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Peptide List (double dlick to dock / undock) 2
T iment=19 € P~

Protein Score [[Cleavage | 'z Obs. Calc. M_ods PEP |Log Prob| Delta PEP  :taMo ppm Off-
Name m/z m/z (variable) 2D Score 1D Score err. By-X
>HORVUIHAGO64 _ | |2 2 ALNCGQVDSKMK[+162.05282]PCLTYVQGGPGPSGECCNGVR.D Hex(1)  >HORVU5Hr1G046550.1 gene=HORVUSHr1G046550 10293 NRagged 4 8656619 8656422  Kil(xgly/162.0528) 1le-18 1797 8210 56e18 272 2281 34
>HORVUSHr1G046|
>HORVU4Hr1 G081
>HORVUIHrGO0O
>HORVU1Hr1G000
>HORVU4Hr1G013
>HORVUGHr1 G001
>HORVU7Hr1G035
>HORVU4Hr1 G081
>HORVU4Hr1G089
>HORVUIHr1G000 || < | I D

>HORVULHAGOOL | /¢ 1 m (double cick to dock / undock) a

>HORVU3Hr1G013 a % [1] 3 N {;’

>HORVU2Hr1G116

>HORVUSHr1G000 002702 —

SYHRI74W ENO2 ¢ i A.LNCGQVDSmK[+162]PCI.CNGVR.D 2=4,scan#=sample=1 period=1 cyde=859 experiment=19,scan time=11.8629
>HORVUSHr1G000 g

>HORVU7Hr G121 1
>YJLO52W TDHL §1 i
>HORVU4H G022 5002402
>HORVU7Hr1G006
>HORVU2Hr1G122
>HORVU4Hr1G089
>HORVUSHr1G104 4.00e+02 —|

>HORVU1Hr1G000 ~ i
»
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Peptides T iment=17 € P~
=
|| Prot. Protein PEP Delta PEP  :taMo ppm  Off-
Rank o= Sequence Clycans Name 2D [Log Prob] Score 1D Score emr.  By-X
>HORVUIHr1G064 _ | |4 17 K.EFLLQQCTLDEK[+162.05282].V Hex(1)  >HORVU1Hr1G000640.1 gene=HORVU1Hr1G000640 814.8898 14e-13 1285 469.2 74e-13 4692 1996 16
>HORVUSHr1G046|
>HORVU4Hr1G081| |
>HORVU1Hr1G000
>HORVU1Hr1G000
>HORVU4Hr1G013
>HORVU6Hr1G001
>HORVU7Hr1G035
>HORVU4Hr1G081
>HORVU4Hr1G083
>HORVUIHIGO00 || « | i S
>HORVU1Hr1G001
2
SHORVU3HGo13 | SPectum (duble dick o dock /unded)
SHORVUZHIGIS | [ @ (& |9 < @ 2 @ 3
>HORVU5Hr1G000
SYHRI74W ENO2 ' 7 K.EFLLQQCTLDEK[+162].V z=2,scar ple=1period=1 cyck 17,scan time=13.2416
>HORVUSHI1G000 ]
>HORVU7Hr1G121 1200403 -]
>YJLO52W TDHL S i i
>HORVU4Hr1G022 i
>HORVU7Hr1G006 i
>HORVU2Hr1G122 1,006+03 -]
>HORVU4Hr1G089 i
>HORVU5Hr1G104 |
>HORVU1Hr1G000 ~ i
»
8.002+02 —
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= o o
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P~ Peptides T TN @ e-
|5 Prot. Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm  Off-
Rank Pos. Sequence Glycans Name Score| | Cleavage | 2 m/z m/z (variable) 2D |Log Prob| Score 1D Score err. By-X
11 >HORVULHrG064 _ | 120 108 K.TVPN[+0.98402]VYINGK[+162.05282].H Hex(1)  >YDR513W GRX2 SGDID:S000002921, ChrIV from 147101... 3039  Specific 2 6342943 6343244  N4(Deamidated /0.984); K10(xgly / 162.0528) 0.016 180 705 0016 224 4753 1267
2|2 >HORVUSHr1G046|
33 >HORVU4Hr1G081| |
414 >HORVU1Hr1G000
515 >HORVU1Hr1G000
6|6 >HORVU4Hr1G013
717 >HORVUGHr1G001
8|8 >HORVU7Hr1G035
919 >HORVU4Hr1 G081
10|10  >HORVU4Hr1G083
11 >HORVU1Hr1G000 < m »
12]12 >HORVU1Hr1G001 Spectrum (double dick to dock / undock) 5

13]13 >HORVU3Hr1G013
14]14 >HORVU2Hr1G116
15|15  >HORVU5Hr1G000
16|16 >YHR174W ENO2 !
17)17 >HORVU5Hr1G000
18]18 >HORVU7Hr1 G121
1919 >YJLOS2W TDHL S
20|20  >HORVU4Hr1G022
| >HORVU7Hr1G006
22|22 >HORVU2Hr1G122
23|23 >HORVU4Hr1G089
24|24 >HORVU5Hr1G104
25|25 >HORVU1Hr1G000
<[ »
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Peptide List (double dick to dock / undock)

Sequence

7 33 N.SGPWMWCDPEMGHK[+162.05282]VSPLTR.C

>HORVU6Hr1G001150.1 gene=HORVU6Hr1G001150

< m

Spectrum (double dick to dock / undock)

B e[se +a]e oo

110

120

130

TRCRALVRLECVGNRVPEDVLRDCCQEVANT SNEWCRCGDLGSMLRSVYA.

Window Help Byonic ™
)
T 7extfiter...
Best Best
ILog Probl  og prob|  Score
638.75 20.28 1079.0 82 2
54435 2238 12907 78 4
310.34 17.04 9409 38 6
23491 1511 8893 35 9
228.88 1529 8386 35 8
193.51 16.22 911.2 24 0
169.73 1939 10273 2 13
168.06 1376 7572 29 7
13183 1477 8254 19 1
11478 1911 1096.4 15 7
102.79 1518 8237 2
99.78 1334 789.4 1
97.51 1390 808.7 0
7479 17.29 911.2 7 1
70.23 1584 905.8 7 2
65.56 1319 704.0 10 0
62.22 1334 865.1 1n 5
61.72 1748 970.2 6 0
51.56 13.56 708.2 6 1
52.80 1341 7329 7 2
5252 14.44 8142 1 2
4776 1340 7319 12 4
46.92 1133 6239 9 0
46.52 14.98 8244 6 0
42.55 1399 768.4 7 1
4206 14.23 7558 5 1
n
Protein Coverage (double dick to dock / undock)
Protein Coverag E]
Protein Coverage Coverage
name summary percent
2MC_20171219 ... »HORVU6Hr1G... 96 of 154
10 20
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Peptide List (double dick to dock / undock)

Peptides

anouwe (Editor),

T riment=8 € P~

P
Best Best # #Uniq.
[LogProbl i prob|  Score  Spectra Pep:
63875 2028 10790 148 82 2
54435 2238 12007 237 78 u |F
31034 1704 909 88 38 6
2401 1511 8893 &7 35 9
2888 1529 8386 91 35 8
19351 1622 o112 64 % 0
16973 1939 0273 B 2 13
16806 1376 7572 66 2 7
13183 1477 854 39 19 1
11478 1941 10964 155 15 7
10279 1518 837 43 1 2
%978 1334 7894 46 18 1
9751 1390 8087 41 13 0
779 179 a2 o 7 1
7023 1584 058 28 7 2
6556 1319 040 23 10 0
6222 1334 851 32 1 5
6172 1748 9702 7 6 0
5756 1356 7082 10 6 1
5280 1341 320 2 7 2
5252 1444 842 18 1 2
4776 1340 B9 15 2 4
469 1133 6239 15 9 0
465 1498 824 1 6 0
255 139 7684 14 7 1
4206 1423 7558 18 5 o
< 1 ]
Protein Coverage (double dlick to dock / undock) =
Protein Coverage
Sample Protein Coverage Coverage
name name summary percent
2MC_20171219_... >HORVUGHILG... 96 of 154 6234%
10 20 30 40 50
LVLLLCMLUVTPMT PWMWCDPEMGHRVSPL

60 70 80 90 100
TRCRALVRLECVGNRVPEDVLRDCCQEVANT SNEWCRCGDLGSMLRSVYA

Prot. P s Gl Protein s Mods PEP
Rank o5 equence yeans Name core (variable) 20
7 33 N.SGPWMWCDPEMGHK([+324.10565]VSPLTR.C Hex(2)  >HORVU6Hr1G001150.1 gene=HORVU6Hr1G001150 3102 NRagged 4  660.2688 660.2960 Kld(xgly / 324.1056) 0.00016
< n
Spectrum (double dick to dock / undock)
B a6 +[a]e o 0
8.00+02 —{ N.SGPWMWCDPEMGHK[+324]VSPLTR.C 2=4,scan#=sample=1 period=1cyde=004 experiment=8,scan time=13.2342
6.00e+02 —
5 sooen2 o,
= E
. 2
| 2
2.00e+02 | T
_ g3 = . -
T | = 3 -
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T fertfter. - Peptide List (double cick to dock /undock) )
Logprabl . BEst Best = 2Uniq.  #N 4] iment=17 © £-
ILog Probl i o prob|  Score Spectra Peps. Pe| —— obs —
63875 2028 090 148 0 2 Sequence Glycans i Score Cleavage z [~ o ILogPr
SoED e 1290 7] 78 44 =l 10 63 RAQQGCLCQYVK[+16205282]DPNYGHYVSSPHARD Hex(l)  >HORVU4H1G089500.1 gene=HORVU4Hr1G089500 6288  Specific 4 7465940 1609 879
31034 17.04 9409 88 38 6
23491 151 8893 87 35 9 =
22888 1529 8386 91 35 8
19351 16.22 9112 64 24 0
16973 1939 023 B 7 13
16806 1376 7512 66 2 7
818 W77 854 39 19 1
1478 1011 10964 155 15 7
10279 1518 37 43 14 2
%718 13M 74 46 18 1 al =
9751 130 8087 41 13 0
w9 172 2 2 7 1 Spectrum (double cick to dock / undock) 8
7023 1584 058 28 7 2 m oalala < @g 5 % (o M 1r
655 1319 040 B 10 0 £l - - & Lol
62.22 1334 865.1 32 1 5 5002402 —| R-AQQGCLCQYVK[+162]DPNYGHYVSSPHAR.D 2=4, wple=1 period=1 cycl P 7,scan time=10.2566
6172 1748 o2 7 6 0 ]
575 1356 782 10 6 1 ]
5280 1341 9 2 2 ]
525 1444 8142 18 1 2 ]
776 1340 B9 15 12 4 o
469 1133 6239 15 9 0 ooerez
46.52 1498 8244 1 6 0 1
4255 1399 7684 14 7 1 T
42.06 1423 7558 18 5 1 - 1
< n ] » 1
3000402
Protein Coverage (double clck to dock / undock) I ]
Protein Coverage g 1 =
Sample Protein Coverage Coverage ] 2
name name summary percent 2000402 -] > N
2MC_20171219 ... >HORVUGHHG... 96 of 154 6234% 1 £ 8
T
1 ®
i 1.00e+02 | E - o
10 39 40 50— 4 E + = = =
LVLLLCML i 3 = 2 x T2
J z H
J = B
- B T H.MW i et o e L il bl gl I ]
0 0 — L A L
GSMLRSVYA 500 miz 1000
. MZE m/z errors, tol=75.0 ppm
L .
0 0 0 0 150 |3
ALGVGGGPEEVFPGCQRDVMKLLVAGVPALCNVPIPNEAAGTRGVCYWSA




anouwe (Editor),

110

120

130
ALGVGGGPEEVFPGCQORDVMKLLVAGVPALCNVPIPNEAAGTRGVCYWSA

140

TRCRALVRLECVGNRVPEDVLRDCCQEVANI SNEWCRCGDLGSMLRSVYA

150

Byonic ™
T Textfiter.. P-
Prot. \Log Proty | Bet Best 2 #Unig.  #N~
Rank |Log Prob|  Score Spectra Peps. Pe|
11 638.75 2028 1079.0 148 82 2
2|2 54435 238 12907 237 78 4 |5
33 31034 17.04 9409 88 38 6
414 23491 1511 8803 87 35 9 d
5|5 228.88 1529 8386 91 35 8
6|6 193.51 16.22 911.2 64 24 0
717 169.73 1939 10273 YE] 27 13
8|8 168.06 1376 751.2 66 2 7
919 13183 1477 8254 39 19 1
10|10 11478 1911 1096.4 155 15 7
111 10279 1518 8237 43 14 2
12|12 9978 1334 789.4 46 18 1
13|13 9751 1390 808.7 41 13 0
14|14 7479 17.29 911.2 29 7 1
15|15 7023 1584 905.8 28 7 2
16|16 6556 1319 7040 23 10 0
17|17 62.22 1334 8651 32 11 5
18|18 6172 1748 970.2 7 6 0
19|19  57.56 13.56 708.2 10 6 1
20|20 5280 1341 7329 2 7 2
2|21 5252 1444 8142 18 1n 2
2|22 4176 1340 7319 15 12 4
23|23 4692 133 6239 15 9 0
24|24 4652 1498 8244 1n 6 0
25|25 4255 1399 7684 14 7 1
26|26 4206 1423 7558 18 5 1 -~
(] J »
Protein Coverage (double dlick to dock / undock) -]
Protein Coverage
Sav;ple Protein Coverage Coverage
name name summary percent
2MC_20171219 ... >HORVUEHr1G... 96 of 154 62.34%
-
10 20 30 40 50
LVLLLCML! PWMWCDPEMGHRVSPL
60 70 80 90 100

m

Peptide List (double dick to dock / undock) -]
T riment=9 € £~
=
Prot. Protein Obs. Calc. Mods PEP
Rank Pos. Sequence Glycans Mo Score Cleavage z e e (variable) 20 |Log Pre
10 63 R.AQQGCLCQYVK[+324.10565]DPNYGHYVSSPHAR.D Hex(2) ~ >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 6354 Specific 5  629.8542 629.8856 Ki1(xgly / 324.1056) 2e-09 8.70
< m »
Spectrum (double dick to dock / undock) 2
B e(s]e +[6] oo
7| R.AQQGCLCQYVK[+324]DPNYGHYVSSPHAR.D z=5,scan#=sample=1 period=1 cycle=805 experiment=9,scan time=10.2200
8.002+02 — 25 5 10987654321
i PR o s ot ol o S
4 AQOGCLCQYVKDPNYG! SSPHAR
F9 25014 H 24 58
T 17345678916 13 26 23
n £
6.002+02 —|
P 5 2
E 4000402
]
_ £ =
o
a =
) +
I
2.002+02 ]
- =
=1
B 2
3 © : S
2
. 1ie 151 T
3 Ie'd a a
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Window Help

Peptide List (double dlick to dock / undock)
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a

T iment=11 @ £-

Protein Obs.

Calc.

Mods

PEP

File Byonic ™
mx ® @
T 7extfiter... P~
Best Best £ # Uniq. #NV 4
|Log Prob| |Log Prob]  Score Spectra Peps“1 Pe|7
63875 20.28 1079.0 148 82 2
54435 2238 12907 237 78 “ =
31034 17.04 9409 88 38 6
23491 1511 8893 871 35 9 J
228.88 1529 8386 91 35
19351 16.22 911.2 64 24 0
169.73 1939 10273 B 2 13
168.06 13.76 7572 66 29 7
131.83 1477 8254 39 19 1
11478 1911 1096.4 155 15 7
102.79 1518 8237 43 14 2
99.78 1334 7894 46 18 1
97.51 1390 808.7 41 13 0
7479 17.9 911.2 29 7 1
70.23 1584 905.8 28 7 2
65.56 1319 7040 23 10 0
62.22 1334 865.1 32 1 5
61.72 1748 9702 7 6 0
57.56 13.56 708.2 10 6 1
5280 1341 7329 pit 7 2
52.52 1444 8142 18 1 2
4176 1340 7319 15 12 4
4692 133 6239 15 9 0
46.52 14.98 8244 1 6 0
4255 1399 768.4 14 7 1
4206 1423 7558 18 5 1 -~
< T ] »
Protein Coverage (double dick to dock / undock) &
Protein Coverage E]
Sar:-ple Protein Coverage Coverage
name name summary percent
2MC_20171219_... >HORVUGHr1G... 96 of 154 62.34%
10 20 30 10 50
LVLLLCMLMVTEM L L
110 120 130 140 150 |7
ALGVGGGPEEVFPGCQRDVMKLLVAGVPALCNVPIPNEAAGTRGVCYWSA

Sequence Glycans Score Cleavage z N |Log Pre
Name m/z m/z (variable) 20
2 83 R.GIHNLNLNNAASIPSK[+324.10565]CNVNVPYTISPDIDCSR.I Hex(2)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 768.3 Specific 5 7735783 773.5743 K16(xgly / 324.1056) 6e-14 13.22
<[ n »
Spectrum (double dlick to dock / undock) 8
afa]e +[a]a = 0
Lonesgs | R-GTHNUNNNARSIPSK +324]CNVNVPYTISPDIDCSR. 1 2=5,5can =sample =1 priod =1 cyde =912 experiment=11,scan tme=13.4635
3 20 .15 0987 5 1
i GI Ipsr«:uvuvrpr ‘rTSPDTDCSR
HNLNLNNAAS
| R R g B o i
1234567891 25 30
T ~
>
8.00e+02 |
| @
©
6.00e+02
g i
E i
g -
=~ o+
4.002+02 b 0
=
T +
3 ¥ 2 o
b o E = k3 3 + =
% | 3 &
2.002+02 —| E £ =} -
£ E T4 = 2
R > [ § B & £
£ i + &
1 n ° = 2 - 3 t
h | d g 53 i
] l b Ll I “ | | l TN :
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S Jextfler.. P- | PeptideList (double click to dock /undock) &
< . _ .
Best Best 2 # Uniq. N4 7 ment=20 © £
[Log Prob] |Log Prob|  Score Spectra Peps. Pe | =
9 P ps: | Prot. P 5 Gl Protein s a Obs. Calc. Mods PEP Log P
638.75 2028 1079.0 148 82 2 | Rank os. equence lycans Name core eavage z s i (variable) 2D |Log Prq
54435 2238 12007 237 8 4 1SlE 3 RSMEGSVPK[+162.05282]YPEPTEGSIGASGAK.R Hex()  >HORVU1Hr1G012090.2 gene=HORVU1Hr1G012090 5517  Specific 3 8144052 8143844  KB(xgly/162.0528) 5e-07 630
31034 17.04 9109 88 E) 6
2491 1511 8803 87 35 9 U
22888 1529 8386 91 35 8
19351 1622 9112 64 2 0
16973 1939 10273 7B 27 13
16806 1376 7572 66 2 7
13183 1477 854 39 19 1
1478 1911 10064 155 15 7
10279 1518 837 43 1 2
99.78 1334 784 46 18 1 q] = s
97.51 1390 8087 41 13 0
7479 1729 012 2 7 1 Spectrum (double click to dock / undock) &
7023 1584 9058 28 7 2 @ aelala ¢ @ 2 ® 0 -
6556 1319 7040 23 10 0 i - 04 mi
62.22 1334 8651 32 1 5 - R.SMEGSVPK[+162] YPEPTEGSIGASGAK.R z=3,scan#=sample=1 period=1 cycle=799 experiment=20,scan time=10.0446
61.72 1748 9702 7 6 0 - B ) )
57.56 13.56 708.2 10 6 1 ] T T -t i
5280 1341 7329 2 7 2 300402 7 SMEGSVPKYPEPTEGSIGASGAK
5250 1444 8142 18 1 2 ] 8916 1 e
4776 1340 7319 15 12 4 - s
1692 11.33 6239 15 9 0 I
1652 1498 844 11 6 0 . ]
14255 1399 7684 14 7 1
4206 143 7558 18 5 O o -
< n | 3 pa—
Protein Coverage (double dick to dock / undock) -] _ :
£ o
Protein Coverage Q 5 b N
Sarﬂple Protein Coverage Coverage 1502402 ]
name name summary percent i
2MC_20171219_... >HORVUGHILG... 96 of 154 6234% E = o
- _‘( o
1.002+02 — £
1 2
- E = +
p 2 2 L3
10 20 30 40 50l gopesor] toa + = 8 o .
MGMGAMWMKSMLLVLLLCMLMVTPMTGARSDNSGPWMWCDPEMGHRVSPL B c; 9 g 8 = ot + = "
i g * w 28 7 T = x o
' i i i il i I b e il I
. 20 . 0 100 oo 11 ’| b ] il |”||| i MU i | e |11 || 1 I I | I
TRCRALVKLECVGNRVPEDVLRDCCOEVANI SNEWCRCGDLGSMLRSVYA 200 00 500 500 1000 1200 1400
E _ : m/Z errors, tol=75.0 ppm
_ 1.00e-01 —_ Y
110 120 130 140 150 | b .
ALGVGGGPEEVFPGCQRDVMKLLVAGVPALCNVPIPNEAAGTRGVCYWSA ]
. E 500002
s
7 * *
. *
0.00e+00 -} . - " . hd * . P, . . .
. * - -
-1 *
] *
(3 -5.00e-02 — *
. . . . . . . . . . . . . . . . . . . . . . . . . . . . .




