TPIL SGDII
1818 >YKLOGOC FBAL SGDI
19119 >YMROOGC PLE2SGD
2120 >YGRO3IC ACEL SGD
[¥] 21121 >YHRI79W OVE2 SGL
V] 22122 >YERI%CPGIL SGDI ||« [ m J v
BB >VALGBWCDCI9SC
I YIACLaAc, | Spectm e dekto dock/undec) ! 5
25125 >veRZBWECMESCT| [l @ |@ | e 4 o0 L3 [ by o0
e I B n scan tme=11.1246
Protein Coverage ] .
i —— s ] HE: ;
name name ] £
0171219022V >YGRISZCTOH... 3| 1 goevcs ] 2 “
< i ) Hlg sovenz ] o " H
Ml sown]
a0 w sz ] " B
LSRENVEVVALNDPEITNDY |- ] - o ] P
——— o € & @ |+ ®
50 50 R E 5 2 s |37 :
hanerDsTEGRYAGEVSH ] unl l l LA
o o vl shilatda ] Ll ! bt bbbl N N s ol o i N Al e .
DDRHTIVDGRRTATYQERD? By Py e Y o o o
T
0 100 mfzerrors,
hLEwGSSIVDIATDS TGVE sa0e2 3 .
110 120 oo . . .
RELDTAQRHIDAGARI/VIT . .
A —_— 5% 500003 . .
e . * n
130 140
hessTapuEv 502

815AM
4/09/20

D e



2,

© anouwe (Editor),

Edit Window Help # Byonic™
Jext fiter... - |Peptde st double cick to dock /undock) 8
T iment-10© 5~
Prot. Mods [ Delta sita Mo Obs. Calc.  ppm  Off-  Obs.  Calc. Glycans
>YLLO2SW PAUL7 SGDID:50000039¢ PD | Rank | Po= SSTECE (variable) Ocans  5p  jp [LogProbl Score sore Score * iz mz e ByX  MH My Cleavage oo
>YGR254W ENOL 1156 1 21 AAPATTTLS[+972.31694]PSDER.V. S8(OGlycan/9723169) Hex(6) 27e12 109 1156 6659 6659 00 3 7133180 7133303 1588 23179395 23179763 NRagged 8 >VLLO25\
>VBRI01W PAU24 SGDID:S000000S(
>YFLO20C e
>YGRI92C TDH3 SGDID:S00000342:
>sp[TRYP_PIG|(Common contamin
>VNLISOW YGP1 SGDID:S00000510:
>VKLIS2C GPM1 SGDID:SO0000163:
>VKLOSOC FBAL
>YCROL2W PGKI SGDID:S00000060:
>YALOOSC SSAL SGDID:SD00000004,
>YILOS2W TDHI SGDID:S000003588
>VBR2B6W APE3 SGDID:S00000049C
>VLRO44C PDCL SGDID:S000004034
>YILOTSC PRYL SGDID:S000003615,
>VKLI63W PIR3 SGDID:S000001645,
>YORI122C PFY1 SGDIDISO00005648
>YDRO44W HEML3 SGDID:S0000024
>YDROSSW PSTL SGDID:S000002467
>YBROGTC TIP1 SGDID:S000000:
>YLRO37C PAU23 SGDID:S00000402
>VILOLIW TIR3 SGDID:SO00001273,
>YCRIG4W PAU3 SGDIDS0000070 || [ = ) 5
>YALO3BW CDX
>YMROOGC P s
>5pK2CLHUMAN|(Commen cont - (5 ) Q o o £ [whm
> can tme =7.2643
sooevaz ]
&
Sample Protein Coverage || 500002 o
name name summary
e
« i 2 g
2 o] o
2000002 gl o
2 = + B
1000002 a N & 1 . *
H 3 ER3 i = g
| i L :
ooseon d__a i bidly ue A TN bl b dds Ll L S S N
P & L 20 10
200002 ] -
20e12 ] .