File Edit Window Help Byonic
E e @
)] T Textfiter... P~
Best Best # #Uniq.  #N -
lLogProbl | o prob|  Score  Spectra beps Pel |
6875 2028 10790 148 8 2
s4435 2238 12007 237 78 4 |E
31034 1704 909 88 38 6
291 1511 893 &7 35 9
2888 1529 886 91 35 8
19351 1622 9112 64 2 0
169.73 1939 10273 3 27 13
16806 1376 7572 66 2 7
13183 W77 8254 39 19 1
0120 11478 1911 109%4 155 15 7
1111 10279 1518 831 8 14 2
2112 9978 1334 7894 46 18 1
313 7Sl 1390 8087 41 13 0
414 7479 179 112 o 7 1
5115 7023 1584 %58 28 7 2
616 655 1319 040 B 10 0
7117 6222 1334 851 32 1 5
8|18 6172 1748 902 7 6 0
919 5756 1356 082 10 6 1
0120 5280 1341 329 2 7 2
2|21 5252 1444 842 18 1 2
2|2 4776 1340 79 15 12 4
23] 4622 1133 6239 15 9 0
4124 4652 1498 844 11 6 0
2525 4255 139 7684 14 7 1
26(26 4206 1423 7558 18 5 C
< i ] »
Protein Coverage (double cick to dock / undock) a8
Protein Coverage
Sample Protein Coverage Coverage
name name summary percent
2MC_20171219_... >HORVUGHHG... 96 of 154 6234%
10 20 30 40 50 )
SMLLVLLLCMLMVT S| D: L
60 70 80 90 100

TRCRALVKLECVGNRVPEDVLRDCCOEVANI SNEWCRCGDLGSMLRSVYA

130 140 150
LVAGVPALCNVPIPNEAAGTRGVCYWSA

110 120
ALGVGGGPEEVFPGCQRDVM

n

Peptide List (double diick to dock / undock) a8
peptid T iment=20 @ £-
Prot. Protein Obs. Calc. Mods PEP
prok | Pos. Sequence Glycans e Score Cleavage z o = oy 5 IlLogPr
7 100 Y.AALGVGGGPEEVFPGCQK([+486.15847]DVMK.L Hex(@)  >HORVU6Hr1G001150.1 gene=HORVU6Hr1G001150 3258 NRagged 3 8924511 8924153 Ki8(xgly / 486.1585) 0.0009 3.04
< n »
(double diick to dock / ) =
PR ORI D
o v.aaL PGCQK[+486]DVMK.L 2=3 Je=1 period=1 cycle=872 experiment=20,scan time=12.2660
T 20 s 10987654321
Fg i i 3
1 AALGVGGGPEEVFPGCOKDVMK
1.00=+03 — 1234287801 13 20
8.00e+02 —
‘%: 6.002+02 —
4.00e+02 —
2.000+02 |
i = " E i
i _— _ = 5 g ® p B
fE oo B¢ 2 ® 3 5 2 % 2 b =
B EE 9 = m I J l g 38 5 3 l I.Ill l I Z = l
[ I S 1 1 e e e bt il i e b 11 i o bl dvmlbbatih il e i w ik ) PR STRRTIAT A 11 1 | SN RTETRR A 1 Y
T T T T T T T T T T T
m £ S S o 2
400202 —| m/z errors, tol=75.0 ppm
200002 -] 2
b *
] .




File Edit Window Help “ Byonic " anouwe (Editor),
RS e
Peptide List (double diick to dock / undock) &
Peptides T lpew Q P
Pi Bel4 P;ot. Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm  Off-

@ Rank [Log Prob| |Log Rank s Sequence Shycane Name ScorchiiCleavage/|Je m/z m/z (variable) 2D [Leg Prob] Score 10 Score em  By-X
1]120 010 0.02 3 64 K.LPEWMTSAELNYPGQPYLAK.L >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640 697.5 Specific 3 770.0498 770.0488 18e-13 1275 5639 14e-12 5639 126 2308
2119 010 000 |E||3 64 K.LPEWMTSAELNYPGQPYLAK.L >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640 656.8 Specific 3 770.0506 770.0488 14e-13 1286 509.5 1le-12 5095 242 2308
3118 010 0.00 3 64 K.LPEWM[+15.99492] TSAELNYPGQPYLAK.L >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640 639.6 Specific 3 7753785 7753804 M5(Oxidation /15.9949) 18e-12 1175 5676 1lde-1l 5676 -242 2324
4|17 010 006 1|3 64 K.LPEWMTSAELNYPGQPYLAK.L >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640 604.1 Specific 3 770.0466 770.0488 18e-12 1175 4744 1de-11 4744 283 2308
5|116 010 015 3 64 K.LPEWM[+15.99492] TSAELNYPGQPYLAK.L >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640 549.7 Specific 3 7753877 7753804 M5(Oxidation / 15.9949) 14e-09 884 4859 1.1e-08 4859 938 2324
6]115 010 0.06 3 64 K.LPEWMTSAELNYPGQPYLAK.L >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640 3395 Specific 3 770.0478 770.0488 1e-06 599 2705 78e-06 2705 -1.22 2308
7114 010 015 3 64 K.LPEWMTSAELNYPGQPYLAK[+324.10565]L.Y Hex(2) ~ >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640 3233 CRagged 3 9158173 915.7787 K20(xgly / 324.1056) 0.0012 292 1009 00092 1009 4221 2745
8|13 010 017 3 64 K.LPEWMTSAELNYPGQPYLAK[+324.10565]L.Y Hex(2)  >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640 327 CRagged 3 9158179 9157787 K20(xgly / 324.1056) 0.0033 248 568  0.025 56.8 4290 2745
9|12 010 0.16 3 64 K.LPEWM[+15.99492] TSAELNYPGQPYLAK[+162.05282]LY.C Hex(1)  >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640 1806 CRagged 3 921.4920 921.4472 M5(Oxidation / 15.9949); K20(xgly / 162.0528) 0.0045 235 1392 0033 1392 4871 2762
10111 010 045
11]110 o011 0.26 < [ ] )
2109012 038 Spectrum (double dick to dock / undock) &
131108 013 038 i -

14107 017 051 @ e 2 @ O3
15|106 022 043
16|105 023 047 - K.LPEWMTSAELNYPGQPYLAK[+324]L.Y z=3,scan#=sample=1 period=1 cyde=715 experiment=15,scan time=15.7862
17]104 027 040 4 . . .
18103035 049 d LPEWMTSAELNYPGQPYLAKL
19102 037 0.52 13 3 L K]
20]101 039 0.52 8.00e+01 —|
21100 049 0.52 i
22199 055 067
23[9 059 061 T
24197 082 118 B
25|96 086 098 ~ 000401
g . :1039.0997
<) ) ] i
Protein Coverage (double dick to ... & + E
£ +
- z B &
Protein Coverage E] E | -] %
= &
Sample Protein =
4.002+01 —|
name name
4 . .
Rl m— » 1 7 o3
2.00e+01 | =
)
4 o o
3
oovewoo—_ 11 1 11 1T 0 TOOL QRTUHE 11 ’ ’ | ‘ “"m | ‘H” H “|| “”" ‘ HH” | ‘ m ||H”|| H ’Hl”“” HI”” H ”| W ‘” ‘ “”l ‘ I“lH I|‘”” H |H|“||H|“H| || ||”|‘” | H| ‘ ”HH“” ”l |‘“ H ‘ H|I m HH ‘ ”HWH ‘“ ““ ‘ I“ _”‘ H’ ‘l I H‘ ‘Il | “ ‘I
1600
1.00e-01 — m/z errors, tol=75.0 ppm
E .
5.002-02 — - *
L ]
2 E E
e 1
S i -
0.002+00 — tet L ¢
4 . .
4 . .

11:14 AM
18/08/2020



Byonic ™

Peptide List (double dlick to dock / undock)

|Log Prob| lLBg‘F
48255 2031 |
44545 1687 |
27044 1459
19560 1534
17304 1765
15019 1546
14504 1771
1978 149
12412 1539
10937 1608
10923 1599
99.04 1387
79.09 13.20
68.35 1162
66.07 1413
66.00 1499
58.70 1368
56.48 1244
5274 1487
4863 1195
4450 15.29
4390 13.28
4278 1812
4264 1037
4017 1579 ~
>
Protein Coverage (double ciick to ... &

Protein Coverage
Sample Protein
name name

s Gl Protein s a Obs. Calc. Mods PEP Log Probl PEP  :itaMo Off-
equence yeans Name core | Sleavage) z m/z m/z (variable) 2p | |LogProbl 1D Score By-X
10 32 A.GAACEPAQLAVCASAILGGTK[+162.05282]PSGECCGNLR.A Hex(1)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 767.5 NRagged 4 7781217 7781160 K21(xgly / 162.0528) 2le-14 1367 6777 96e-14 677.7
| it ]
Spectrum (double diick to dock / undock)
@ el@e +[@)¢ L [ by [o]{o
7.002+02
"% 7] A GAACEPAQLAVCASATL GGTK[+162JPSGECCGNLR. A 2=4,5can=sample=1 period=1 cycle =679 experiment=4,scan time=15.3837
6.00e+02 .
] -
5.00e+02 —
1 14376469
R Y4019
4,00e+02 —
= ] +
I
3.000+02 — =
] + &
] b St
2.00e+02 — = 3z
] = b
] - +
] £ = +
1 £ 9 b i E
1.002+02 — = e + 3 = -
E 3 E 7 & o ¥ S 3 o ® 0
] & i = $lz% 2 3 i, =8 . ® 5
| 1. ) | J Ml st ) il o
000e+00 — 1 1ot db Tt bl LT Dol 81 D o i ol 4 o 0l o o D o B b T2l ik | .hl a1 |||||h | I] i ImumILHhIIJIHlllu I o .Llilll Hn.nllu ol ||| wil II'II bl ||hiuulw |L [l |||I| il 1 ||||I||1||J [N T AT hlu Ill il | TN A TR S AT wld 1 II 1 i vill !
500 I 1000 1500
7 m/z errors, tol=75.0 ppm
500202 —
4 . A4
] . . d
- L4 . . . . L4
g 000esa0 ] * " P . . . . . . ‘ M .
-OB_E 4 . * - .
g .
-5.00202 —
i .
-1.00e-01 —_ *

11:18 AM




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

& S @

Proteins Peptide List (double ciick to dock / undock) =
£-  Peptides T iment=15 € £~
Be * Prot. Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm  Off-
[Log Prob| |Log F Rank oz Sequence Giycans Name ScorclyiiCleavage (2 m/z m/z (variable) 2D [Log Prob| Score 1D Score e By-X
482.55 2031 |- (|9 118 K.DVMK[+162.05282]LLVAGVPALCNVPIPNEAAGTR.G Hex(1)  >HORVU6Hr1G001150.1 gene=HORVU6Hr1G001150 8265 Specific 3 937.5437 937.4978 Ka(xgly / 162.0528) 35e-15 1446 7890 16e-14 7890 49.00 2810
44545 16.87
27044 14.59
195.69 1534
173.04 17.65
150.19 1546
145.04 1771
129.78 1496
12412 1539
109.37 16.08
10923 1599 <[ n b
ggg; i:% Spectrum (double dick to dock / undock) L3
%5 hx | @ ala]e +[6]e o0
66.07 1413
66.00 1499 1.00+03 — K DVMK[+162]LLVAGVPALCI G z=3,scar ple=1 period=1 cycle =724 experiment=15,scan time=16.7671
58.70 1368 T 25 20 .15 ;1:‘9 87 s;_s 4321
i i Prrer r o
5648 1244 g DVMKLLVAGVPALCNVPIPNEAAGTR
5274 1487 | 173ade7e8d 0T Y
4863 1195 o
44.50 1529 8.002+02 — =]
4390 13.28 i
4278 1812 i
4264 1037
4017 1579 ~ T
b 6.002+02 |
Protein Coverage (double click to ... & _ B
Pmte‘n(xwerage Q g -
Sarr’!ple Protein 7
name name 4.00e+02 —
g +
I
&
- 3
< | m » i o
2
2.002+02 —|
4 +
3 = o s 229
i - 2 e 7 4 : i Fz g 27 o 2
E | J = 9 k) = | 3 el = l = =~ % o=
= o
0.002+00 — T N A O TR |...I|||.|||.|. o b -|..Jiu. b o ekt s b 1 oo b 1 I....h| o bl b il o okl sl 3o ] e e d b v 0w S i TR R
: : T e T " T T T T T T
200 400 500 800 mwz 1000 1200 1400 1600 |
6.00=02 o m/z errors, tol=75.0 ppm
4.00e-02
.
2,00e02 * d *
. *
5000400 ¢, . 0 . : . : ‘
£5 . . .
©F -2.00e-02 *
*
4
4.00e02
5.00e02
4
-8.00202




File Edit

Window Help
5 @

Byonic ™

Peptide List (double dlick to dock / undock)

' anouwe (Editor),

-]

T iment=17 @ P~

-
Be ~ Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm  Off-
[Log Prob]| |Log F Sequence Glycans Name Scorel | Cleavage || 2 m/z m/z (variable) 2D |Log Prob]| Score 1D Score  err.  By-X
48255 2031 |_|[1 83 R.GIHNLNLNNAASIPSK[+162.05282]CNVNVPYTISPDIDCSRLY  Hex(1)  >HORVUSHr1G046550.1 gene=HORVUSH1G046550 9566  CRagged 4 0545180 9544739  K6(xgly /162.0528) 44e17 1635 7979 2e-16 7979 4719 3815
44545 1687
27044 1459
19569 1534
17304 1765
15019 1546
14504 1771
12078 1496
12412 1539
10937 1608
10923 1599 <[ L U
gz'g; ii’% Spectrum (double dick to dock / undock) g
835 1162 W alala ¢ @ ORNCEE'e |
66.07 1413
66.00 1499 R.GIHNLNLNNAASIPSK[+162JCNVNVPYTISPDIDCSRI.Y 2=4,scan#=sample=1 period=1 cycle=638 experiment=17,scan time=14. 1276
58.70 1368 800402 30 20 15 10987654321
H H i H I I
5648 1244 E GIHNLNLNNAASIPSKCNVNVPYTISPDIDCSRI
5274 1487 123488780d 77 A7 o 34
4863 1195 B .
4450 1529 ] =
4390 138
4278 1812 6.002+02 —|
4264 1037
4017 1579 ~ 1
> -
Protein Coverage (double dick to ... &
= g @
Protein Coverage Q £ T
= E  4.00e+02 —
-
Sample Protein
g + +
name name ¥ b
& A
4 = 3
g ©
< 1 » =
2.002+02 — -
1 i + 2 - =
& i w 2
3 e 4 2 = =
- = x 513 i & [}
T > ¢ 8 & i
0000000 }I Lt auhodo D b .|..|.l..-.l. ||||I| L ot uImJII|||...iLL...LL Il... o ekl | mllJ..uHIImﬂll Pull b o e 1ok “ i |II|]| 1 T o [T T Il I
T T T 7 T ; f T T ¥ T T pe e T T T T T T : T
200 400 €00 miz 1000 1200 1400 1600
400202 — m/z errors, tol=75.0 ppm
Z.DOeOZ—_ *
] .
B * * *
0.00e+00 — *
L ] T S - .
2E ] ¢’ . ‘. ’" R N . .
ow® B
~ 2.00e02 *
1 .
4.00e-02 —
-6.008-02—_ *




Window Help
= @@

T Textfiter... P~

% Byonic

Peptide List (double dick to dock / undock)

PEP
0

>HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550

26e-05

Delta  PEP
Score 1D
2602 0.00013

o
:;:t |Log Prob| |L032p5:°b| w Sequence

11 364.68 18.44 1 27 A.LNCGQVDSKMK[+486.15847]PCLTYVQGGP.G

2|2 25878 1480 =

313 249.08 1719

44 232 1526

5|5 21793 1798 —

6|6 151.60 1345

717 11567 1247

8|8 72,60 1413

9|19 58.92 1079

10|10 5333 1521

nmm 49.88 857 <[

12|12 4861 1355 5 (double cick to dock / undodk)

13|13 4507 1499

4|14 4476 1286 @ alala ego@ o o £ (b [

15[15 4355 1244
16[16 4251 11.08
17|17 3998 1319
18|18 3867 1239
19119 3840 16.20
20(20 3806 1328
2|21 3603 1243
22|22 3350 1203
2323 3214 1048
24|24 3129 1344
25125 2704 719 A/
< [ »

Protein Coverage (double dlick to dock / .. &

B

Intensity

Protein Coverage

Sample Protein
name name

8.00=+02 —|

ALNCGQVDSKMK[+486]PCLTYVQGGP. G 2=3,5can#=sample=1 period=1 cyde =562 experiment=21,scan time=11.7971

¥4

8
bld++

Il iy .Jn.i.l..!. w el .n..lm.ﬂ..|.....||l....|...| .al.|t,n||....,| | |l|||||i|h|||l|||]||||I .IIIL

b18++
9+

3

—— b20++

Obs -
Cale mjz

o

?

i

8

]

=
o
= ©
2
o
- 8
h ARy A™ .||
: ? .
200
] mizerrors, tol=75.0 ppm
2
., PR :
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-

Peptide List (double dlick to dock / undock) 2
fo T iment=16 € O~
Best  * Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm  Off-
ILog Prob] |Log Prob| Sequence Ghycaps Name ScorciiCleavage iz m/z m/z (variable) 2D EcgBick] Score 1D Score emr.  By-X
364.68 18.44 5 42 AVCASAILGGTK[+162.05282]P.S Hex(1)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 506.8 Non 2 639.8030  639.8341  Kll(xgly /162.0528) 11e-06 595 2825 55e-06 2825 -4871
258.78 14.80 E
249.08 1719
232 15.26
217.93 17.98 —
151.60 1345
11567 1247
7260 1413
58.92 10.79
5333 1521
49.38 857 <[ L} >
48,61 1355
i )
4507 1499 Spectrum (double dlick to dock / undock) ‘
u16 128 | @ l|a|a ¢ 2@ 4L
43.55 1244
4251 11.08 - A.VCASAILGGTK[+162]P.S z=2,scan#=sample=1 period=1 cyce=529 experiment=16,scan time=10.7671
39.98 1319 ]
38.67 1239 i
38.40 16.20 2.500+02 -
38.06 13.28 i N
36.03 1243 _ 8
33.50 12.03 -
3214 1048 B
31.29 1344 2.00e+02 — .
27.04 719 <z b ©
J ’ i 9 %
Protein Coverage (double dlick to dock /... & || _ i B v .
= - w
Protein Coverage B8 5 ] @
& - e
Sample Protein 7 th m-f'
name name T < 3 2
i n
T 5
1.00e+02 —
N -
: =
< m »
1 3
5.002+01 —| = 2
4 © — o =
i o © =T "I" =
0.00e+00 1L 001 i | m I" i 1 (1] Ii | II‘I | |II| II‘I i“l“l “IL 1] III[ III| b kB 1 v IIIIIh 11 III‘III*I‘I[IIIIIII il ‘II | || HEm a1 III 0 I | I
e e I e e i S B e L B e e B AN T T T T T T T T
0 0 i 500 1000 1200 1400
4.00e.02 | M/2 errors, tol=75.0 ppm
2,00e-02 . * . *
] .
= N *
: E0.002+00 Y, R . ‘. ¢ ¢ ¢
=
© ] L4 e LS .
-2.00e-02 — * .
I *
. *
-4,00e-02 —
1 *
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 iz 800 1000 1200 1400
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Peptide List (double dlick to dock / undock)

@

T e
Best
Itog Probl o proby [ ]
3468 1844
2878 1480 3
2908 1719
wa 152
w93 1788
15160 1345
1567 1247
7260 1413
592 1079
23 152
1988 857
w6l 1355
507 149
uis 128
65 1
Qs s
P88 1319
167 1230
340 1620
31806 1328
%03 1243
#0120
21 1048
10 1M
704 719 -

3

Obs. Calc.

Score Cleavage z o= =

Sequence Glyeans Fon
5 42 AVCASAILGGTK[+162052821PSGECCGNLRA Hextl)  >HORVUSHr 60895001 gene=HORVU4HI 6089500

6524  NRagged 3 7333368 7333465  Kll(xgly /162.0528)

<1

Spectrum (double dlick to dock / undock)

@,‘ alala ego@ ORECEE o ml

Protein Coverage (double dlick to dock / ... &

Protein Coverage
Sample Protein
name name
< m »

1.402+03 —| A.VCASAILGGTK[+162]

1.202+03

1,002+03 |

8.00e+02 —

Tntensity

6.002+02 —

4,002+02 —

2.00e+02 —

0.00e+00 — I ’

o
&

| L|.| b

o

b4-18

i MJJ[JJIJ'.M v

1period=1 cyde=540 experiment=15,scan time=11.1071

x467.1152
yi869

]
° +

2 I
& 3
I 2

bil++

e

u,||nm LJI. u..u.:.[.l.n b i

500

b7-18

Y144+ 54

Jm..l.l..l.J i bl

¥10

Yld+
Y154+ -54

Y15++

EY

Y164+ -54

¥8

+
I
2

¥19++ 54

-
Cy
<

= b11-18
b1t

II?“II

||Hli:.|.l||l il li

400002 -] m/z errors, tol=75.0 ppm
2.00e-02

0.00+00

Obs -
Calemfz

-2.00e-02

4.002-02

6.002-02

- y1554
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B Cx
Peptide List (double dlick to dock / undock) )
T iment=17 @ £~
Best  ~|| prot Protein Obs. Cale. Mods PEP Defta  PEP staMo ppm Off-
[Log Prob] 1 prob) Rank | PO S EEE Name Score | Cleavage| z | iy miz (variable) [ogProbl Soe 1D Score em By
36468 1844 5 42 AVCASAILGGTK[+324.10565]PSGECCGNLR.A Hex(2)  >HORVU4HrLG089500.1 gene=HORVUAHr1G08I500 6062  NRagged 3 7873640 7873641  Kll(xgly/324.1056) 910 905 3655 44e09 3655 100
25878 1480 =
2908 1719
ma 156
2703 1798 =
15160 1345
1567 1247
7260 1413
5892 1079
£33 152
4988 857 < I} D
861 1355
" )
50 115 Spectrum (double dick o dock  undodk) :
W6 1286 & aefala ogo@ o ® £3 [
8355 124 oy
4251 11.08 AVCASAILGGTK[+324] CGNLR.A 2=3, ple=1period=1 cycle=539 experiment=17,scan tme=11.0777
098 1319 1
867 1239 4
3840 1620 |
806 1328 -
3603 1243 8002402 =
350 1203 1
214 1048 |
3129 134
704 719 - 1
<lama] » 6.00e+02 -]
Protein Coverage (double lick to dock / ... & 4
Protein Coverage 5 1
2
Sample Protein 1
name name 4.00e+02 —
. 2 B 8 = 1
< I » i I
2.00e+02 — ® i
i % I i ,
1 o -] -3 ® = B t
] z 2 3 E &
B o '3 k4 k= -
2 2 o
' bl L | ALl gl i s i
000es00 1 | bl ol MG el o otk 0 01 bl e o | o o b | i |I|| [4 1] [ i J!llll il i R o 1
200 400 500 miz 500 1000 1200
2 mjz errors, tol=75.0 ppm
600202
1 .
4.00&02—_
s E
2 E 2.00e-02 —
] E
S ] . * .
0.00e+00 — . - - * . . .
] . . .
7 . . .
200002 * . ¢
4.00202 . +
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' anouwe (Editor),

File  Edit Byonic ™
-k © @
Proteins Peptide List (double ciick to dock / undock) .
T iment=19 @ £~
@11 36468 1844 5 2 AVCASAILGGTK[+486.15847]PSGECCGNLR.A Hex(@)  >HORVU4HI1G089500.1 gene=HORVU4Hr1G089500 3528  NRagged 3 8414041 8413817  Kll(xgly/486.1585) 2e:06 571 1863 9606 1863 2662
22 25878 1480 =
24908 1719
2321 1526
2793 1798 =
15160 1345
11567 1247
7260 1413
58.92 1079
5333 1521
49.88 8.57 <[ i »
4861 1355
507 119 Spectrum (double click to dock / undock) ﬁ 8
1476 1286 W alala 480@ OO b | by |7 or
4355 1244 3
1251 11.08 AVCASAILGGTK[ +486]) CGNLR.A 2=3,scar iple=1 period=1 cyce=537 experiment=1,scan time=11.0174
3998 1319 1
3867 1239 1
3840 1620 2.00e+02
38.06 1328 g o
3603 1243 i 2
33.50 1203 |
3214 1048 | <
3129 1344
27.04 719 2 1502402
] ’ 1
Protein Coverage (double ciick to dock /.. 8| 1
Protein Coverage 2 :
Sample Protein 1.00+02 |
name name |
E 3 ~
< n » g o . p +
5.00e+01 — o 3 0 = =
2 2 3 =
1 2 I e 3 ' i 1 t
] E o o 3 &
l ] '[ 1 f } i \ r L | 2 { ‘ é;
oanercad__| | ||||||||n|||| II\IH II||’I|||||I’I|I|I I‘IH |I|“ | illi\lllli Mlll I IIHI ||| Il JIIIHIIIIIII“ 1l III|III|III|II“| IMIIIIIIIIIINI ‘I |II|| ‘i “I‘“I I“IIIIiI“hHII\III |Ih|||| III||iJ||||ﬁI|IHIIiI|II ’I I|||||||||JII|I|II| N T I|!| It
500 mz 1000 1500
4.00e.02 ] /2 errors, tol=75.0 ppm
300002 +
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e

Peptide List (double dlick to dock / undock)

o-
Best
Itog Prob] -\ o proby [ 7]
36468 1844
25878 1480 2
2908 1719
man 15
2793 1798
15160 1345
1567 1247
7260 1413
892 1079
s 152
88 857
861 1355
4507 1499
W 128
4355 1244
251 1108
998 1319
867 1239
340 1620
3806 138
3603 1243
350 1203
214 1048
3120 1344
704 719 -

>

Sequence

Protein

5 44 C.ASAILGGTK[+162.05282]PSGECCGNLR.A

>HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500

<

Spectrum (double dlick to dock / undock)

B el@e ¢[@e a2

Protein Coverage (double diick to dock / ... &

Protein Coverage g
SaerIe Protein
name name
« i »

1.20e+03 —

1.00e+03 —

8.00e+02 —

Intensity

6.00e+02 —|

4.00e+02 —

2.00e+02 —

| C.ASAILGGTK[+162JPSGECCGNLR. A 2=3,scan#=sample=

o
=

=

i m

period=1 cyde=497 experiment=12,scan time=9.7687

b3-18

b3
b4

a4

b4-18
y10++

(=

wn

IL-AILM-N--I-L L

m/z errors, tol=75.0 ppm
2.00e-02

1.50e-02
1.00e-02

5.00e-03

Cale mfz

0.00e+00 *-

-5.00e-03

-1.00e-02

¥y10

Yl4++ -54
yla++

¥15++ -54
¥15++

¥9

~b9-18

= oy 14+t

B4
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w &S @
Peptide List (double cick to dock / undock) 8

Proteins
T rextite.. P T iment=17 @ £~
Best  ~ Protein Obs. Calc. Mods PEP Deta  PEP :taMo ppm Off-
ILog Probl 1\ 5 prob| Rank PO SSquence s Name Score | Cleavage| z | m/z (variable) o legProbl soe 1D Score em  ByX
36468 1844 5 a“ CASAILGGTK[+324.10565]PSGECCGNLR.A Hex(2)  >HORVU4Hr G089500.1 gene=HORVU4Hr1 GO89500 5441  NRagged 3 7199899 7200049  K9(xgly/324.1056) 21e-08 768 3646 1e-07 3646 -2088
25878 1480 =
2908 1719
m2a 1526
27903 1798 U
15160 1345
1567 1247
7260 1413
5892 1079
5333 1521
4988 857 < i 0
ﬁ'g; ﬁ; Spectrum (double ciick to dock / undock) g
476 1286 WM oalala o&o@ ORNCEE e
8355 124
ST | c.asALGaTK[+324PSGECCGNLR.A 2=3,scan ple=1period=1 cyde =494 experiment=17,scan tme=9.6791
39.98 1319 .15 10987654321
1 i
3867 1239 ASAILGGTKPSGEE:CGNLR
3840 16.20 8.00e+02 —| e
3806 138 -
3603 1243 1 =
B®SO 1203 -
214 1048 |
3120 1344
2704 719 <l o002
»
Protein Coverage (double cick to dock /... & | _ | Z
z 2
Protein Coverage g 4 2
Sar:lple Protein 4,00e+02 — T <
name name =
< m > T kS i
2.00e+02 — @ = z
. o "
i £ 2 N +
g
: l ; :
4 3 o b @
= =3 = ) <«
| \ : ] |I 3 T
3 3
0000400 Wi .i ' .ll..l. Wl Lllluhlllulum.ll.w ||||M.1I.J| i ...A.hJ..ll.lul:.Ih !I |u|h||.||.l.|.|..|..u.l.|n.. ..n.mIJL‘ b L o ||||||IJ || IT ) R TR ll | | | |
. sl & L . . . . . . . . . . . .
0 0 i 0 1000 1200 1500
7] m/z errors, tol=75.0 ppm
Z.NZ—_
3 ‘ e :
0.00e+00 —
B M ¢ * . ot . . . L
] - ¢ M *
L E 200002 *
H ]
gz 1
S 1
4.00e-02 —
3 .
-G‘WE‘OZ—_
-s.meoz—_ *
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' anouwe (Editor),

File Edit Byonic ™
B = 5 @
Proteins Peptide List (double ciick to dock / undock) =
peptides 5] [ T iment=20 @ P~
[v] Rp;:t |Log Prob| |Lo:ePs:ob| | :;):tk Pos. Sequence Glycans ;;\:Z:i: Score Cleavage z ?:;I f’:}i (v::io;::sla) P;')P |Log Prob| 2: e;tr: F;E[r E’;:‘r: p::‘ é);f ;(
@11 36468 1844 5 4 C.ASAILGGTK[+486.15847]PSGECCGNLR.A Hex3)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 4205  NRagged 3 7740181 7740225  K9(xgly/486.1585) 92e-07 604 2021 45e06 2921 -575
2|2 25878 1480 =
33 24908 1719
414 2321 1526
5|5 21793 1798
66 15160 1345
717 1567 1247
8|8 7260 1413
919 58.92 1079
10(10 5333 1521
111 4988 857 < i 5
] 1 i
JEE BT messemiey :
[@]14]14 4476 1286 @ (el @ 2 ® ) -.
15[15 4355 1244 moelaje % mﬂm
16|16 4251 11.08 - C.ASAILGGTK[- ]| 'CGNLR.A z=3,scar ple=1 period=1 cyde=492 experiment=20,scan time=9.6199
[ 17117 3998 1319 i sa7g54321
18[18 3867 1239 LGGTKPSGECC
19119 3840 16.20 b ASAII SALLG X:GNLR
20(20 3806 1328 1.50e+02 —} -
2021 3603 1243 629.1628 2
2|2 3350 1203 T yitse:
23|23 321 1048 i
24|24 3129 1344 .
25025 2704 719 2 b b4
<« [Lom > d o
Protein Coverage (double dick to dock /... 8| 100e+02
Protein Coverage Q g 4
Sample Protein E
name name i
] . 2

< m < S.Meﬂn—_ £ 3 \ g

s 1|1 I| ||||VII‘I||I‘II| Muﬁ I III [l Iilll I‘II I‘I ||‘|’II||||‘|IIIIII‘I I II|I|| MII 1l I||||I|IIIIII| ] iIMIIIIhIII Il IIII‘ I|IIIII||“|II|II |I|||| ||III||I||I‘| LAY “III.IIIIII 1

miz 1000 zsloo
2.50e-02 =} m/z errors, tol=75.0 ppm
2.00e-02 ry




File Edit Window Help # Byonic “ anouwe (Editor),
=S e
Proteins Peptide List (double ciick to dock / undock) 8
T 7ext P~ Peptids@ T iment=15 @ £~
Best = Pfot. Protein Obs. Calc. Mods PEP Delta PEP  :=taMo ppm Off-
1Log Probl o proby Rank = PO Sequence Sbcans Name Score | Cleavage| z | v m/z (variable) o Io9Probl score 1D Score  em.  ByX
36468 1844 B 68 C.LCQYVK[+162.05282]DPNYGHYVSSP.H Hex(l)  >HORVU4HrLG089500.1 gene=HORVU4H1G089500 5606 Non 3 7113132 7113262  K6lxgly/1620528) 11e07 696 4164 53e07 4164 -1828
25878 14.80 =
24908 1719
ma 1526
2703 1798
15160 1345
11567 1247
7260 1413
58.92 1079
53.33 1521
4988 857 <1 L »
:gg; ﬁ‘;: Spectrum (double click to dock / undock) -]
5o B ele +[s - o Fm
455 1244 =
4251 11.08 C.LCQYVK[+162IDPNYGHYVSSP.H 2=3,5can# =sample =1 period=1 cycle =508 experiment=15,scan tme=10.1152
E o
: YVKDPNYGHYV!
3840 1620 | LCQ PNYi i:SP
38.06 1328 |
36.03 1243 =
3350 1203 1.502+03
3214 1048 J
3129 1344 |
27.04 719 2
5 4
Protein Coverage (double cick to dock / .. & | _ E
E] g 1.002+03 —
Sample Protein 1
name name _
1 -
E E
< . » 5.00e+02 — n
.
4 o o
£ ]
4 = a ) i
4 o + =
2 - & & r -
0.00e+00 [ i | .‘IMl hl||u|l|.1uL li lu..mlm Illlnl]llllnl.nul 1Ilun|-|.|nLI1I|||I| kv b ki vl b |n.|u||llullmum ll|nHmIlanunl.ilM.llmﬂ\“l .|luluhl‘ bbdid o e e w W T
: T " : Al [ pCeld. Ty 1 . | : : : : T
200 400 600 m 1000 1200 1400
 m/z errors, tol=75.0 pom
6.00e-02 —
1 .
Q.MZ—_ -
E .
5 < 200002
o : *
] . . .o
0:00+00 v . * LS . . .
] .
i .
-ZM&OZ—




anouwe (Editor),

File Window Help “  Byonic
=S e
Peptide List (double diick to dock / undock) -]
Text fiter... P T iment=19 € O-
Best  * Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm  Off-
ILogBrcb] |Log Prob]| Sequence Slycans Name ScoregiCisavage B2 m/z m/z (variable) 20 [Log ekl Score 10 Score er.  By-X
364.68 1844 5 68 C.LCQYVK[+324.10565]DPNYGHYVSSP.H Hex(2)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 4186 Non 3 7653434 765.3438 K6(xgly / 324.1056) 19e-05 473 2775 91e05 2775 -0.59
258.78 1480 =
249.08 1719
2321 1526
21793 1798
151.60 1345
11567 1247
7260 1413
5892 1079
5333 1521
4988 857 < i D
:z'g; ﬁg; Spectrum (double dlick to dock / undock) -]
W% i | @ ea[e)a +[6]e o o [GFm
43.55 1244 por ﬂ
4251 11.08 C.LCQYVK[+324]DPNYGHYVSSP.H z=3,scan#=sample=1 period=1 cyde=507 experiment=19,scan time=10.0872
3998 1319 1
3867 1239 1.002+03 —
3840 16.20 b
38.06 1328 .
36.03 1243 ] =
3350 1203
3214 1048 80002
3129 1344 T
27.04 719 % —~
D B
Protein Coverage (double dick todock /... 8| ,00e+02 |
Protein Coverag § 1
Sarv:ple Protein T
name name T
4.002+02 | =
< m » T
&
] 2
S +
2.00e+02 | > q = 3
: = o | 3 o t ﬁ =
| | Bl it b bl T
B bl o
RS R R |||.,|J.|..IJ||L|Illa..lluml.l.,lll "|'||'"'"'“" 'l.. .n,hl..l.il.ll,.,l...u,...u HININT |||l i s ik hl. lnLLJa.ulnl.lullIll“lnl“ll”ll L bl b ]I ol bl -H|Ilil|lh|l|“ii | ||I|||||u||||| I hud b [ R TR N R R TRY h]
|l le el
200 400 600 miz 500 1000 1200 1400
: m/z errors, tol=75.0 ppm
5.00e-02 — -
e 7]
£ E ] * hd *.
030-0\7&‘00—_ LANAGEr S 2 ¢ .. * *
-1 *
B *
-5.002-02 —