Window tilp % Byonic™

Text fiter... P~

Peptide List (double cck to dock /undock)

© anouwe (Editor),

T wente12© 5+

| Pt o Mods Delta sita Mo Obs. Cale.  ppm  Off- & Glycans
>YLLO25W PAUL7 SGDID:S0000039¢ Rank "% quence (variable) Score Score mz mz e By-X leavage | ' pos,
>VGR2SH [1]206.. 22 41 KANLEQYMS[-48615847]LAM S8(0Glycan/4861585) Hex@) 45e07 1045 1045 2 813338 813350 1986 16256663 16256986 CRagged & >VioTW
>VBRI01W PAU24 SGDID:S000000S(
>YFLO20C e
>YGRI92C TDH3 SGDID:S00000342:
>sp[TRYP_PIG|(Common contamin
>VNLISOW YGP1 SGDID:S00000510:
>VKLIS2C GPM1 SGDID:SO0000163:
>VKLOSOC FBAL
>YCROL2W PGKI SGDID:S00000060:
>YALOOSC SSAL SGDID:SD00000004,
>YILOS2W TDHI SGDID:S000003588
>VBR2B6W APE3 SGDID:S00000049C
>VLRO44C PDCL SGDID:S000004034
>YJLO79C PRYL SGDID:S000003615,
>VKLI63W PIR SGDID:S000001646,
>YORI122C PFY1 SGDIDISO00005648
>YDRO44W HEML3 SGDID:S0000024
>YDROSSW PSTL SGDID:S000002467
>YBROGTC TIP1 SGDID:S000000:
>YLRO37C PAU23 SGDID:S00000402
>VILOLIW TIR3 SGDID:SO00001273,
>YCRIG4W PAU3 SGDIDS0000070 || [ = 5
>YALO3BW CDX
>YMROOGC P L}
>5pk2CLHUMAN Commen cont - | (35 @) (] & o o ¢ [whm
> [ period=1, scan time=13.1187
P
Protein Coverage o
name summary
200002
i vlg
= 2002 |
S o= - B +
g P T S g =
£ ¥ < &% 2 k) g
L00e02 8 - H .
| TN | IR | ]
oooean ]mm(..i. ‘m m.hl il b M‘ i !ﬁ il ‘ il by b T P TR ST
3 P 1000 20 10
o002
soemz -
20002
5 F 20em
=3 Loen .
00400 .. ot




4 Byonic™ " anouwe (Editor),
m=x & @
et e - Peptide st (double cick todock /undock) 5
T 140 -
= ods o Deia Mo =l O Calm om0 . ksl o py
>YLLO25W PAUL7 SGDID:S00000394 PD | pank | Pos: D (variable) Shaans| 9p 1 logProbl Score oy Tsore 2z mz  em  ByX  MH M Cleavage Tpo.
>YeRSH [11986. 20 93 KLPWYT+48615847ITRL TS(OGhcon/4861585) HeG) 0013 083 188 338 505 53 2 THEN6  THENE 43 14226050 14226522 Specic 5 >VBROSIC
>YBRI0LW PAU24 SGDID:SD000005(
>YFLO20C e
>YGRI92C TDH3 SGDIDIS00000342¢
>5pITRYP_PIG|(Common contamin
>YNLIGOW YGP1 SGDID:Sa0000510:
>YKLLS2C GPMI SGDID:S00000163¢
>YKLOGOC FBAL
>YCROL2W PGKI SGDID:SO0000060:
>VALOOSC SSAL SGDIDIS000000004,
>YILOS2W TOHL SGOIDISO00003588
>VBR286W APE3 SGDID:SO0000045C
>VLRO44C PDCL SGDID:S000004034
>YILOTSC PRYL SGDID:S000003615,
>YKLIG3W PIR3 SGDID:S000001645,
>YORL22C PFY1 SGDID:S000005648
>YDRO4W HEML3 SGDIDIS0000024
>YDROSSW PSTI SGDID:SO00002467
>YBROG7C TIPL SGDID:S000000:
>YLRO37C PAUZ3 SGDIDIS00000402
>VILOL1W TIRS SGOIDISO00001273,
>YCRI0AW PAU3 SGOIDS00000070. || | = g :
>VALO38W CDX
>YMROOGC P 5
>5pIKCLHUMANCommen cont «| - [ @ (@) & 4
8| eoeer| =
Sample Protein Coverage =
name name sommary ||
2 2o0eenz| R g 8
s i
roseraz e | EEs g -
ElE |7k . H
1 “ l 1 b i i h
RN Y eP 11 R PO 1 o o PO P R PP PP NI PO TA U P A L i
B e 100 00
conenz ]
sonen2 ]
2% 200en ] . .
oo0esco ] - LS .