18/08/2020



Edit Window Help

=S &

Protein
Name

D.AGAACEPAQLAVCASAILGGTK[+324.10565]PSGECCGNLR.A ~ Hex(2)

>HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500

@ afa)e of’;o[I] 2 ® {3

T wr... O~ | Peptide List (double dick to dock / undock)
Best Best & |a
|Log Prob] |Log Prob| Score Spectra B
539.08 2130 1175.0 243
43286 1644 948.7 116 =7
28045 1997 1059.7 140
24204 1519 8316 69
203.51 1511 806.5 82
168.22 16.24 900.0 69
163.27 19.30 1065.2 180
153.76 15.24 840.7 61
137.53 1765 967.1 42
137.00 1287 7210 53
11589 1440 825.7 37
11004 1307 799.6 52 <
8561 1490 8039 39
67.58 1344 765.2 3 Spectrum (double dlick to dock / undock)
5424 1488 8361 31
4699 1560 8758 6
46.36 1498 8436 23
4428 12.26 6851 9
4242 1321 7942 1
3886 1611 10546 15
3784 1249 7474 1n
37.52 944 603.5 17
3589 1341 8325 12
3527 1313 7359 10
3501 1189 651.8 15
3348 1219 6953 8 ~
m J »
Protein Coverage (double dlick to dock / undock) -] _
" g2
Protein Coverage E] E
San:ple Protein Coverage overag
name name summary oercent

imm_P

20

!

HH‘M}HJH

D.AGAACEPAQLAVCASAILGGTK[+324]PSGECCGNLR. A z=4,scan#=sample=1 period=1 cyde=950 experiment=13,scan time=15.3197

b6

||iHM|[ \

¥10

yla++

bi8++

174+
b10

il |HHU| il

|||}M | WIH

m/z errors, tol=75.0 ppm

0.00e+00

0bs
Cale mfz

-5.00e-02

coa L L L
-

.’

anouwe (Editor),
2
T iment=13 @ P~
Mods PEP Delta PEP g
(variable) p  logProbl geore  1p
K22(xgly / 324.1056) 98e-06 501 2967 41e05 2
»
2
E 20 a5 8 321
: i Y
AGAACEPAQLAVCASAILGGTKPSGECCGNLR
1 dresd? @V A 2
©
3
® o @
by o oy
+ “ "
= s 3
1200 1500
*
*
*
.




File Edit Window Help # Byonic™

5 @

T Textfiter...

Best Best

ILog Probl |\ ogprob|  Score  Spectra
s008 230 w0 M3
43286 1644 948.7 116
2045 1997 1097 10
w04 1519 816 6

351 51 W65 82
1822 1624 9000 69

163.27 1930 1065.2 180

: -

L

“ anouwe (Editor),

1700 1287 20 53

1158 1440 857 37

1004 1307 76 %2

8561 1490 839

6758 1344 %52 3

5424 1488 861 31

629 1560 &758 6
4636 1498 836 23
us 2% 651 9

24 B2 72 1

3886 1611 10546 15

784 1249 ua o1

352 o 635 17

38 1341 825 1

327 113 759 10

0 118 6518 15
348 1219 653 8 <

i v
Protein Coverage (double cick to dock / undock) 8
Protein Coverage

Sample Protein Coverage  overag
name name summary  oercen

Peptide List (double cick to dock / undock) 8
T iment=15 @ £~
Prot. Protein Obs. Cale. Mods PEP Deta  PEP =
Rk | Pos: Sequence Glycans = Score Cleavage z o= = (varible) o lesPrbl ol o
5 107 LVQUQIPFVHPSILQQLNPCK[+162.05282]VF.L Hex(1)  >HORVU1HrLG000990.4 gene=HORVUIH1G000990 4689  Non 3 8995207 8994875 /1620528) 46606 534 301 19e05 3
< i 3
Spectrum (double cick to dock / undock) a8
@ alala ego@: D{:fmm
] L VQUQIPFVHPSILQQLNPCK + 162)VF L 2=3, period=1 cyde=100; = 15,5can tine=16.9141
5.00e+02 —|
] 28881567
Vel
4000402
o i
1 o =
_ 300es02—
£ J
H J
2000402
1 5
3
1 &
4 a 8 = +
1.00e+02 -] 1 = 5 &
] 3 5 g N 5
1 203 [ + i its - E
1 #€:¢ K m \ 1 1 l j H - g : 7
15l H fli i h e |
B S 1 T ll‘\'\ o w0 ‘I\Iilll]l\ll Hlulhl i |n|\||u|||h dhauhl b ool IlilLuu il i \mle n|\ il Ll '\Hnu“l|||||||||||;il\| b bl i oo v o i Tl INNTRNTN
500 miz 1000 1500
o iz errors, tol=75.0 ppm




File Window Help %  Byonic ™
- x B @
T Textfiter... P+
Prot. Best Best PEE
Rank | L99Prbl | o0prob|  Score  Spectra[ ]
1)1 53908 2130 us0 243
212 4328 1644 %87 116 =
303 28045 1997 10597 140
4]4 2204 1519 8316 69
515 20351 1511 8065 82
6|6 16822 1624 9000 69
717 16327 1930 10652 180
8|8 15376 1524 8407 6l
9|9 13753 1765 %671 42
10110 13700 1287 7210 53
1111 11589 1440 857 37
12112 11004 1307 796 52
13113 8561 1490 8039 3
14]14 6758 1344 752 33
15115 5424 1488 861 31
1616 4699 1560 858 6
17]17 4636 1498 8436 23
1818 4428 1226 6851 9
19119 4242 1832 7942 11
20]20 3886 1611 10546 15
2|21 3784 1249 H4 1
2|2 3315 944 6035 17
23|23 358 1341 825 12
4|24 3527 1313 7359 10
25125 3501 1189 6518 15
26|26 3348 1219 6953 8 o
q] m »
Protein Coverage (double diick to dock / undock) -]
Protein Coverage
Sample Protein Coverage  overag
name name summary  oercen

Peptide List (double ciick to dock / undock)

anouwe (Editor),

-]
T iment=10 @ £~

Sequence

QVQIPFVHPSILQQLNPCK(+162.05282]VF.L

Glycans
Hex(1)

>HORVULF

Protein
Name

Score  Cleava

4 gene=HORVULE

586.0 Non

<[

i

PEP
0

4.5e-10

Delta  PEP ¢
Score 10

4982 19e-09 4

Mods
(variable)

K18(xgly / 162.0528)

Calc.
m/z
823.7785

Obs.
m/z
3 8237941

ge z |Log Prob|

934

Spectrum (double click to dock / undock)

@ alg)e ego@‘ﬁ 5

10,scan time=16.6664

+ QVQIPFVHPSILQQUNPCK[+162)VF L 2=3;: ol

Tntensity

6.002+02 —

4,002+02

2.00e+02

imm_L

—— imm_H

0.002+00 — b

’. d nlll‘l...MM. 1k |||||l!.| I.HMIII.I.. ity Ln..

200

s kel l

400

n

g
|-.I.I.|.mm-ll..ldl.l "“l‘lll w1l
500

+
I

i

M-18

n

1 ..|Ill.|L| -L

174+ 54
F17++

t
& ®
kS @7

T

ki I.-IJ:.A
800

bau o [T Inlmlu | llll

T T T T T T T T

5.00e02
mjz errors, tol=75.0 ppm
6.00e02
400202

200202

0Obs
Cale mjz

0.00e+00

-2.00e:02

4.00e02

s b b b b b et |

%




Peptide List (double cick to dock / undodk)

anouwe (Editor),

-]
T iment=14 @ £-

QVQIPFVHPSILQQLNPCK(+324.10565]VF.L

Sequence

Glycans

Hex(2)

Protein
Name.

<
[

M

Obs. Calc.

Score  Cleavage z o =

>HORVU1Hr1.6G000990 4 gene=HORVU1Hr1G000990 429 Non 3 8778282  877.0%1  KI8(xgly/324.1056)

(variable)

PEP Deka  PEP =
o IegProbl s 1D

23e05 464 3176 96e05 i

@ oa

Spectrum (double ciick to dock / undock)

Fle Edit Window Help Byonic
5 @
T Textiiter... P+
Best Best o
lLogProb| o prob|  Score  Spectral |
539.08 2130 11750 243
a286 1644 o487 16 =
2045 1997 1097 10
2204 1519 816 6
2351 1511 865 82
168.22 16.24 9000 69
1327 1930 10652 180
1376 1520 sd07 6l
13753 1765 967.1 42
1mo & 0 0S5
1589 40 857 37
o BE 196 %2
861 %0 839 3
67.58 1344 7652 33
si24 w488 861 31
69 1560 #1586
46.36 1498 8436 23
ws 122 61 9
2 Ba @2 o1
38 1611 106 15
78 1249 w4 1
37.52 944 6035 17
38 B4 s L
327 BB 58 10
3501 1189 6518 15
348 1219 653 8
<0 I J v
Protein Coverage (double cick to dock / undodk) 8
Coverage  overag
summary  oercent

130a+03

Totensity
|

ala ¢[@)e o

v
L
8

Sl it |

25282235
2.3

time=16.5158

NP .Ihhl bbb
! ;

—b11

15 21

PFVHPSTLOQLNPCKVF
891 i 4

e

= b12
—b13

T
0

mz 1000

800002

600002

400002

200002

obs
Cale miz

0.000+00

20002

400202

£00e02

mjz errors, tol=75.0 ppm




le Edit Window Help Byonic ™

© anouwe (Editor),

18/08/200

T 7ewtfte.. P- | Peptdelst (double cickto dock /undock) 8
ILogProb] , BeSt Best S T ment=11© -
ILogProb| | _Score | _Spectre . 5 Protein oy Obs. Cale. Mods PP ooy Dete PEP s
5308 230 wso 3 equence Iycans Name ore Cleavage 2 1y mz (variable) p  loaProbl s 1p
43286 1644 7 116 =16 115 RGASSDYCTPSAQWPCAP Hex(1) 218601 gene=! 359  Specific 3 7486478 7486614  KiS(xgly/1620528) 21e05 467 2643 9e05 2
28045 1997 10597 140
w204 1519 816 6
2351 1511 865 82
6822 1624 %0 6
16327 1930 10652 180
15376 1524 807 6
W5 1165 %71 42
B0 1287 mo s
158 1440 &s7 3
1004 1307 %6 52 P, = D
561 1490 09
758 1344 %52 B ‘Spectrum (double clck to dock /undock) ]
s 1488 8wl 3L = @ a % @ 0 ¢ by o[ 7
4699 1560 858 6 ] = Qb
635 148 836 23 ez | R ¥ period= 1,5can tme=10.4565
“um 0% 651 9
28 Ba w2 1 4 P T i
38 1611 10546 15 calssbyereSagiipcareik
EZTRY) wia o1 120002 ¢ S
ns2  om 6035 17
38 134 o5 1 E
B2 BB 9 10
301 118 6518 15 1002202
Bz 1219 R <
i ] 5 ]
Proten Coverage (double cck to dock /undock) 8| sooean]
Protein Coverage H ]
- = =
Sample Protein Covernge  oversg|| oo ]
name name summary  sercent
preee E g )= 5 s P
] I $is i
8 =7 e i 1%
2000401 2 2| o2 = -
s \||\ | ‘III Il \II‘I IH‘ i I |HN||'||\H|‘|| mlll\l\ll \‘H T |\|||||\|ﬂ| I Hil!l\‘\l (L0 10 Il [
200 400 00 Ll 800 1000 1200
100t ] mzerors, tol=75.0 ppm
.
so0e02 |
%
0.00e+00 . — * .
. . . .
200PM
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o

3348 1219 695.3 8

Best  Best
ILogProbl oo prob|  Score  Spectra
539.08 2130 1175.0 243
43286 1644 9487 116
2045 1997 10597 140
24204 1519 8316 69
203.51 1511 806.5 82
1822 1624 900 69
163.27 19.30 1065.2 180
1376 1524 807 6L
137.53 1765 967.1 42
137.00 1287 7210 53
s w40 857 ¥
110.04 1307 7996 52
861 1430 8039
67.58 1344 765.2 3
5424 1488 836.1 31
69 1560 858 6
46.36 1498 8436 23
M2 1226 61 9
4242 1321 7942 11
3886 1611 1054.6 15
78 1249 W4 1
31.52 944 6035 17
3589 1341 8325 12
327 BB 79 10
3501 11.89 6518 15

z

Peptide List (double ciick to dock / undock)

anouwe (Editor),

8

T iment=15 €@ £~

Sequence Glycans

Protein
Name

Score

Cleavage

Obs. Calc.
oma m/z

Y.AALGVGGGPEEVFPGCQK[+162.05282]DVMK.L Hex(1)  >HORVU6Hr1G001150.1 gene=HORVU6Hr1G001150

<1

NRagged 3 7843813  784.3801

Mods
(variable)

PEP
20

Delta  PEP =

|Log Prob| o 10

Ki8(xgly / 162.0528)

2.5e-05

461 2991 00001 2

Spectrum (double diick to dock / undock)

@ efala qgo@ 0 © &3 (b [

Protein Coverage (double dick to dock / undock) -
Protein Coverage Q
Sample Protein Coverage  overag
name name summary  oercenf

5.00e+01

0.002+00

Y.AAL Q

L
imm_F

im

Ll h:]l

[+162DVMK.L 2= 1 period=1 cyck 15,5can tme=12.2371

as

2
3

J.”..I JLL‘IMZ:M nL WW.JH bbb ﬂﬁL.lln..h.ihn i

YO++-54

||l||||“ |HIIMI|WM |||h||||“juiﬂ|

M-18

Al

Y174+ -54

Y15++ 54

\J

F17++

194+ 54

¥9-54

10-54

— y10

=y

;J”"” Ll

| IE‘MH]IM I

”[ (NN

T
1200

400002

0.002+00

0Obs
Cale mjz

20002

m/z errors, tol=75.0 ppm
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Peptide List (double diick to dock / undock) (]

Proteins
YV Textfiter... P~ T iment=15 @ £~
] :;:t |Log Prob| |Log!F: Sequence Glycans P’::::i: Score Cleavage z ?nb/sl f:}; (vla/:i‘::)sle) PZ%P |Log Prob| E{ e;t’: iE; =I;:::I: pe‘::‘ gyff ;(
V1)1 52120 1916 - (|11 32 A.GAACEPAQLAVCASAILGGTK[+486.15847]PSGECCGNLRA  Hex(3)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 4253  NRagged 4 8591650 8591424  K21(xgly/486.1585) 12e-05 493 2877 47e05 2877 2636 3433
2|2 49022 219
3|3 34396 1495 ||
4)4 20554  18.3
5|5 18296 1510
6|6 17909 1595
717 15078 1645
8|8 14992 1510
9|9 14220 1639
10010 12732  17.38
111 12239 1714 [l i D
g : g igi“; 3:: Spectrum (double dick to dock / undock) )
[V]14]14 9562 1326 | oaelala ¢ @ 2 @ £
15|15 9471 1347 3000707
1616 7414 1361 A.GAACEPAQLAVCASAILGGTK[+486] CGNLR.A 2=4,5ca ple=1 period=1 cyde=923 experiment=15,scan time=15.2134
@] 17|17 73.06 17.82 b seesinat
18] 18 Re1 TS 1614 1 GAACEPAQLAVCASAILGGTKE’SGECCGNLR
19119 6099 1344 ] P PR i B b o
20120 5950 1034 -
a|a 5832 14.94 b =
22|22 5585 1419 1.50e+02 |
23|23 5560 1531 i
24|24 5485 16.10
25|25 5475 1108 ~ b
Protein Coverage (double dick to ... & | _
Protein mverage[;] E 1.00e+02 —|
San’\ple Protein N
name name 1
2MC_20171219_... >HORVUIHHG... J
. i
< m 3 5.002+01 —| - 3
10 20 (] J P = pe E 3 E_a’l
MARRLVLEVAVIVALVALTT H = - o .
e R i it ki " bl o] Dl
IAEREINGNNIFLDSRSRQLQ E
50 60 ocoesto [ |‘III|||| ||||I ‘II i||”||l mlilll IIIIIIII“I *IIIII'I“IIIHIIIIIIIII I“I“IIIIIIII‘ [ |I||i||| Il Illllililll I|I||II|I| Il 1] IIHII [ 0 Ill‘hl | I|II||I|||‘|II‘|I| “II‘ | LT ] I‘ Ilhll |||l||||| |I||IIIIIIII|II|!I||‘ IIHIII III‘I I I | ‘ H . .
ICERELQESSLEACRRVVDQQ o0 1000 0 oo
6.00202 —] M/z errors, tol=75.0 ppm
4.00&02—3 .

2:02PM
18/08/2020
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Protein Coverage 8
Sample Protein
name name

2MC_20171219_... >HORVU1HMG...

10 20
MARRLVLEVAVIVALVALTT

i

30 40
AERETINGNNIFLDSRSRQLQ

Intensity
¥

b3

b3-18
6-18

R hl ! \\mi 1l Munum i m‘ % |H|\w!“ I JHH |II|’liI \M

M

b8
17+

li\ll liIIIIIINIJ\‘IiI‘I I II|||\|I||||\‘ I

Peptide List (double dick to dock / undock) =
s ment=11 @ £+
Be Protein HtaMo ppm  Off-
|Log Prob| re Sequence Glycans Name PEP". By-X
52120 1916 |- | |15 100 KELGVALADDK[+162.05282]ATVAEVFPGCR.T Hex()  >HORVU2H1G122260.1 gene=HORVU2HI1G122260 4873 69e1 4873 091 3
49022 2%
3439 1495 |
20554 1823
18296 1510
17909 1595
15978 1645
14992 1510
14220 1639
12732 1738
123 1714 < i 5
10513 149
8
10460 1406 | SPectrum (doublecick to dock /undod)
9562 1326 W elala ¢ [1] 0L [y o
9471 1347 =
7414 1361 ] .ELGvALADDKT period=1cyde=879 experiment=11,5can time=13.8508
73.06 1782 1402402 ] .
6173 1614 1 &5 4
6099 1344 1 ELGVALADDKATVAE}IFPGCR
59.50 1034 1
5832 1494 120402 o
55.85 1419 ]
55.60 1531 ] .
54:5 160 || gz ] 3 ®
5475 e 1 3
Protein Coverage (double clck to ... & 1 2 .
8002201 M 2

400002 | m/z errors, tol=75.0 ppm

.
s . R .

200002

¢
8
PN R R B A A
.
+
+
-
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Proteins Peptide List (double ciick to dock / undock) 8
T Text . P T iment=20 @ £~
Prot. Be +|| Prot Protein Obs. Cale. Mods PEP PEP staMo ppm  Off-
Rank | °9Prbl jogi | Rank PO Sequence Slycans Name Score |Cleavage| z | m/z (variable) p  [logProbl 10|\ seore)|. aralLByX
11 52720 1936 - ||15 54 RALVK[+324.10565]SQCAGGQVVESIQK.D Hex(2)  >HORVU2HrLG122260.1 gene=HORVU2Hr 6122260 4850  Specific 3 7236868 7237033 Kd(xgly/324.1056) 37e-09 4138 15e-08 4138 -2204 214
212 402 2%
313 339 1495 ||
44 20554 1823
5|5 18296 1510
6/6 17909 1595
717 15978 1645
8]8 14992 1510
919 14220 1639
010 12732 1738 |
w123 1714 |4 i D
12012 10513 149 5
&
B3 10460 1e0p | SPeCtm Gauble dokto dock/undodd) :
14|14 9562 1326 W e 8 @ o o L3 [o [l
1515 47 1347
16116 7414 1361 - R.ALVK[+324]SQCAGGQVVESIQK.D z=3, le=1period=1cyde=735 20, time=9.4589
1717 76 1782 1
18[18 6173 1614 1
19]19 6099 1344 2000402
0020 5950 1034 4
A2 832 1494 1 -4
2|2 58 1419 ]
23(23 5560 1531 2508402 ]
24|24 548 1610 1
25025 5475 1108 - ]
‘ v ]
Protein Coverage (double cickto .. & | %"
Protein Coverage | = Q g ]
Sample Protein 1.500+02 ]
name name i
2MC_20171219.... >HORVUIHHIG.., ]
1.00e+02 —| [
< n (3 -
i ] = n I
10 2 5000401 | il s
MARRLVLEVAVIVALVALTT g ] . P - Z | = -
m 3 3 @ ] = =)
30, 40 ] = [ o = o
R ] Lo Mo bty it b b | bl 101l I i i
50 60 0.002+00 — ] ||| | |||||| || || |||||||| (LTI |I|||| ” hlli '|||||||||||‘|||||I|||| J||||||I|| ihin 1wy ||||“h||| || i| LT I |||||||| |]||||||||||||||| o i b |hi i ]|| Il I |.||| [ ||| | ]| ! . [ Il I| 11
CERELOESSLEACRRVVDOQ 200 - 0 iz o0 1000 1200 L0
] iz errors, tol=75.0 ppm
5.00e-02 — .
] .
=
2 E B . .
% 0002400 * e * . . : ’ ‘
.
70 80 ] .
LVGQLPWSTGLOMOCCOOLR ] * .
-5.00e-02 —
p T *
T T T T T T T T T T T T T T
400 mz 1000 1200 1400

= 03 PM
18/08/2020

[ 4 12 %
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mx B @&

T Textfiter... P-

Log Prob| ILogi—
52720 1916 .
w2 2%
343%6 1495 |
055 1823
1829 1510
17909 1595
15078 1645
14992 1510
14220 1639
132 1738
123 171
10513 149
10460 1406
0562 1326
a7 1347
14 1361
7306 1782
6173 1614
6099 1344
5950 1034
832 149
5585 1419
ss60 1531
5485 1610

|Log Prob|

staMo ppm

457

179

Protein Coverage (double dlick to ... &

Protein Coverage
Sar;ple Protein
name name

2MC_20171219_... >HORVULHM1G...

< r
10 20 [7]
MARRLVLFVAVIVALVALTT |=
30 10
IAEREINGNNIFLDSRSROLQ
50, 60
ICERELQESSLEACRRVVDOQ

70 80
LVGQLPWSTGLOMOCCOOLR

b20++

7-54
7-18
204+

b8-54
"~ b8-18

-

3

-
=

Byonic ™
Peptide List (double diick to dock / undock)
Peptides
Pfot. Protein
Rank Pos. Glycans Name
7 136 R.DFAK[+162.05282]VLVTPGQCNVLTVHNAPY.C Hex(1)  >HORVU7Hr1G035020.1 gene=HORVU7Hr1G035020
< 1
Spectrum (double diick to dock / undock)
@ aelala ¢ [E Q
3.00e+02 —| R DFAK[+162]VLVTPGQCNVLTVHNAPY.C z=3,scan#=sample=1 period=1 cycle=888 experiment=16,scan time=14,1332
2.500+02
2.00e+02 —
5 1s0er02]
s 4
1.00e+02
1 - :
5.00e+01 — E I =
£ £ =
4 Eu > iog ®
] E d 3 Z
' | e I
0002400 ] il | I|III 1] || hl ‘I IIIII‘ II| ] ]lIIiIIIIIIIIIIII IIII|II 0 O I Iﬁll 1] IIIH | ||||Hi o |IIIlII ﬁlll i
T T T S T
200 400 600
1 m/z errors, tol=75.0 ppm
1.00e-01 —
500002
= 4
2 E ]
S o
o% ]
e -
0.002+00 — S ey
1 *
] . .
-5.00e-02 :

W W AT *

600

[ & 0 %
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Peptide List (double click to dock / undock) =]
T ecite.. P-  Peptides(IE) T iment=17 @ £~
Be ~|| Prot. Protein Obs. Calc. Mods PEP Deta  PEP :taMo ppm  Off-
ogProb| | o %[ Ramk  Pos Sequence Glycans o Score  Cleavage z 5 (varinble) o MegProbl o8 o o er Byx
52120 1916 - |2 8 R.GIHNLNLNNAASIPSK[+162.05282]CNVNVPY.T Hex(1)  >HORVUSH1G046550.1 gene=HORVUSH1G046550 5435  CRagged 3 8721207 8721025  Ki6(xgly/162.0528) 28e07 656 2653 1le06 2653 3116 2614
49022 219
34396 1495
20554 1823
18296 1510
17909 1595
15078 1645
14992 1510
14220 1639
127132 1738
12239 1714 < " »
10513 1496
8
eacs T Spectrum (double diick to dock / undock) -
9562 1326 @B alaja ¢ [E] URNCEEe 3 T BT
9471 1347 o
7414 1361 R.GIHNLI [+162]CNVNVPY. T 2= le=1period=1 cyde=841 experiment=17,scan time=12.6955
7306 1782
673 1614 100
6099 1344 ]
59.50 1034 ] N
58.32 1494 =
5585 1419 1002104
5560 1531 1
5485 1610 7
5475 1108 ~ 1
» 8.00e+03 —
Protein Coverage (double dick to ... & _ ]
Protein Coverage E -
= = 6.00e+03
Sample Protein |
name name ]
2MC_20171219_... >HORVUIHHG... ]
4,00e+03 —
« m > T
E +
- = i
& g
10 20 200eea + 2
MARRLVLEVAVIVALVALTT & 3
30 40 b + 1 - 2 2 ®
0 0 + % i i - =3 : il 2
IAEREINGNNIFLDSRSRQLQ ~ ] [ 3 LEin28 2 8o [ = - 2 3 a4 oo 2 a3 o
- o =3 52 l o o h o o l o o ol b 3 3
50 60 0000400 P i, ot il bt v [N ,I,‘..‘.L,.m,l.,...\‘u.,lg.;..‘.l. N W ddbbbllow o 00 Lk e b B
[CERELOESSLEACRRVVDOQ 200 400 600 mz 500 1000 1200 1400
4.00e-02
2.00e-02
* . .
0.00e+00 * 2 * * .
.00+
* . . * . . . N . - .
- & . . .
5 £ 2.00002
°3
70 80 00202 . et
LVGQLPWSTGLOMOCCOQLR ] .
-6.00902—_
E .
-8.00e-02 | -
i 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
i » 200 mz 500 1000 1200 1400

s )

R |1 3

r Pl
Bync |

e

[ & 42| e

2:04 PM
18/08/2020
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Peptide List (double dlick to dock / undock)

anouwe (Editor),

-]
T iment=14 @ £~

-
|Log Prob]| ILozeFi
5220 1916 -
49022 2196
34396 1495
0554 1823
18296 1510
17909 1595
15078 1645
14992 1510
14220 1639
12732 1738
1223 1714
10513 1496
10460 1406
9562 13.26
0471 1347
7414 1361
73.06 17.82
6173 1614
60.99 13.44
59.50 1034
58.32 1494
55.85 1419
5560 1531
5485 1610
5475 1108 ~

»

Protein Obs. Calc. Mods PEP Delta PEP  :ltaMo m  Off-
S Gl S al Log Probl b
Equence V2R Name o = m/z m/z (variable) 2D Logrob| Score 1D Score err. By-X
2 83 R.GIHNLNLNNAASIPSK[+324.10565]CNVNVPYTISPD.I Hex(2)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 3812 CRagged 4 8231601 8231528 K16(xgly / 324.1056) 000022 365 2448 0.00083 2448 892 SZH
<[ mn >
Spectrum (double dick to dock / undock) &

B e[s)e ¢l oo

Protein Coverage (double dick to ... &

Protein Coverage

Protein
name

Sarﬁple
name

2MC_20171219_... >HORVUIHAG...

< mn ] >

10 20
MARRLVLFVAVIVALVALTT

30 10
IAEREINGNNIFLDSRSRQLQ
50 60
ICERELQESSLEACRRVVDOQ

m_|»

70 80
LVGOLPWSTGLOMOCCOOLR

4000402 -] R.GIHNLNLNNAASIPSK[+324]CNVNVPYTISPD.I z=4,scan#=sample=1 period=1 cyde=859 experiment=14,scan time=13.2429

¥2

3.00e+02

Intensity

2.00e+02 -

¥3

1.002+02

imm_P

9+

imm_Y

o 2
®

I]v IL -‘ill IIIIIIIIIHIII |I‘|I||III IIHLIII “III Hluliuh|||hlj|||uni]|ﬁu ||Iil

L le Il

0.00e+00 —!

1344

)

]II‘I| i il|i|IJ||| dukih I|'1|l|||l ‘uh “In il

800

b12-18

o

i bk ook o ool o ||T||||||||i|| il |'

1200 1400

2,002 m/z errors, tol=75.0 ppm

P I I N
.

0.00e+00

-2.00e-02

Obs
Calc mjz

4,00=-02

6.00=-02
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File Edit Window Help
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Byonic ™

“ anouwe (Editor),

T iment=15 @ £~

Prot.
Rank

1)1 5220 1916 -
212 4202 219
313 439 1495 |
4)4 205.54 18.23
5|5 18296 1510

Be
ILogProb] 1 oo

6|6 17909 1595
717 150.78 1645
8|8 14992 1510
919 14220 1639
10|10 12732 17.38
w1 1239 1714
12|12 10513 1496
13|13 10460 14.06
1414 9562 1326
15115 9471 1347
16|16 7414 1361
17(17 7306 1782
18|18 6173 1614
19|19 6099 1344
20(20 5950 1034
a2 5832 1494
22|22 5585 1419
23123 5560 1531
24124 5485 16.10
25|25 54.75 1108 ~
<« [om] »

Protein

Sequence Glycans s

13 181 RTLVLQSVPSMCNFNVPPNCSTIK[+162.05282].A Hex(1)  >HORVULI 1 gene=HORVU1l

Score  Cleavage z

Specific 3 8854632

Calc.
m/z
8854340

K23(xgly / 162.0528)

staMo ppm  Off-
Score er.  By-X

4431 3302 2654

< i

Spectrum (double ciick to dock / undock)

@\ alale ego@ UNNCEE e NI vm

Protein Coverage (double dick to ... &

Protein Coverage @

Sample Protein
name name

2MC_20171219_... >HORVULHMG...

< m | >
10 20

MARRLVLFVAVIVALVALTT |&
30 40
IAEREINGNNIFLDSRSRQLQ
50 60
ICERELQESS LEACRRVVDQQ

R.TLVLQSVPSMCNFNVPPNCSTIK[+162].A z=3,scan#=sample=1 period=1 cyde=915 experiment=15,scan time=14.9653

1.402+02

T I N

¥8++

1.20e+02

1.002+02

8.002+01

Tntensity

T I NI B B

6.00e+01

54

4,002+01

imm_P

3

imm_F

2.00e+01

T I T i |

[—— imm_L

iyt

T
200

b6-18

BlL‘H"“"HJLﬂ“MM“HH}TMhEmilﬂmm

b7-18

biS++

JMWJ“HM”HMJ

M

Y16++

=
&
2

\.

¥8

mmmmwmmmmym

: su_cm;hv;ppu'cs_‘rm
16 ] 24

109 8 7 6.5 4321

T T T T T T T T
1400 1600

3.00e02 =} m/z errors, tol=75.0 ppm

.

2:05PM

;
o 2% 157087200
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Proteins Peptide List (double click to dock / undock) 8
- Pepﬁds@ T iment=17 © £~
=
Be “|| Prot. Protein Obs. Calc. Mods PEP Delta  PEP  :ztaMo ppm  Off-
|Log Prob| Log Rank Pos. Sequence Glycans Y Score Cleavage z miz miz (variable) 0 |Log Prob| o 1D Score | em. | By-X
521.20 ]9.15‘5 39 41 R.VGK[+162.05282]SIPINPLPACR.E Hex(1)  >HORVU2Hr1G122280.1 gene=HORVU2Hr1G122280 349.0 Specific 2 8139570 813.9478 K3(xgly / 162.0528) 0.00016 378 2325 000066 2325 11.28 1626
49022 219
4396 1495
20554 18.23
18296 1510
17909 1595
15978 1645
14992 1510
14220 1639
12732 1738
12239 1714 < i ] »
1323 i:ﬁg Spectrum (double diick to dock / undock) 8
9562 1326 W oalala % @ 2 © £ i
9471 1347
7414 1361 7.00e+02 —{ R.VGK[+162]: PACR.E z=2,: ple=1 period=1 cyce=789 experiment=17,scan time=11.0956
73.06 1782 ]
6173 1614 i
6099 1344 b
5950 1034 6:00=+02
58.32 1494 1 = %1094.3120
55.85 1419 b Yi520.4
5560 1531 s000s02 )
54.85 16.10 ]
5475 1108 ~ R
+ ]
Protein Coverage (double dick to ... & | 4.002+02 7]
Protein Coverage| = g 1 -
Sample Protein 3002402
name name B
2MC_20171219_... >HORVU1HrG... ]
2.00+02 — *
< I » ] =
- ]
10 20 [ 1
MARRLVLFVAVIVALVALTT |= 1.002+02 o - = - ]
7 £ Q = + o = s =
30 10 R £ 5 & I3 = 4 B
IAEREINGNNIFLDSRSRQLQ ] n l |I = | || I ‘ | | l =
I o someo0 o b b vuuh i sl sl kbbbt o obi o] iadiedb il i b o b s s oo oo by D e e
CERELQESSLEACRRVVDQQ iz o oo
200202 — m/z errors, tol=75.0 ppm
1.00e02 —: 2
¥ ] + R
] .
~ 3 .
5 E0.00e+00 -
o® 71 -
s ] .
79 = -1.00002 ] ‘
LVGQLPWSTGLOMOCCOOLR E .
200002 + - .




anouwe (Editor),

Edit Window Help Byonic ™
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Peptide List (double diick to dock / undock) -
. P- T iment=12 © £~
Be ~ Protein Obs. Cale. Mods PEP Delta PEP  :=taMo ppm  Off-
[Log Probl - ¢ Sequence Chycans Name Score | Cleavage| z | 7y m/z (variable) o 1o9Probl e 1D Score em By
556.51 2166 |_||30 30 AALSCGQVDSK[+162.05282]LAPCVAYVTGR.A Hex(1)  >HORVU5Hr1G046520.1 gene=HORVU5Hr1G046520 6452 NRagged 3  767.3825 767.3802 K10(xgly / 162.0528) 12e-11 1093 4545 69e-11 4545 301 2300
52242 1845 |
45073 1833 | |
380.57 1545
359.42 16.45
230.05 1548
209.36 19.64
20731 18.42
188.01 1517
178.77 1497
142.66 1442 < mn >
1;;2; i; i; Spectrum (double dick to dock / undock) -
1319 1852 M oalala ¢ @ O\ o) -m.m
7434 1516 =
7117 1855 4 A.ALSCGQVDSK[+162]JLAPCVAYVTGR.A z=3,scan#=sample=1 period=1 cyde =644 experiment=14,scan time=13.0425
69.81 1221 . 7
6685 2030 600e+02
65.88 16.48 4
5494 1149 B
53.01 1404 b S
50.88 19.69 5.00e+02 —-
50.78 1442 4
48.66 1317 4
4117 1367 ~ B
» 4,002+02 —
Protein Coverage (double dick to ... & » 4
Protein Coverage § ]
= = 3.00e+02
Sample Protein B
name name -
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Itog Probl oo ¢ | Rank = PO Sequence Chcans Name e e R m/z (variable) 20 Score 1D  Score em  ByX
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|Log Prob| |Log f Rank Pos. Sequence Glycans o Score Cleavage z miz miz (variable) 0 |Log Prob]| G 1D Score em. | By-X
556.51 2166 |_ (|5 1 K.EFLLQQCTLDEK[+324.10565].V. Hex(2)  >HORVU1Hr1G000640.1 gene=HORVU1Hr1G000640 5559 Specific 2 8959510 8959162 K12(xgly / 324.1056) 37e-09 843 3999 21e-08 3999 3883 1790
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ItogProbl oo ¢l Rank | PO Sequence hcans Name L m/z Score | em. | By-X
55651 2166 |5 171 KEFLLQQCTLDEK[+162.05282]V.P Hex(l)  >HORVU1HrGO00640.1 gene=HORVULHr1G000640 8644477 864.4240 2888 25¢05 2888 2137 1727
52242 1845 |
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ILeg Prob] |Log F Rank R Sequence Shycans Name Scorcl(Cleavage B2 m/z m/z (variable) 2D ILog Bichl Score 1D Score  er.  By-X
556.51 2166 | _|[|5 m K.EFLLQQCTLDEK[+162.05282]VP.L Hex(1)  >HORVU1Hr1G000640.1 gene=HORVU1Hr1G000640 5282 CRagged 2  912.9880 9129504 Ki2(xgly / 162.0528) 9.4e-07 6.02 3606 55e-06 3606 4125 1824
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380.57 1545
359.42 16.45
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53.01 14.04 ] o =
50.88 19.69 i =
50.78 14.42 2.502+02 —
48.66 1317 ]
4117 1367 ~ 4
» i
| o
Protein Coverage (double dlick to ... & _ 200e+02 i =
Protein Coverage E] E i o
Sample Protein 1500402 ]
name name
2MC_20171219._... >HORVUSHrG... ]
b @
1.00e+02 —
<« m ] » -
5 1 @ 2
5.00e+01 ] o s 3 E 3 1 & =
1 < n T i 5 owz 2
] £ = l I J g - [ \ ‘ © 2 2 23 o oa
4 E = - = =
2
o [ S Y ||| nt bl b |||||||||| ||||||||i||||\||“1|||l|| i ||||||||||I|]||||||| b i b ILllJL il IIIIM fub b ol ll il |||I|ﬂlmmi||||| |||||||||l|||||||||||| 1||‘|||||||J|i||||||||||‘|i||||| luiimluh o i i |‘ Il . | L
L - T T T
" 200 400 £00 £00 vz 1000 1200 1400 1600
50 60 - = = = = e = = —
VQGGPGPSGECCNGVRDL 6.002-02 —| M/z errors, tol=75.0 ppm
T 400002 .
2.00e02 *
_gE ] . . *
— * . * .
-2.00e02 .
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4.ooe4)z—: .
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— 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 T T T . T