% Byomic™

5 @

Text fiter... P~

Peptide List (double cck to dock /undock)

© anouwe (Editor),

a8
T wente12© 5+

Prot. PEP Delta cita Obs. Col.  ppm  Off-  Obs. Calc. Glycans
>YLLO2SW PAUL7 SGDID:50000039¢ PD | Rank | Po= Sz 1p  [LogProbl Score oy mz mz e ByX  MH My Cleavage Tpo,
EYGRAA [1[175..20 8  LDFDAITKT[-64821129]VKL T8(OGlycan/6482113) Hex9) 23e08  87e06 764 532 16 636589 636416 2127 18989621 18985103 NRagged 8 >VBROSIC
>YBRI0LW PAU24 SGDID:SD000005(
>YFLO20C e
>YGRI92C TDH3 SGDIDIS00000342¢
>5pITRYP_PIG|(Common contamin
>YNLIGOW YGP1 SGDID:Sa0000510:
>YKLLS2C GPMI SGDID:S00000163¢
>YKLOGOC FBAL
>YCROL2W PGKI SGDID:SO0000060:
>VALOOSC SSAL SGDIDIS000000004,
>YILOS2W TOHL SGOIDISO00003588
>VBR286W APE3 SGDID:SO0000045C
>VLRO44C PDCL SGDID:S000004034
>YILOTSC PRYL SGDID:S000003615,
>YKLIG3W PIR3 SGDID:S000001645,
>YORL22C PFY1 SGDID:S000005648
>YDRO4W HEML3 SGDIDIS0000024
>YDROSSW PSTI SGDID:SO00002467
>YBROG7C TIPL SGDID:S000000:
>YLRO37C PAUZ3 SGDIDIS00000402
>VILOL1W TIRS SGOIDISO00001273,
>YCRI0AW PAU3 SGOIDS00000070. || | 5
>VALO38W CDX
>YMROOGC P 5
>5pIKCLHUMANCommen cont «| - [ @ (@) & 4
2| swendl
sresisns
- 9 DEDALTKTIVK
Sample Protein Coverage 4000403 -] 133786753
name name summary
2000403 -] 33 4
i J vz £ g
2000003
1000003 ° . T
L | S 0% H - J
] H
P Y \‘hvll L N L o . .
e 2 10 10
iz errrs, tol=75.0 pom
100002
o00esco 3 - . .
. .o .. . .
£y roen 3 . ‘
2000023 .
a0z 3




% Byomic™

= 9@

Text fiter... P~

Peptide List (double cck to dock /undock)

© anouwe (Editor),

a8
T mente14© 5

>YLLO25W PAUL7 SGDID:500000394

Prot.
Rank

Mod PP PP
Pos. Sequence (vm:‘g, Glyaans  p) o ILog Prob|

>YGR2SH
>VBRILW PAU24 SGDID:S0000005(
>VFLO20C.

>YGRI92C TDH3 SGDID:S00000342:

>sp[TRYP_PIG|(Common contamin
>VNLISOW YGP1 SGDID:S00000510:
>VKLIS2C GPM1 SGDID:SO0000163:
>VKLOSOC FBAL

>YCRO12W PGKI SGDID:500000060!
>YALOOSC SSAL SGDID:S00000000¢,

15000005648
>YDRO44W HEMI3 SGDID:S0000024
>YDROSSW PST1 SGDID:5000002462
>YBROG7C TIP1 SGDID:S000000:
>VLRO37C PAU23 SGDID:S00000402
>VILOT1W TIR3 SGDID:5000001273,
>YCRI04W PAU3 SGDID:S00000070

<

37 LVELGVYVS[+324.10565]DIRA

il

S8(0Glycan/3201056) Hex) 11e12 42e10 1195 7170

it
Score
3216 3216

ppm
em.