1 GiTest gh

File Edit Window Help

xS @

Byonic ™

Peptide List (double ciick to dock / undock)
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-]

T iment=13 © £~

556.51
52242
459.73
380.57
35942
23005
209.36
207.31
188.01
178717
142,66
139.04
12537
11319
7434

i

69.81

66.85

65.88

5494

Be +
ILog Prob] %

2166
1845
1833 | |
1545
1645
1548
19564
1842
1517
1497
1442
1491
1563
1852
1516
1855
122
2030
1648
1149
14.04
1969
1442
1317
1367
v

Protein Coverage

Protein Coverage (double cick o ... &

Sample
name

Protein
name

2MC_20171219_... >HORVUSHrG...

m

50 60
VOGGPGPSGECCNGVRDL

Obs. Calc. Mods PEP Delta PEP  :ztaMo ppm  Off-
Sequence Score | Cleavage z m/z m/z (variable) 2p [ItogProbl o | 1D | Score | em. |ByX
59 m KIGAPGILSQECK[+162.05282]AVASQYGQRI >HORVUG6Hr1G087820.1 gene=HORVU6Hr1G087820 4470 Specific 3 780.0540 780.0617 Ki2(xgly / 162.0528) 28e-06 555 3107 16e-05 3107 -988 23;
< »
Spectrum (double dick to dock / undock) -]
@ elala 036[1] 9 ® 3 |[o vm
 K.IGAPGILSQECK[+162]AVASQYGQR.I 2=3,5can# =sample =1 period=1 cydle =641 experiment=13,scan time=12.9485
200402 — 20 W5 109 321
g IGAPGILSQECKAVASQYGOR
B 12 €7 6 135 20
4 =
1.50e+02 —
= 100202
] e
] . =
4 £ 2
N ©
T o 3 = - -
5.00e+01 — é ; ;
1 i 3 ] :
L 3 T H i
; T
o ] i HIN bl aly thluu\uum” ok o | L | |
200 800 1000 1200 1400
6.00e-02 —
m/z errors, tol=75.0 ppm
.
.
:
!
* M * . °
.
.
miz 800 1000 1200 1400
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File Edit Window Help “ Byonic anouwe (Editor),
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Proteins Peptide List (double dick to dock / undock) =
T Textfter.. P-  Peptides T iment=12 €@ £~
Be +|| Prot. Protein Obs. Cale. Mods PEP Delta  PEP :taMo ppm  Off-
Iteg Probl oo || Rank  Po= S LaE £S5 Name e e m/z (variable) 1e9Pobl e 1D Score em  ByX
55651 2166 . |1 % K.MK([+324.10565]PCLTYVQGGPGPSGECCNGVR.D Hex(2)  >HORVUSH1G046550.1 gene=HORVUSHLG046550 7216  Specific 4 6700221  670.0458  K2(gly/324.1056) 43e15 1436 6499 25e14 6499 3534 %
5242 1845
45073 1833 | |
38057 1545
35042 1645
22005 1548
20036 1964
20731 1842
18801 1517
17877 1497
14266 1442 || <] i D
13904 1491
i 8
1537 1563 | Seectrum (ouble cickto dock /undock)
1319 1852 W oelala ¢ @ LAk [ by [~
7434 1516 =
7117 1855 K.MK[+324]PCLTYVQ CNGVR.D z=4, le=1period=1 cyde=556 experiment=12,scan time=10.3717 x:slz;;,;ssz
Vi
6981 1221 E = 055765432
6685 2030 g lﬂ(PCLTYerE;rG‘—PE;PSG CONGVR
6538 1648 Taaad N o
5494 1149 1502403 7 T
5301 14.04 | E
5088 19.69
5078 1442 b
48.66 1317 |
4117 1367
o J
)
Protein Coverage (double dick to ... & | 1.00e+03 £ o
Protein Coverage E] g R
Sample Protein b
name name ]
2MC_20171219_... >HORVUSHHG... | N @ o
&
5.00e+02 — S =
4 m v > = - ~
R g + + = =
- b + +
E T H iz +
a &
i = + = = + ®
r ] & g - s
1 Lok b I l b d Jl L ! [ : :
| ma IJ Ilﬂl |I II bl MLLINL 1 hh ] MIUHH Wl “imﬁ”hlhhltl Iilh l.lhl.ln nllh“. La ||k|u|.|J||.|.| ul o b [ o | il b | Idu |L il 1 al l. PT SR |l o r n
T T T T
(| mo moo 1200 1400
’= m/z errors, tol=75.0 ppm
2.00e-02
.
1.00e-02 *
.
= . .
. E0.00e+00 - .
55 e . e .. . e . :
7 Looeae * . e *
Y s R
. .
-2.00e-02
.
3.0002 * .
¥ T T T T T T T T T T
200 400 600 mz 500 1000 1200 1400
S T 'S F‘ ” F r r ol r' o g uqm 214PM
< . =y > ) Lo ) xH | r3 |"Bync | L | * s (D8 1o me 00
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File Window  Help Byonic ™
=S @
Peptide List (double diick to dock / undock) e
T iment=14 @ £~
Prot. Be Protein Obs. Cale. Mods PEP Deta  PEP  ctaMo ppm  Off-
Rank | -°9Pobl i oq EIETE EuE Name e e e m/z (variable) o logProbl soe 1D Score  em  ByX
[V]1]1 5551 2166 _||13 58 K.SQCAGGQUVESIQK(+324.10565]DCCR.Q Hex2)  >HORVU2H1G122260.1 gene=HORVU2Hr1 6122260 3912 Specific 3 7456520 7456573  Kld(xgly/3241056) 12¢05 492 2687 7e05 2687 -595 234
2|2 52242 1845 |
313 45073 1833
414 38057 1545
5|5 35042 1645
616 23005 1548
717 20036 1964
8l8 20731 1842
99 18801 1517
10(10 17877 1497
w1 14266 1442 |[<] I v
12]12 13904 191
&
Bl my  1se | Setum e dikodode/ ndodd)
4|14 11319 1852 # ela|a °3°@ URNCEE & B L | B
1515 7434 1516
16|16 7117 18.55 - K.SQCs +324]DCCR.Q z=3, 1 period=1 cyde=578 experiment=14,scan time=11.0337
17]17 981 1221 | . . .
18[18 6685 2030 o b
SQCAGGQVVESTQKDCCR
19[19 6588 1648 1 1984746789016 © 1d
20(20 5494 1149 8002402 N
A120 5301 1404 | 3
2|2 08 196
23|23 078 1442 R
24|24 4866 1317 ]
25025 4117 1367
« /Il » 6.00e+02 —
Protein Coverage (double dick to .. 8| _ 1
Protein Coverage E T
Sample Protein
name name 400e+02 — =
2MC_20171219.... >HORVUSHHG... 1
7 3
1 ] +
z 3
2.00e+02 — K =
| 2
7 3 4 + Son
| | ; | Iy hid |
- ¢, o
000es00 1 ” by |Ll|.||||n|.ﬂ||W| i JIIMM |hlilllwlm ualld ol o |L|HLM|&I|-||.|J;J||HL wl |I|||||I|||||I|\|I|I i ilkliln |In| Illl I iIIJu T | i o b 1L b o 1 |l i dd o i | |
—T T T T T T T T
mz 500 1000 1200 1400
m/z errors, tol=75.0 ppm
.
.
. %
. ** ¢ ¢
.
.
.
T T T T T T T T T T
200 800 1000 1200 1400
o m  215PM
's A N )
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Peptide List (double diick to dock / undock) g

TV Textfiter.. P~ T iment=16 €@ £~
Prot. Be Prot. Protein Obs. Calc. Meods PEP Delta PEP  :taMo ppm  Off-
Rank | "°9P°5! Lol Rank | PO Sequence Clhvcans Name Score | Cleavage| z | /) m/z (variable) 2p ||legProbl s oo | 1D | Score | em. |ByX
11 55651 2166 _ (|8 179 KTQSVDFQHK[+16205282]TLEAVGQVNSWVEQVTTGLIK.Q  Hex(l)  >HORVU4Hr1G013480.1 gene=HORVU4Hr1G013480 4836  Specific 4 8769801 8769519  K9(xgly/1620528) 77e-08 712 3946 44e-07 3046 3222 3
2|2 52242 1845 |
313 45073 1833 | |
414 38057 1545
515 35042 1645
616 23005 1548
717 20936 1964
8|8 20731 1842
919 18801 1517
10(10 17877 1497
111 14266 1442 <[ I} r
12112 13504 1491 /o, im (double dick to dock / undock) )
13[13 12537 1563 ; ‘ -
1)1 11319 1852 o oela|a ¢ [B 2 0 &3
15[15 7434 1516
1616 7117 1855 | K.TQSVDFQHK[+162]TLEAVGQUNSWVEQVTTGLIK.Q z=4,scan#=sample=1period=1cycle =792 experiment=16,scan time=17.5706
17]17 6981 1221 g
1818 6685 2030 1.00s+02
19119 6588 1648 |
2020 5494 1149
2|21 5301 1404
2|2 5088 1969 b N
23|23 50.78 1442 8.00e+01 —|
24|24 4866 1317 |
25125 4117 1367 ~ i o
<« [ »
Protein Coverage (double dick to ... & 0001 -]
Protein Coverage i
Sapie Proteiny 1 g
name name 1
2MC_20171219_... >HORVUSHAG...||  4.00e+01
1 = o v E
Ll » 1 @ °
B & = 3 ,
2.00e+01 —
@ +
b o3 ¥
_ ‘ } “ { H I i | i |
S A O G W 0O AR N A N T
200 400 600 800 m/z 1000 1200 1400 1600
] m/z errors, tol=75.0 ppm
2.00e-02
0.002+00 P * 3 . .
Ad .
-2,00e-02 *
% . N .
3 400002 .
-6.00e-02
-8.00e-02 *
-1.00e:01 - .
. . . : | : T : - . : . - : : . ! . r . |
500 miz 1000 1200 1400 1600
215PM

G 1 S

18/08/2020
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Proteins

Byonic

Peptide List (double dick to dock / undock)

' anouwe (Editor),

a

T iment=15 € £~

. Prot. Be 4
Rank | ILog Probl JLog H
11 55651 2166 .
52242 1845 |
45973 1833 | |
38057 1545
35942 1645
23005 1548
20936 1964
8|8 20731 1842
919 188.01 1517
10|10 17877 1497
111 14266 1442
12|12 13904 1491
12537 1563
1319 1852
7434 1516
1616 7117 1855
17117 6981 1221
18[18 6685 2030
19[19 6588 1648
20(20 5494 1149
5301 1404
50.88 1969
5078 1442
4866 1317
4117 1367 ~
»
Protein Coverage (double cick to ... &
Protein cvverage E]
Sample Protein
name name
2MC_20171219_... >HORVUSHILG...
< m »

Prot. Protein Obs. Calc. Mods PEP Delta  PEP  :taMo ppm  Off-
Rank | PO Sequence Glycans Name T m/z m/z (variable) Er P Ee e | ey ST i | By-X
10 128 LLQLQIPYVQPSILQQLNPCK[+162.05282]VFLQQQCSPVRM  Hex(l)  >HORVULHI1G001120.1 gene=HORVUIHI1G001120 8148  NRagged 4 9435429 9435047  K20(xgly /162.0528) 9e-15 1405 6536 52e-14 6536 4046 3171
< . >
Spectrum (double dick to dock / undock) 8
# a@e +[@)e o & [wlm
| LLQLQIPYVQPSILQQUNPCK[ +162]VFLQQQCSPVR.M 2=4;scan=sample=1 period=1 cyde=797 experiment=15,scan tme=17.7245
4 & O T o e
LOLOIPYVQPSTLOOLNPCKVFLOQOOCSPVR
1500402 1737d6 7894 13 24 23 36
4 3
1.00e+02 —
£ 3
£ ]
E
T 3
] - o
5.00e+01 —|
1 t N -2 2 7 F
1 ooz 2 7 * ;51_ ? i3 é i
s )| LI Ihl i LN |||’|I‘|||||I|‘|I ‘IHIIII‘IIIIIII'IIII II‘I IIII‘IIIhIIIHIIIiI 1] ||||||||||||||||||II||||IIIII\IIIHIIIIIIIII|I|||||||| I illlllillll‘l‘lﬁl\ ||||i||||||‘||“| \I‘i |Ili||||||l|||‘|h |||II||II‘IIIIIIIIIIIII\iIII Lo o oo o 11
500 il 1000 1500
c0000> ™z 01, t91=75.0 pom
4,00e-02 -
.
2.00e-02 *
JE . .
£ S 000es00 . . - o, + P .
U-Z,OD&OZ ¢ ‘
-4.00e-02 * :
6.00e-02 *
. . . . . .
54;0 mz 10:30 151)0 i
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] 19|19
@ 20|20
@22
@ 22|22

125 :
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Protein Coverage (double dick to ... &

Protein Coveragw;!'
Sample Protein
name name

2MC_20171219_... >HORVUSHr1G...

R E—— v

50 60
QGGPGPSGECCNGVRDL

|

RAQQGCLCQYVK[+162.05282]DPNYGHYVSSPH.A >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500

Spectrum (double diick to dock / undock)

| R-AQQGCLCQYVK[+162]DPNYGHYVSSPH.A z=4,scan #=sample=1 period=1 cyde=561 experiment=8,scan time=10.5184

b2

imm_p
imm_Y

Yilet

Y7+

¥i2

iLII‘III‘IIIMII“ m hllllhlllllllll\III\I*IIIIIIIIIﬂIIHII TR [IIIIIIMMI I ‘ ‘
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Peptide List (double dick to dock / undock)

anouwe (Editor),

a

T iment=19 € £~

Log Prob| “_ogef
111 55%51 2166
212 5242 1845
313 45073 1833
414 38057 1545
5|5 35042 1645
616 23005 1548
717 20036 1964
8|8 20731 1842
919 18801 1517
10(10 17877 1497
111 14266 1442
12112 13904 1491
13113 12537 1563
14]14 11319 1852
15115 7434 1516
16]16 7117 1855
17|17 6981 1221
18]18 6685 2030
1919 6588 1648
20(20 5494 1149
2|2 5301 14.04
2|2 5088 1969
23|23 5078 1442
24|24 4866 1317
25025 4117 1367 ~
< [om ] »

Protein Coverage (double dick to ... &

Protein Coverag D
Sam ple Protein
name name

2MC_20171219_... »HORVUSHr1G...

Dl v

50 60
VQGGPGPSGECCNGVRDL

m

Peptides
=
Prot. Protein PEP zlta Mo m  Off-
Rank Pos. Sequence Glycans o Score Cleavage z 20 G peprr. By-X
73 10 R.ATDK[+324.10565]VEEYGQPVAGHGGATGGPTGTHGAAAAA... Hex(2)  >HORVU5Hr1G092150.1 gene=HORVUSHr1G092150 3030  Specific 5 617 3032 -1 41
< il »
Spectrum (double diick to dock / undock) -}
7 R.ATDK[+324]VEEYGQPVAGHGGATGGPTGTHGAAAAAGTGQLQPTR.D z=>5,scan#=sample=1 period=1 cyde=495 experiment=19,scan time=8.5177
1 20 15 8
i rrir
8.00e+01 ATDKVEEY PTGTHGAAAAAGTGQLOPTR
8910 36 33 46
I,
6.002+01 —| -
2
H ] [
T 40001 -
] & =
- ' ~
2.00e+01 5 ‘ l =) o 3 e o
£ 2 2 3 =
0.002+00 | ‘{ N ‘ “H ’ m H H‘ “ |’ ”l“ H H’”l” " "”Hh |””HI H| IH H |H“ “}’Hm h“ ‘| ”H ““H ||“ ‘{ m ”H”””“” ”|| imHu |‘ “l“ “‘Hi I" H‘I H|||I”‘ |‘ ‘l"hm ‘N‘I ”l i‘ ‘”"m H“ m}l“ ‘ll “l”l“"“m”m”
200 400 mz 1000 1 1400
z,ooe.uz_: mjz errors, tol=75.0 ppm
1.00e02 .
E . .
0.002+00 .
e 3
2 ] .
© % -1.00202
S E .
-2.00202 o .
-3.00e02 o
E . .
T T T T T T T T T T T
400 mz 1400
X — 2:24 PM
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T Textfiter... P+
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anouwe (Editor),

-]
T iment=14 € -

Be * Protei Obs. PEP  cita M Off-
|Log Prob]| |Logef Sequence Glycans ,;‘;:: Score Cleavage z m/’I T S:m: pep':‘ By-X
55651 2166 |9 136 RDFAK[+162.05282)VLVTPGQCNVLT Hex(1)  >HORVU7H1G035020.1 gene=HORVU7Hr1G035020 3687  CRagged 2 8834903 2612 000012 2612 3924 176:
5242 1845 |
45973 1833 | |
38057 1545
35042 1645
2005 1548
20036 1964
20731 1842
18801 1517
17877 1497
14266 1442 < I} »
13904 1491
Spectrum (double i 8
153 1563 = um (double dick to dock / undock) :
1319 1852 @/ alaja ¢ @ UBNCEE e T
7434 1516
7117 18.55 7| R-DFAK[+162]VLVTPGQNVL.T 2=2,scan#=sample=1 period=1 cyde =692 experiment=14,scan tme=14.5034
69.81 1221 i
66.85 2030 b
6588 1648 300er02
54.94 1149 ]
53.01 1404 g =
50.88 1969 I
50.78 1442 - ]
48.66 1317 ]
4117 1367 ~ E
« »
EI 2.00e+02 —
Protein Coverage (double cickto .. 8| _ 1 2
Protein Coverage E R
Sample Protein 1.508+02
name name 1 N
2MC_20171219 ... >HORVUSHHG... i
1.00e+02 —
< i »
= 1 5= 2
= ] 5 5
50 oo s.0er01 ] 3 5
QGGPGPSGECCNGVRDL . i o . 5 3 ® @
] £ g 908 3 2 @ - 4
byl ) kbt b i 001 ]
3
| 0.00e+00 ] Il ‘I I| 1l II|II IIIIVI HIIHI II I‘l”\[llllll II|II IIII II| \'\Illlll II|\I|HIIl HIIlI\"IIMI II"II”II' [Tt Ih (1} ”II\H' II IIIII\II\hIIIII IJII| i HIII i\ll Idll | IMIII\I Ih it Illllh 1] III|IIII NN J!\ JI It | i : e II
’; 500 miz 1500
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5 PMI-Byonic D:\EdwardKerr\Test_glycation\2MC_20171219_007_G.wiff_Byonic\2MC_20171219_007_G.wiff_Byonic.byrsit (w2.15-697 develop)

File

Edit

Proteins 18 |18

Window Help 4
w5 @

Byonic ™

i Peptide List (double dick to dock / undock)

- 8 X
“ uqepegg! (Editor),

g o ] peptides |18 v
[ . prot . Mods B = PEP PEP . Deke staMo Obs. Calc.  ppm Off-  Obs. Gk, Glycans
2111 >HORVUSHr1G046550.1 gene=HORVUSHr1GO: Renk % quence (variable) core yeans 0 1 9% Score Score * mfz mz er. ByX MH leavage pos,
M2)2 >HORVU1H1G064080.1 gene=HORVU1Hr1GO!
©13]3  >HORVU4HrIGO81640.1 gene=HORVU4H1G0:
©14]4  >HORVUTHrIG000930.4 gene=HORVU1HrIGO!
©15]5  >HORVUTHrIG000B40.1 gene=HORVU1HrIGO! N
©16]6  >HORVU4HrIG081660.1 gene=HORVUAHrIGO:
©17]7  >HORVUEHrIGO01150.1 gene=HORVUSHIGO!
©18]8  >HORVU4HrIGO13480.1 gene=HORVU4Hr GO
©18]9  >HORVUTHrIGO35020.1 gene=HORVUTHrIGO:
1 10]10  >HORVUIHI1GO01120.1 gene=HORVU1Hr1GO!
B 11111 >HORVUTHrIG000BS0.1 gene=HORVUTHFGO!
2 12]12  >HORVU3HI1G013060.1 gene=HORVU3HI1GO
% RE] 113 >HORVU2Hr1G122260.1 gene=HORVU2Hr1G1:
1 14]14  >HORVU4HI1G089500,1 gene=HORVU4HI1GO!
115115 >HORVUSHrIGO00G60.3 gene=HORVUSHIGO!
[ 16116 >HORVUTH1G006580.2 gene=HORVUTHr1GON  |L< 2
& 17]17  >HORVUTHrIGO19780,1 gene=HORVUTHF GO | |spectrum (double cickto dock / undock) Fl
[ 18]18  >HORVU3HIIG113120.2 gene=HORVU3HIIG1* o ~
©I19]19  >HORVUZHIGTI65001 gene=HORVUZHAGT v | it & & & % @ @ & {F [by ~ [
< 2 200042 1 DFAK[+162VLVTPGQCNVLTVHNAPYCLG L 2=3, period=1
Protein Coverage (double cick to dock / undock) 8
Protein Coverage | | (1| | "
150002
P o]
H
©
o 23
S00e+1 ® -
= =
a £ i LI FE N
£e £ ] RS : % et B |7
i & I \ ] J i zl
3 2
ooouso ] ‘ I LU I |HIH Ili Il I‘Illl\lh il \“Il\lll\l“ | IIII| il\l MI‘I I Li LIII I Il\l‘l (RIS ‘
T T
200 @ 8% 1200 1400 160
8902 T 1 errors, search tol=75.0 ppm.
00023
3 . .
400623 L3 .
5 F 200023 . . -
CHITTRrE: B .o . - = ot = .
3 .
-2.00e2 2 2 + tee - .
40022 3 - *
.
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_.! PMI-Byonic D:\EdwardKerr\Test_glycation\2MC_20171219_007_G.wiff_Byonic\2MC_20171219_007_G.wiff_Byonic.byrsit (w2.15-697 develop)
file Edit Window Help “  Byoni

B x| 9 e

- 8 X
uqepegg] (Editor),

v Peptide Lit (double cick to dock / undock) 8
~| Peptides||2| 12 iment=15 & £
) o POt oo Seauence Mods Soe Gyeans PP PEP o Deta staMo . Obs Calc.  ppm Off-  Obs. Cale aage OYCINS
>HORVUSHr1G046550.1 gene=HORVUSHI1GO: Rank - qu (variable) e 0 1 9P Score  Score miz miz em. By-X  MH MH %€ Pos,
>HORVU1Hr1G064080.1 gene=HORVU1HIIGO' | ygqig 48 RDYVLOQQTCAVFTPGSK[+324.10565]... K16(xgly/324.1056) 3676 Hed2) 37e5 000021 444 2571 2571 3 8694388 8694121 3072 26063018 26062218 CRagged 16 >HORVU4Hr1G081640.1 gene=H(
>HORVUSHrIGO81640.1 gene=HORVUAHI1GO:
>HORVUTHr1G000990.4 gene=HORVUTHI 1601
>HORVUTHIG000640.1 gene=HORVUTHI1GO!
>HORVUH1G081660.1 gene=HORVU4HI1GO!
>HORVUSHr1G001150.1 gene=HORVUBHI1GO!
>HORVU4Hr1G013480.1 gene=HORVU4HI1GO
>HORVUTHr1G035020.1 gene=HORVUTHI1GO.
>HORVUTHI1G001120.1 gene=HORVUTHI GO
>HORVU1Hr1G000680.1 gene=HORVU1HI1GO!
>HORVU3HI1G013060.1 gene=HORVU3HF1 GO
>HORVU2H1G122260.1 gene=HORVUZHI1G1:
>HORVU4H1G089500.1 gene=HORVU4HI1GO!
>HORVUSHI1G000660.3 gene=HORVUSHI1GO!
>HORVUTHr1G006580.2 gene=HORVUTHIGOI |1 < 2
>HORVUTHr1G019780.1 gene=HORVUTHIGO' | | spectrum (double cickto dock / undock) s
>HORVU3Hr1G113120.2 gene=HORVU3Hr1G1 B
>HORVUZHI1G116500.1 gene=HORVUZHIGT v | (i =4 & A by v of
< > 4 R.OVMLQQTCA (+324)LPEW.M 2=3, period=1  scan tme=15.7815
Proten Coverage (double cick to dock / undock) 8 1 o
100042 i i [ rer
Protein Coverage: 4 " DYVLQQTCAVFTPGSKLPEW
8o0er1 o
g eoeer | g @
: 1 H 2
4.00e+1 — &
e ] 2 3 |5 . N e 8 2 2
{1 ¢ F 1 & B 2 o =
1 I MIHM"IW Mﬂ i ’ﬁ“\“ k) { 0 1y i
R AN 1T A A T AT AT O T
’ T T T T
20 0 & 0 1000 20 19 10
40082 -] Mz erors, search tol=75.0 ppm
20002 o *
s .. . . e,
2500ev0 . . - . .
< N . . . * .
-2.00e2 *

H O Type here to search




5 PMI-Byonic D:\EdwardKerr\Test_glycation\2MC_20171219_007_G.wiff_Byonic\2MC_20171219_007_Gwiff_Byonic.byrslt (w2.15-697 develop)

File Edit Window Help % Byonic™
B x O ™

- 8 X
“ uqcpegg] (Editor),

Proteins 18/[18] | T [rext er..._P-] |Peptide List (double dick to dock / undock) L]
—— | peprtes 1 81| 0 7 pen02]
:II\R““k >HORVUSHr1G046550.1 gene=HORVUSHr 160 | 0 :;E; Sequence (v';:,‘;f,‘.,) Score  Glycans PZEDF pf; >gPre SD::,: ;;::’n: z [,J"b,i' f"'}; e EOf! A Cole Cleavage Sy ]
) . ByX  MH MH Pos.
%;}; ::g;:m:ﬁmw:z:gﬁw:gg 325.. 3 [1 K16(xgly / 162. 4571 Hex(l) 65e-6 385 519 3450 3450 3 8500980 8590747 2719 25752795 25752094 CRagged 16 >HORVU4Hr1G081640.1 gene=H|
B4]4  >HORVUIHAIGO00S904 gma:HORvaﬂGOl
>HORVUTHI1G000640.1 gene=HORVU1HI1G0!
>HORVU4HI1G081660.1 gene=HORVU4HI1GO!
>HORVUBHI1G001150.1 gene=HORVUBHI1GO!
>HORVU4HI1G013480.1 gene=HORVU4HI1GO'
>HORVU7HI1G035020.1 gene=HORVU7HI1GO:
>HORVUTHIIGOO1120.1 gene=HORVU1HY1GO!
> HORVUTHI1G000620.1 gene=HORVU1HY1GO!
>HORVU3HrIGO13060.1 gene=HORVU3HFI GO
>HORVU2Hr1G122260.1 gene=HORVUZHF1G1;
>HORVUAHr1G089500.1 gene=HORVU4Hr1GOI
)H?RVUSHV!GOOGSSO!gmz-HORWSHﬂGW . N
> :oxvumnaowm 1 gene-HORVUTHAGY Spectrum (double cick to dock / undodk) )
>HORVU3HI1G113120.2 gene=HORVU3H!1G1 .
119119 >HORVUZHAIGTIS0.1 gene=HORVUZHNGT v | (glf & & S % @ @ = {F by v g7
< > 3 ] ROYVLQQTCAVFTPGSK(+162) 1T 2=3, period=1 ,5can tme=16.3614
Proten Coverage (double cick to dock / undock) 120602 . 0987 eSS
Protein Coverage [ ] B 2 m\;r’-r%rcsiu'.i’iﬁ(
1.00e+2 — i !
8.00e+1 — 3 o
2 Goveer =
4000+t . E 2
- = 2 H
UL N 1 iy R I
{1l i i i
aaseo LI RLH T TRLAN il 1 II}IHiI\I i “I LI ||| H‘Hi\l IIII\ HTHAT il |\|I||\I |ll 1] illl (A A H]IIHI'IIIH [l IHIII [ IIII‘I
P P a0 1600
00z 3 mzemors, search to=75.00m
. — .
o] . . - . . .
Sosers 3 o . s . . . .
-2.00e-2 . . . : *
400023
P
Py p - = |




5 PMI-Byonic D:\EdwardKerr\Test_glycation\2MC_20171215_007_G.wiff_Byonic\2MC_20171219_007_G.wiff_Byonic.byrsit (w2.15-697 develop)
File Edit Window Help 4 Byon

- 8 X
uqepegg] (Editor),

B 9 @
- Pepide List (double cick to dock / undock) 7
~| Peptides|i£
~ ) o Pt oo Seauence Mods PEP  PEP | . Defs staMo ,  Obs Cale. Cale
>HORVUSHr16046550.1 gen Rank . . (variable) b D 9% Score Score T miz miz MH
>HORVUTHr1G064080. gent |354.. 3 a8 RDYVLQQTCAVFTPGSK[+162.05282]... K16(xgly/ 162.0528) 5 000017 452 3048 567 5 8426483 8424107 42002122 42080242 Specific >HORVU4Hr1G081640.1 gene=H(
>HORVU4Hr1G081640.1 gene=HORVU4HI1GO:!
>HORVUHr1G00090.4 gene=HORVUTHI1GO!
>HORVU1Hr1G000640.1 gene=HORVUTHI1GO!
>HORVU4Hr1G01660.1 gene=HORVUAH1GO:
>HORVUBHr1G001150.1 gene=HORVUGH 1 GO!
>HORVU4Hr1G089500.1 gene=HORVUAHI1GO!
>HORVUSHr1GO00660.3 gene= HORVUSHI1GO!
>HORVUTHr1G006580.2 ger ORVUTHIIGOE | L€ >
>HORVUTHI1G019780.1 gene=HORVUTHI1G)' | Spectrum (double cick to dock / undock) ]
>HORVUZHFIG113120.2 gene=HORVUIHr1G1 =
119119 >HORVUZHrIG116500.1 gene=HORVUZHAGT v | [Ff & & 2 o by v 5T
< 2 | rovwqreavrresk(+162) LKL 2=, ,scan tme=16.2653
Protein Coverage (double dick to dock / undock) L 2.00e+2 .
Protein Coverage ] . DYVLQOTCAVFTPGSKLPEWMTSAELNY PGOPYLAK
15002
2 oimeq £ 1
4 P +
s00ee1 | b J L
]l |‘ ‘l\”\“‘anhl | \“I iy ‘ _
2 1900
6.00e2 — m/z errors, search tol=75.0 pom

H O Type here to search




15 PMI-Byonic D:\EdwardKer\ Test_glycation\2MC_20171219_007_G.wiff_Byonic\2MC_20171219_007_G.wiff_Byonic.byrslt (w2.15-697 develop) - 8 x

File Edit Window Help # Byonic™ * uqepegg! (Editor)

H x ) ™
Proteins 8 [f8] = Peptide List (double cick to dock / undock)
Frot. | Peptides|12] 12 [*] 0 v

= ~
Ranlk " Prot. B Mods < s PEP PEP o Defta ttaMo Obs. Calc.  ppm Off-  Obs. Gale. Glycans
& >HORVUSHr1G046550.1 gene=HORVUSHI1G0: Rank  O% equence (variable) core lycans bl 10 297 score Score miz miz er. By-X  MH M leavage “po,

[2]2 >HORVUTHrIGO84020.1 gene=HORVUTHrIGX 11349 1 8 RGIHNLNLNNAASIPSK[+16205282).. K6(xgly / 1620526) 5510 He)  32e7 196 649 3952 352 4 33557184 33556474 16 >HORVUSHrIGO46550.1
33 >HORVU4Hr1G081640.1 gene=HORVU4Hr1GO!
>HORVU1Hr1G0009%0.4 gene=HORVUTHr1GOI
>HORVU1Hr1G000640.1 gene=HORVUTHr1GO!
>HORVU4Hr1G081660.1 gene=HORVU4Hr1GO!
>HORVUBHI1G001150.1 gene=HORVUBHI1GOI
>HORVU4Hr1G013480.1 gene=HORVU4Hr1GO'
>HORVU7Hr1G035020.1 gene=HORVU7Hr1G0:
>HORVU1Hr1G001120.1 gene=HORVU1Hr1GO!
>HORVU1Hr1G000680.1 gene=HORVU1Hr1GO!
>HORVU3Hr1G013060.1 gene=HORVU3Hr1G0
>HORVU2Hr1G122260.1 gene=HORVU2Hr1G1:
>HORVU4Hr1G089500.1 gene= HORVU4Hr1GO!
>HORVUSHr1G000660.3 gene=HORVUSHr1GO!
[ 16116 >HORVUTHr1G006520.2 gene=HORVUTHI1GOI || < 2
17|17 >HORVUTHrG019780.1 gene=HORVUTHFIGD' || spactrum (double cick to dock / undodk) &
[Z 18118 >HORVU3Hr1G113120.2 gene=HORVU3HI1G1 = B
[ 19]19  >HORVUZH1G116500,1 gene=HORVU2HrG1' v \ﬂf Qg a %
< >

R [+162] - Y 12,scan tme=13.7344
Protein Coverage (double cick to dock / undock) 8l isen

GIHNININNAASTPSKCNVNVRYTTSEDTD

Protein Coverage | - | [}
200002 T

250042

200042

Tntensty

b10++

150272

164+ 54

100042

S

e i

l M\l\lﬁ i .ﬂ'ﬂfm |||||Im

1400 1600

29 4+

500241

&
[

]

T
1200

0.00890

Ll

? IHL\OJMH‘\I bl ||Jﬁj\ J\lhﬂi Llﬂhn‘l.l:d Ii\@\ i||l|hhlll\ml | \dnx

500

60082 Y m/z errors, search tol=75.0 ppm
40002 .

20002 .

Y . . . . .
000890 Rt . . .
. . PP £ . .

Obs
Calemjs
.

20002 . .

40002 . .