8%

Cleavage

1737471 15737843 NRagged 8 >YLL02S\

Glycans
Pos.

>YALO38W CD

>YMROOC P
>5plK2C1_HUMAN|(Common cont «

W @

Q

Q

£l

Sample Protein Coverage
name summary

Tnensty

L00e+03

Frey

ey

400002

time=12.1923

pep_ 2+

~o

Pep_t+




% Byomic™

= 9@

Text fiter... P~

© anouwe (Editor),

T mente17© 5+

>YLLO25W PAUL7 SGDID:500000394

>YGR2SH
>VBRILW PAU24 SGDID:S0000005(
>VFLO20C.

>YGRI92C TDH3 SGDID:S00000342:

>sp[TRYP_PIG|(Common contamin
>VNLISOW YGP1 SGDID:S00000510:
>VKLIS2C GPM1 SGDID:SO0000163:
>VKLOSOC FBAL

>YCRO12W PGKI SGDID:500000060!
ID:S000000004,

15000005648
>YDRO44W HEMI3 SGDID:S0000024
>YDROSSW PST1 SGDID:5000002462
>YBROG7C TIP1 SGDID:S000000:
>VLRO37C PAU23 SGDID:S00000402
>VILOT1W TIR3 SGDID:5000001273,
>YCRI04W PAU3 SGDID:S00000070

Cleavage

TL0(OGlycan /486.1585) Hex) 11e-06

Glycans
Pos.

16567750 16568062 NRagged 10 >YBR3OL

>YALO38W CD

>YMROOC P
>5plK2C1_HUMAN|(Common cont «

5

Sample Protein Coverage
name name summary

« i '

Tnensty

3008402 -

2008402 -

s00e+02 -

0.00e+00

Pepte List (double ickto dock /undock)
D pos. Sequence
[1]166.. 3 80 M.LTGIAPDQVT[+486.15847IRM
i
B alale oo L (b [ffar
M ¥y -
prae

b318

Hex-18

b il .i.ﬂ:ml.l.j.Juqu.mﬂ kel L

2% r)

Pep 2+

"

~6

N
1

b9-18

m—

| e skl T P T T




% Byomic™

= 9@

Text fiter... P~

Peptide List (double cck to dock /undock)

© anouwe (Editor),

T ment=s © 5

prot. Mods PP pep Detta haMo Obs. Cale. m Off- Cale. Glycans
>YLLO25W PAUL7 SGDID:S00000394 PD | pank | Pos: D (variable) Shaans| 9p 1 logProbl Score oy Tsore 2z B e s G Clmage YO
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>YFLO20C e
>YGRI92C TDH3 SGDIDIS00000342¢
>5pITRYP_PIG|(Common contamin
>YNLIGOW YGP1 SGDID:SDO00
>YKLLS2C GPMI SGDID:S00000163¢
>YKLOGOC FBAL
>YCROL2W PGKI SGDID:SO0000060:
>VALOOSC SSAL SGDIDIS000000004,
>YILOS2W TOHL SGOIDISO00003588
>VBR286W APE3 SGDID:SO0000045C
>VLRO44C PDCL SGDID:S000004034
>YILOTSC PRYL SGDID:S000003615,
>YKLIG3W PIR3 SGDID:S000001645,
>YORL22C PFY1 SGDID:S000005648
>YDRO4W HEML3 SGDIDIS0000024
>YDROSSW PSTI SGDID:SO00002467
>YBROG7C TIPL SGDID:S000000:
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Peptide List (double cck to dock /undock)

© anouwe (Editor),

T mente13© 5+

>YLLO25W PAUL7 SGDID:500000394

>YGR2SH
>VBRILW PAU24 SGDID:S0000005(
>VFLO20C.

>YGRI92C TDH3 SGDID:S00000342:

>sp[TRYP_PIG|(Common contamin
>VNLISOW YGP1 SGDID:S00000510:
>VKLIS2C GPM1 SGDID:SO0000163:
>VKLOSOC FBAL

>YCRO12W PGKI SGDID:500000060!
ID:S000000004,

15000005648
>YDRO44W HEMI3 SGDID:S0000024
>YDROSSW PST1 SGDID:5000002462
>YBROG7C TIP1 SGDID:S000000:
>VLRO37C PAU23 SGDID:S00000402
>VILOT1W TIR3 SGDID:5000001273,
>YCRI04W PAU3 SGDID:S00000070

M.LTGIPADQUT[+324.10565RV.
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>YLLO25W PAUL7 SGDID:500000394

>YGR2SH
>VBRILW PAU24 SGDID:S0000005(
>VFLO20C.

>YGRI92C TDH3 SGDID:S00000342:

>sp[TRYP_PIG|(Common contamin
>VNLISOW YGP1 SGDID:S00000510:
>VKLIS2C GPM1 SGDID:SO0000163:
>VKLOSOC FBAL

>YCRO12W PGKI SGDID:500000060!
ID:S000000004,

15000005648
>YDRO44W HEMI3 SGDID:S0000024
>YDROSSW PST1 SGDID:5000002462
>YBROG7C TIP1 SGDID:S000000:

MLTGIPAEQUT[+64821120RV.
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T mente14© 5

>YLLO25W PAUL7 SGDID:500000394

Prot.
D pos.

Sequence

>YGR2SAW ENOL
>VBRI01W PAU24 SGDID:S000000S(
>YFLO20C =
>YGRI92C TDH3 SGDID:S00000342:

>sp[TRYP_PIG|(Common contamin
>VNLISOW YGP1 SGDID:S00000510:

>VKLLS2C GPMI SGDID:S00000163-
>YKLOGOC FBAL
>YCRO12W PGKI SGDID:500000060!
>YALOOSC SSAL SGDID:S00000000¢,

000005648
>YDRO4W HEM13 SGDID:50000024
>YDROSSW PSTL SGDID:500000246%
>YBRO67C TIPL SGDID:S00000:
>YLRO37C PAU23 SGDID:500000402
>VILOLW TIRS SGDID:SD00001273,
>YCRIO4W PAU3 SGDID:500000070. ||,
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Peptide List (double cck to dock /undock)

© anouwe (Editor),
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| Pt o Mods 5 PEP PR Delta sita Mo Obs. Calc.  ppm Off-  Obs Gk Glycans
>YLLO2SW PAUL7 SGDID:S00000394 Rank  PO% T (variable) vens o 1 [ogProbl Score sore Score * iz mz er. By-X MH MH 1#2V29¢ pos.
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>VBRI01W PAU24 SGDID:S000000S(
>YFLO20C e
>YGRI92C TDH3 SGDID:S00000342:
>sp[TRYP_PIG|(Common contamin
>VNLISOW YGP1 SGDID:S00000510:
>VKLIS2C GPM1 SGDID:SO0000163:
>VKLOSOC FBAL
>YCROL2W PGKI SGDID:S00000060:
>YALOOSC SSAL SGDID:SD00000004,
>YILOS2W TDHI SGDID:S000003588
>VBR2B6W APE3 SGDID:S00000049C
>VLRO44C PDCL SGDID:S000004034
>YILOTSC PRYL SGDID:S000003615,
>VKLI63W PIR SGDID:S000001646,
>YORI122C PFY1 SGDIDISO00005648
>YDRO44W HEML3 SGDID:S0000024
>YDROSSW PSTL SGDID:S000002467
>YBROGTC TIP1 SGDID:S000000:
>YLRO37C PAU23 SGDID:S00000402
>VILOLIW TIR3 SGDID:SO00001273,
>YCRIG4W PAU3 SGDIDS0000070 || [ = ) 5
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© anouwe (Editor),

File Edt Window Help # Byonic™
&S e
Text fter.. - | Peptide st (double cick o dock /undock) 5
T 20 P-
Prot. Mods PP PP Deta tta Mo Obs. Coe.  ppm O  Obs  Calc. Glycans
>YLLO2SW PAUL7 SGDID:50000039¢ PD | Rank | Po= SSTECE (variable) Ocans  5p  jp [LogProbl Score sore Score * iz mz e ByX  MH My Cleavage oo
>YGR254W ENOL 1181 4 a RAHLAEYS[+486.15847)FQ.A S8(OGlycan /4861585) Hex(3) 15¢07 5405 684 5049 2342 2342 2 8578434 8578645 2462 1714679 17147218 CRagged 8 >VFLO20C |
>YER3IW PAL24 SGDID:S0000005(
>YFLO20C e
>YGRIS2C TDH3 SGDID:S00000342¢
>5p[TRYP_PIG|(Common contamin
>YNLIGOW YGP1 SGDID:S000005101
>YKLLS2C GPML SGDID:S00000163:
>VKLOGOC FBAL
>YCRO12W PGKI SGDID:S00000060:
>YALODSC SSAL SGDID:S000000004,
>YILOS2W TDHI SGDID:S000003588
>VBRIB6W APE3 SGDIDISO000004C
>YLRO44C PDC SGDID:SD00004034
>YILO7C PRY1 SGDID:SO00003615,
>YKLLG3W PIR3 SGDID:SD00001646,
>YORI22C PFYL SGDID:SO00005548
>YDRO4AW HEMI3 SGDID:S0000024
>YDROSSW PSTI SGDIDIS00000246%
>YERD67C TIPL SGDID:S000000
>YLRO37C PAUZ3 SGDID:S00000402
>VILOLIW TIR3 SGDID:S000001273,
>YCRIO4W PAU3 SGOID:500000070. || ( - ) 5
>YALO3BW CDX
>YMROOGC P L
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Peptide List (double cck to dock /undock)

© anouwe (Editor),

T mente19© 5+

>YLLO25W PAUL7 SGDID:500000394
>YGR254W ENO1 SGDID:S00000348,
>VBRILW PAU24 SGDID:S0000005(
>VFLO20C.

>YGRI92C TDH3 SGDID:S00000342:

>sp[TRYP_PIG|(Common contamin
>VNLISOW YGP1 SGDID:S00000510:
>VKLIS2C GPM1 SGDID:SO0000163:
>VKLOSOC FBAL

>YCRO12W PGKI SGDID:500000060!
ID:S000000004,

15000005648
>YDRO44W HEMI3 SGDID:S0000024
>YDROSSW PST1 SGDID:5000002462
>YBROG7C TIP1 SGDID:S000000:
>VLRO37C PAU23 SGDID:S00000402
>VILOT1W TIR3 SGDID:5000001273,
>YCRI04W PAU3 SGDID:S00000070
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Peptide List (double cck to dock /undock)

© anouwe (Editor),

a8
T mente14© 5

>YLLO25W PAUL7 SGDID:500000394

Cleavage

Glycans
Pos.

>VGR2SH
>VBRI01W PAU24 SGDID:S000000S(
>YFLO20C =
>YGRI92C TDH3 SGDID:S00000342:

>sp[TRYP_PIG|(Common contamin
>VNLISOW YGP1 SGDID:S00000510:

>VKLLS2C GPMI SGDID:S00000163-
>YKLOGOC FBAL
>YCRO12W PGKI SGDID:500000060!
>YALOOSC SSAL SGDID:S00000000¢,

15000005648
>YDRO44W HEMI3 SGDID:S0000024
>YDROSSW PST1 SGDID:5000002462
>YBROG7C TIP1 SGDID:S000000:

S7(0Glycan/324.1056) Hex?) 46e12

14747105 14747159 NRagged 7 >YLL02S\

>YLRO37C PAU23 SGDID:S00000402
>VILOLIW TIR3 SGDID:SO00001273,
>YCRIO4W PAU3 SGDID:S0000070 5
>YALO3BW CDX
>YMROOGC P s
>5pK2CLHUMAN|(Commen cont - (5 )
s
2000003
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File Edit Window Help # Byonic™ " anouwe (Editor),
= 9@
Peptide Lt (double cick to dock / undock) 5
5- peptides =17
rot. - Mods PP PP Deta shaMo Obs. . ppm O Obs Gl Giycans Protein
fank S (variable) Gyans|  2p 1 logProbl Score o o 2 sz mz e ByX  MH MH Cleavage Tpo. Name.
1 >VIRMIWPAULS SGDID SOGlycan /6482113) Hexd) 97e08 9205 701 3680 1884 72 2 574180 574461 3886 19138105 19138849 Specific 3
2
3 >splTRYP_PIG](Common -
4 >YALOGSCPAUE SGDIDS
5 >YNLIGOW YGP1 SGDI
6 >YGR27SC SCWA SGDI
7 >YMROOGC PLE2 SGDID:S
B >YBROZBW ECM33 SGDID
9 >YDROSOC TPIL SGDID:SD.
110 >VFLO20C PAUS SGDIDISC
|11 >YGRIOSC TRX2 SGDID:SC
112 >YILOS2W TOHI SGDIDI
113 >YLROHC PDCL SGDID:SC
114
115
116
117 >YALOOSC SSAL SGDID:SD
118 >YILO7SC PRYL SGDID:SX
119 >YOLOS0W GASS SGDID:S
|20 >VIL169C VILLGC SGDID:
121 >YDROS4W HEML3 SGDIC
122 >YARDGIW YAROGLWSGL || « m D
123 >YLRO37C PAUZ3 SGDI
|2 SYORLZ2C PFYL sGDIDi | SPcum e dikto dock / ndoc) s
125 >vmoweeiseoost| [fi @ [@] @ 4
. tme=8.6720
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File Edit Window Help # Byonic™ " anouwe (Editor),
= 9@
Peptide Lt (double cick to dock / undock) 5
> T e © P-
rot. = Prot. Mods PEP PEP Defta sita Mo Obs. Colc.  ppm  Off-  Obs. Calc. Glycans Protein
fank PD | pank | Pos: S (variable) Gyans|  2p 1 logProbl Score o o 2 sz mz e ByX  MH MH Cleavage Tpo. Name.
1 SVRMIWPAUISSGDIDS || [1[922.1 116 KDGNTE-3241056SIARK- TS(OGlycan/3241056) Hex)) 1dell 13e08 1087 6008 2620 2820 2 651329 651326 1284 130165% 13016358 Specific 5 >VIRO41W PAULS SGDIDIS)
2
3 >spITRYP_PIG|(Common -
4 >YALOGSCPAUE SGDIDS
5 >YNLIGOW YGP1 SGDI
6 >YGR27SC SCWA SGDI
7 >YMROOGC PLE2 SGDID:S
B >YBROZBW ECM33 SGDID
9 >YDROSOC TPIL SGDID:SD.
110 >VFLO20C PAUS SGDIDISC
|11 >YGRIOSC TRX2 SGDID:SC
112 >YILOS2W TOHI SGDIDI
113 >YLROHC PDCL SGDID:SC
11
115
116
117 >YALOOSC SSAL SGDID:SD
118 >YILO7SC PRYL SGDID:SX
119 >YOLOS0W GASS SGDID:S
|20 >VIL169C VILLGC SGDID:
121 >YDROS4W HEML3 SGDIC
122 >YARDGIW YAROGLWSGL || « i ] D
123 >YLRO37C PAUZ3 SGDI
|2 SYORLZ2C PFYL sGDIDi | SPcum e dikto dock / ndoc) ! s
125 >vmoweeiseoost| [fi @ [@] @ 4 o o £ [w Ml
P
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Edit Window Help 4

= @

Byonic ™

Pepide Lit (double cck to dock /undock)

>VIRO41W PAULS SGDID:S

>sp[TRYP_PIG|(Common -
>YALOSC PAUS SGDID:S(
>YNLIGOW YGP1 SGDIL
>YGR2T9C SCW4 SGDIl
>YMROOGC PL2 SGDID:S._|
>YBROZBW ECM33 SGDID
>YDROSOC TP SGDID:SD:
>YFLO20C PAUS SGDID:SC
>YGRO9C TRX2 SGDID:S.
>YJLOS2W TDHI SGDID:S(
>YLRO4C PDCL SGDID:S.

>YALOOSC SSAI SGDID:S0
>YJLO79C PRYL SGDID:SOC
>YOLO30W GASS SGDID:S
>YIL169C VILI69C SGDID:

>YDRO44W HEMI3 SGDIC
>YARO1W YAROGIW SGU

>YLRO37C PAU23 SGDIL
>YOR122C PFY1 SGDI

8

_ >VLR30OW EXG1 SGDID'S! ~
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‘Spectrum (double cick to dock / undocd)
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File Edit Window Help # Byonic™ " anouwe (Editor),
= 9@
Peptide Lt (double cick to dock / undock) 5
- peptides| T mente22© P~
rot. - Mods PP Deta shaMo Obs. . ppm O Obs Gl Giycans Protein
fank S (variable) Gyans|  2p ILog Prob Score Score P m/z mz e ByX  MH MH Cleavage Tpo. Name.
1 >VIRMIWPAULS SGDID RMITGVPWYS[+810264121SRL S(0Glycan/8102641) _ Hexs) 21e 11 1067 355 12 3 702075 70207 366 2069123 21069046 Specific O
2
3 >spITRYP_PIG|(Common -
4 >YALOGSCPAUE SGDIDS
5 >YNLIGOW YGP1 SGDI
6 >YGR27SC SCWA SGDI
7 >YMROOGC PLE2 SGDID:S
B >YBROZBW ECM33 SGDID
9 >YDROSOC TPIL SGDID:SD.
110 >VFLO20C PAUS SGDIDISC
|11 >YGRIOSC TRX2 SGDID:SC
112 >YILOS2W TOHI SGDIDI
113 >YLROHC PDCL SGDID:SC
11
115
116
117 >YALOOSC SSAL SGDID:SD
118 >YILO7SC PRYL SGDID:SX
119 >YOLOS0W GASS SGDID:S
|20 >VIL169C VILLGC SGDID:
121 >YDROS4W HEML3 SGDIC
122 >YARDGLW YAROGIWSSGL || « 0 5
123 >YLRO37C PAUZ3 SGDI
|2 SYORLZ2C PFYL sGDIDi | SPcum e dikto dock / ndoc) ! 5
125 >vmoweeiseoost| [fi @ [@] @ 4 o o £ [w Ml
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i
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Edit Window Help 4
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Byonic ™

Pepide Lit (double cck to dock /undock)

© anouwe (Editor),

T mente21© 5+

rot. - Mods = PP PP o Defie dtaMo Obs. Gle ppm Of  Obs Gl Giycans Protein
fank S (variable) lyeans  p 1 logProbl Score o o 2 sz mz e ByX  MH MH leavage “po,. Name.
1 >VIRMIWPAULS SGDID RVNLVELGVYVS[+486 15847 DIRA SH(OGlycan/4861585) HoxG) 12e16 1led3 1503 7625 560 560 2 10304709 10315199 4754 20619345 20620325 Specific 11 >VIRO4LW PAUILS SGDIDSD
2
3 >splTRYP_PIG](Common -
4 >YALOGSCPAUE SGDIDS
5 >YNLIGOW YGP1 SGDI
6 >YGR27SC SCWA SGDI
7 >YMRoosC pL2 sGDIDiS| |
B >YBROZBW ECM33 SGDID
9 >YDROSOC TPIL SGDID:SD.
110 >YFLO20C PAUS SGDIDSSC
|11 >YGRIOSC TRX2 SGDID:SC
112 >YILOS2W TOHI SGDIDI
113 >VLRO44C PDC1 SGDID:SC
114
115
116
117 >YALOOSC SSAL SGDID:SD
118 >Y)LO7SC PRY1 SGDID:SX.
119 >YOLOS0W GASS SGDID:S
|20 >VIL169C VILLGC SGDID:
121 >YDROS4W HEML3 SGDIC
122 >YARDGIW YAROGIWSGL ||« [ m v
123 >YLRO37C PAUZ3 SGDI
|2 SYORLZ2C PFYL sGDIDi | SPcum e dikto dock / ndoc) s
125 >vmoweeiseoost| [fi @ [@] @ 4
R can tie=14.4212
.
e &
2000003
« i vlg
= 200er03]
2 T
o +
1008403 ] . H :
T 2, l o3 P i
2 % R ] 2
0000400 . LiL ‘I MJI L L ) o ‘H b e AL IT )
s iz 500