55 PMI-Byonic D:\EdwardKern\Test_glycation\2MC_20171219_007_G.wiff_Byonic\2MC_20171219_007_G.wiff_Byonic.byrslt (w2.15-697 develop)

File Edit Window Hep 4 Byonic™
= 9 @&
Proteins 18] (18] T [rext Pepide List (double cick to dock /undock)
Frot. ~| Peptides|18[12 [ *| b
& Rank S
PID ot pos, Sequence
F111 >HORVUSHIIG046550.1 gene=HORVUSHI1GO: Renk
22 >HORVUTHr1G064020.1 gen
H313  >HORVU4HIIGOS1640.1 gens
M414  >HORVUIHIIG00090.4 gen
M515  >HORVUIHIIG000640.1 gens
616 >HORVU4HIIGOS1660.1 gen
>HORVUGHI1G001150.1 gen
>HORVU4HI1G013480.1 gene=HORVU4HI1GO
>HORVU7HI1G035020.1 gen
>HORVU1HI1G001120.1 gen
>HORVU1HI1G000630.1 gent
>HORVU3HI1G013060.1 gene=HORVU3HI 16O
>HORVU2Hr1G122260.1 gene=HORVUZHI1G1;
>HORVU4Hr1G089500,1 gene=HORVUAHr1GO!
> HORVUSHr1G0006E0.3 gene= HORVUSHI1GO1
>HORVU7Hr1G006580.2 gene=HORVUTH GOl | L€
>HORVUTHI1GO19720.1 gene=HORVUTHI1GO" | Spectru (double dick to dock /undock)
418118 >HORVU3HI1G113120.2 gene=HORVU3HI1G1 . R .
[4 19119 >HORVU2Hr1G116500.1 gene=HORVUZHI1G1 v \ﬂ @ @ a % @ e |y
< > R.GSMYK[+162) T
Protein Coverage (double cick to dock / undock) 8|
Protein Coverage - | L/ N
1.50e+2 — T
T iooeae]
2
>,
€ ®
E 3
? £
soert & £ ir
= E 4
T . it
I I I }il J‘ I:‘= ’IL
w0 i i
200
60002 3 Mz ETors, search toi=75.0 pom
a00e2
=
“iELM
os0ev0 Fevee, o . ¢
20002
40062

0++

bl ||\i|\h||ﬁ

e i e o B B B A B e B e e S S B

IE-




5 PMI-Byonic D:\EdwardKern\Test_glycation\2MC_20171219_007_ G.wiff_Byonic\2MC_20171219_007_Gwiff_Byonic.byrslt (w2.15-67 develop) - 8 X
File Edit Window Help % Byonic™

“ uqepeqq] (Editor),
- &
v s
7 fnent=15© 7]
L Mods PEP PEP Obs. Cale. ppm  Off- Obs. Cale. Glycans
>HORVUSHI1G046550.1 gene=HORVUSHI1G0: PO Rape  Pos Sequence (variable) Score  Glycans i D miz mz  em ByX  MH MH  Clevage oo

>HORVUTHI1G064080.1 gene=HORVUTHI1GOI
>HORVUZHI1G081640.1 gene=HORVUAHI1GO!
>HORVUTHI1G000990.4 gene=HORVUTHI1GO!
>HORVUTHI1G000640.1 gene=HORVU1Hr1GOI
>HORVU4HI1G081660.1 gene=HORVU4HI1GO!
>HORVUBHI1G001150.1 gene=HORVUGHI1GO!
>HORVUSHI1G013480.1 gene=HORVU4HI1GO
>HORVU7HI1G035020.1 gene=HORVU7HI1GO:
>HORVUTHI1G001120.1 gene=HORVUTHI1GO!
>HORVUTHI1G000680. 1 gene=HORVU1HI1GO!
>HORVU3HI1G013060.1 gene=HORVU3HI1GO
>HORVUZHI1G122260.1 gene=HORVU2HI1G1;
>HORVU4HI1G089500.1 gene=HORVUAHI1GO!
>HORVUSHr1G000660.3 gene=HORVUSHI1GOl

2 gene=HORVUTHIIGOI | < 2
>HORVUTHI1GO19780.1 gene=HORVUTHIGO | | spectrum (double cick to dock / undock) E)
>HORVUZHI1G113120.2 gene=HORVU3HI1G1 - i
[ 19119 >HORVU2Hr1G116500.1 gene=HORVU2HI1G1' v \ﬁ & @ a %@ 2 e L3 by
< >

Protein Coverage (double dick to dock / undock) 8

RUIETPGPRYLAKL. ANIPQQER.C period=1 ,scan tine =12.7068

200043

2 w98 .
protein Coverage | * | (1] | . TETPGPRYLAKQQCCGELANT PROCR
= 173456785168 15 6 23

765432

150043 4

100043

Tntensty

500042

imm_L

b3-18
4
174+

- iy
v
4
2
—
E

2 y744
;.

bs-18

Lhors
3

ooceso 1 ‘L";"“'

2 g3
FETRTY PO Per | APPSR IPNT W RPN e . AT A
. 1 { .

2000 2200 1400




=
15 PMI-Byonic D:\EdwardKerr\Test_glycation\2MC_20171219_007_Gowiff_Byonic\2MC_20171218_007_G.wiff_Byonic.byrslt (w2.15-697 develop)

»,

Eile

Edit Window Help Byonic "

RS
uqepegg] (Editor),

b Peptide List (double cick to dock /undock) £l
1 repites W] fment=12 @ £~
oo POt s Mods B o PEP PEP o Delta shaMo Obs. Cal.  ppm Off-  Obs. Gl Glycans
>HORVUSHr1G046550.1 gene=HORVUSHF1GO- Rank  O% equence (variable) core lycans 2 D 9P Score Score  * m/z miz er. By-X  MH MH leavage “pos,
’:g""u‘”"ﬁw-:9="==“‘°RW‘“"°°' 1]228. 6 120 RK[+324.10565]SRPDQSGLMELPGCP... Ki(xgly /324.1056) 308 He@ 25¢-5 000014 460 2225 2225 3 T3233M8 7323488 -149 21949990 21950318 Specific 1 >HORVU4Hr1G081660.1 ge
> .
>HORVUTHI1G000990.4 gene=HORVUHI 160!
>HORVUTHr1G000640.1 gene=HORVU1HI1GO!
>HORVU4Hr1G081660.1 gene=HORVU4HI1G0:
>HORVUBHr1G001150.1 gene=HORVUBHI1GO!
>HORVU4HI1G013480.1 gene=HORVU4HI1GO
>HORVUTH1G035020.1 gene=HORVU7HF GO
>HORVU1H1G001120.1 gene=HORVUTHr1G!
>HORVU1Hr1G000680.1 gene=HORVU1Hr1GO!
>HORVU3Hr1GOT3060.1 gene=HORVU3HFIGO
>HORVU2HI1G122260.1 gene=HORVUZHIIGT:
>HORVU4Hr1G089500.1 gene=HORVU4Hr1GO!
>HORVUSHI1GO0860.3 gene=HORVUSHFGO!
>HORVUTHI1G006580.2 gene=HORVUTHIGOI || < 2
>HORVUTHrIGO19780.1 gene=HORVUTHAIGD | | spectren (double cick to dock /undock) )
>HORVUSHIIGT13120.2 gene=HORVUHAGT |~
>HORVU2Hr1G116500.1 gene=HORVUZHFIG! v @ 8 a4+ @ ¥ by~
& e R GCPR.E 223, period=1 cyc 12,560 time=10.3108
Protein Coverage (double cick to dock / undodk) 8|
Protein Coverage | * |/}
500042 -] 2 i
400002 ]
H -
£ 200002
200002
f— i: efll = ] ‘
& | g ., =
P Y I.Jhl‘ﬂ lL nl.JmJM..u( ‘.ff | i Hu\lli (I T b b w0
i St o Sl e e T T T T T T
200 400 600 mz 1000 1200 1400
3 rch tol=75.0
caoes J MzETOS, sear ppm
B
s0e2
=
2E 20002 - -—
- . ex3 *
000850 e, . . LI .
. . . . )
20002 . . . . .
.
T T T T T T T T T T T T T T T
200 400 600 mz 800 1000 1200 1400




T Pt Syomic O\ EdwardKer Testlycation ZMIC_20171215.007_Gwif_yonie\ZMIC_20171215.007_GwilByonie byree(w2.15-687 develop)

- 8 X
File Edit Window Help “ Byonic uqepegg! (Editor,
e e
proteins T8 18] 7 v Peptide List (double cick to dock /undock) 8
g bot | Peptides|18] &[] [} -
Rank oo POt - Mods s s PP PEP | . Dete shaMo Obs. Cal.  ppm Of-  Obs. Gl Glycans
& 111 >HORVUSHI1G046550.1 gene=HORVUSHI1G0: Rank o quence (variable) core lycans 0 1D 9 Score Score ¥ miz miz er. By-X  MH M €2V39€ s,
2|2 >HORVUTHr1G064080.1 gene=HORVU1HIIGH 1123%.. 9 116 RSHPDWSVLK+486,15847DLPGCPKE KSfugly / 486.1 3058 Hed 000014 000078 387 2178 1308 3 756830 7556875  -585 22650346 2650478 Specific 9 >HORVU7HI1G035020.1
©13]3  >HORVU4HIIGOS1640.1 gene=HORVUAHIIGO: " - - o
4]4  >HORVUIHIIGO00990.4 gene=HORVUTHr1GO!
©5]5  >HORVUIHIGO0060.1 gene=HORVUIHrIGO!
©16]6  >HORVU4HIIGOS1660.1 gene=HORVUAHIIGO:
F17]7  >HORVUSHIIGO1150.1 gene=HORVUSHI1GO!
8|8 >HORVU4HIGO13480.1 gene=HORVUAHTIGO
©18]9  >HORVUTHIIGO35020.1 gene=HORVUTHFIGO:
[110]10  >HORVUIHrIGO1120.1 gene=HORVU1Hr1GO!
B 11111 >HORVUTHIIGO06E0.1 gene=HORVU1HFIGO!
[4 12112 >HORVU3Hr1G013060.1 gene=HORVU3H1GO'
F113]13  >HORVU2HIIG122260.1 gene=HORVU2HI1G1;
[ 14114 >HORVU4Hr1G089500.1 gene=HORVU4Hr1GO!
115115 >HORVUSHIIGO0E0.3 gene=HORVUSHI1GO!
[ 16116  >HORVUTHr1G006580.2 gene=HORVUTHrGOI [ < | i
4 17]17  >HORVUTHIIGO19780.1 gene=HORVUTHI GO | spectrum (double cickto dock / undock) )
118118 >HORVU3HIIG113120.2 gene=HORVU3HrIG1 2 | g N
£4 19119 >HORVUZHr1G116500.1 gene=HORVUZHrGT' v \.",‘[ a1 ® u D4} | by vogp
< > R. [+486]DLPGCPK.E 223,  scan tme=12.5285
Proten Coverage (double dick to dock / undock) 8 N
Protein Coverage | = |- 800842
o
Gooas2
-g’-‘ E
H
00002
2,000+2 — 3 T D
E “ ks +
E ] H @ + 1 @ e E) @
EE LY Bim oS ] B ';‘3‘-{ ';Lzl 2 l | [
o \,\lwn‘.l‘.‘,JI.l“Ulu bl i, 2155 omiebiad bibesde gl Ecu il Lt b o0l g ol DRl b 0y Dl il s . N
Lot e b LB ST Rade Lln f1 10 e
200 400 00 e 800 1000 1200 1400
T m/z errors, search tol=75.0 pom
. 8
. . -
R .. . - . o
. .
- . .
.
.
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IE PMI-Byonic D:\EdwardKerr\Test_glycation\2MC_20171219_007_G.wiff_Byonic\2MC_20171219_007_G.wiff_Byonic.byrsit (w2.15-697 develop) - =] X
File Edit Window Help “ By

onic uqepegg! (Editor),

-~
B ® @

Proteins I8 3 < Peptide List (double cick to dock / undock) 8
Brot. ~| Peptides|1€| 12| | T fiment=14 @
Rank o0 Prot. . s Mods s a Pep PEP | oo Defta shaMo Obs. Calc.  ppm Of-  Obs. Gle. Glycans

(ZRIR >HORVUSHI1G046550.1 gene=HORVUSHr1G0: . Rank o5 equence (variable) core lycans 0 1D 9P Score Score 2 mfz m/z er. ByX  MH MH leavage “po.

4212 >HORVUAIGIANN.1 gene=HORVUIH1GH 11306.. 9 116 RSHPDWSVLK(+486,15847IDLPGCP... Kxaly /486.1 3250 Hed®) 000023 00013 364 2472 665 4 645654 64812 278 27752397 27753029 Specific 9 >HORVUTHrIG035020.1

(133 >HORVU4HrIGOB1640.1 gene=HORVUAHFGOI . - R -

(4]4  >HORVUTHrIG0009%0.4 gene=HORVUTHr1GOK

(55  >HORVUTHrIGO00640.1 gene=HORVUTHFIGO!

M6|6 >HORVU4Hr1G081660.1 gene=HORVU4Hr1GO!

(1717 >HORVUEHrIGO01150.1 gene=HORVUSHrIGOI

%I >HORVU4HI1G013480.1 gene=HORVUAHr1GO'

d& 5|9 >HORVUHI1G035020.1 gene=HORVU7HIIGO:

1010 >HORVU1Hr1G001120.1 gen JORVU1THr1GOl

M 11111 >HORVUTHr1GO00B80.1 gene=HORVUTH1GO!

[ 12[12  >HORVU3HrIGO13060.1 gene=HORVU3Hr1GO

[ 13113 >HORVU2Hr1G122260.1 gene=HORVUZHrIG1;

[ 14[14  >HORVU4Hr1G089500.1 gene=HORVUAHrGOI

11515 >HORVUSHrIGO0860.3 gene=HORVUSHr1GO!

16116 ORVUTHAGOl |1 < 2

& 17117 IORVUZHIIGD" | spectrum (double dlick to dock / undock) El

(1 18[18  >HORVU3HriG113120.2 gene=HORVUIHr1G1 .

[ 19119 >HORVUZHrIG116500.1 gene=HORVURHGT v | - [ &L & = < 4§ Bo4r | by v

< > R. [+486]DLPGCPKEPQR.D period=1 time=11.8584

Protein Coverage (double cck to dock / undock) £} ‘, ez P

Protein Coverage | - |[{.1 250042 Bupprlevirciuracibgs

EEEEEEE

b2

200042

15002 ]

100242 ]

b6-18
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x

e Edit ow Help # Byonic™ uqepegg (Editor),|
e e
~ o7 -] |PeptdeList (doubl cick todock fundock) L)
| Peptides|15] 18 [ 7] v
o POt o Seauence Mods Scoe Ghyeans PP PEP o Deta shaMo Obs. Cale.  ppm Off-  Obs. Gl (page OVEINS
M1 >HORVUSHr16046550.1 gene=HORVUSHr160: Rank - 5 (variable) e o) 1 29" Score Score mz miz er. ByX  MH H 9 Pos.
B42]2  >HORVUIHIIGOGA080.1 gene=HORVUTHIGI 11306.. 9 116 RSHPDWSVLK[+648.21129]DLPGCP... K(xgly /648211 3208  Hedd) 00012 00067 294 1937 657 4 7350876  T3S00M 928 2937.3284 29373557 Specific 9 >HORVU7Hr1G035020.1
M33 >HORVU4Hr1G081640.1 gene=HORVU4Hr1GO! ! 2 = Spe: -
©4]4  >HORVUTHrIG0009%0.4 gene=HORVUTHI1GOI
@55  >HORVUTHrIG000640.1 gene=HORVUTHI1GO!
(1616 >HORVU4HIIGOS1660.1 gene= HORVU4HI1GOI
(717 >HORVUEHI1G0O1150.1 gene=HORVUSH1GOI
(1818 >HORVU4HIIGO13480.1 gene=HORVU4H1GO
9|9 >HORVUTHrIG035020.1 gene=HORVU7HI1GO:
10010 >HORVUIHIIGOO1120.1 gene=HORVU1H1GOI
11]11 >HORVUTHIIGO0068D.1 gene=HORVU1H1GOI
12]12 >HORVU3HIIGO13060.1 gene=HORVUIHr1GO'
1313 >HORVU2Hr16122260.1 gene=HORVU2Hr1G1:
Mu |14 >HORVU4Hr1G089500.1 gene=HORVU4Hr1GO!
115115 >HORVUSHr1G000660.3 gene= HORVUSHI1GO!
[4 16116  >HORVU7Hr1G006580.2 gene=HORVUTHI1GOl || € 4
B 1717 >HORVUTHI1GO19780,1 gene=HORVUTHIGO' || spectrum (double dick to dock / undodk) &
118118 >HORVU3HIIG113120.2 gene=HORVUIHr1G1 - ~ o BB .
[4 19119 >HORVUZHr1G116500.1 gene=HORVU2HI1G1' v L'}{ Q19 Q @ i b by v
< > RS [ J period=1 cyde=601 time=11.7345
Protein Coverage (double dick to dock / undock) 8 ]
500042 - Coben
Protein Coverage | - ||t N WSVLKD: PGCPKEPQR
400e+2 )
HELEE
H
200002 ]
10042 £
- < 2 51
I h 2 o2 2
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File Edit Window Help 4 Byonic™

“ uqepegg! (Editor),

=} ) ™
proteins 18] 78] [ v Pepe o e 8k ek i)
g Pt ~| Peptides|[] 12
Rank oo POt oo ceauence Mods soe Ghans PP PP o Dea dtalMo  Obs Calc.  ppm OF-  Obs. Qe Cenage VNS
%‘I‘ >HORVUSHI1G046550.1 gene=HORVUSHI1G0: Rank . 5 (variable) E) 1D 9P Score Score miz miz er. ByX  MH MH Vage pos,
212 — = T 6he3 R e R SR
M33
(414
[ZEIH
=
@A77
Hele
Mle
& 10110
[=RIIR]
(12112
[ZRETRE]
M 1414
215115
£ 16116 < >
%:;H; Spectrum (double click to dock / undock) ]
21919 B e aa$+ @@ o |-
< 00w
1= L time=13.3470
Protein Coverage (double dick to dock / undock) 8| ]
Protein Coverage | - [/ |
80042
6.00a+2
H |
400042 | = @
£ & 5ot
B
i T ts =
@ 2 = &
200002 -] F 2 %% w ] 2 T |1 @ L3
g {5 E LR E o
L Lg ; PR e L
' i MY 5 M AT
[ ik o i ﬂl ik II“HII b “lvlvl Ly (R — i ll '
e Ly
) 1000 1200 1400
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20002 .
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File Edit Window Help “ Byonic® uqcpegg? (Editorl |

O

proteins [ mE Peptide List (double cick to dock / undock) El
7 e ] vepuses /1Y O =)
Prot, Prot. Mods PEP PEP Delta zita Mo Obs. Cale.  ppm Off-  Obs. Calc Giycans
Rank D L Rank  Pos Sequence (variable) Score  Glycans 0 D 9P Score Score I miz miz  em ByX  MH MH  Clevage “p 0
F111 >HORVUSHIIG0% 1292 1 27 ALNCGQUDSKMK[+486,15647IPCLT... K11Grgly /486.1585) 6170 He®) 7610 4e9 912 3967 218 5 TSI 7515363 1194 3I7BIE074 3783626 NRagged 11
202 >HORVUTHr1G064
#1313 >HORVUAHrG0S!
Maa >HORVUTH G000
[%HH >HORVUTHr1G006
@616  >HORVUTHrIGO3S
©1717  >HORVUTHrG000
d 88 >HORVUBHNGOO!
%K) >HORVU4Hr1G081
211010 >HORVU4Hr1G0sS
y >HORVU4Hr G013
>HORVUTHr 16001
>HORVU3HrGOT3
>HORVUIHNG00C || R
>YHRI74W ENO2! —
>HORVU2Hr16122 Spectrum (double dick to dock / undock) 8
>HORVU4Hr1G07C S
2 aQlala ¢ q by v 0T
118118 >HORVUZHrG12 ¥ | B . > W &b by v
< > qa [+486]PCL D= period=1 tme=116183
Protein Coverage (double dick to.. & ]
12e2-) cre brrock coo
Protein Coverage | - ||t ] . wccqvnsmpcmwbccpcp Ec?:ncgvn
Al sowea - e
] 4+
i
8.00e1 ] ]
S I - = .
£ 2 =
1 . Pody
send] 5 o |2 + 2§43 s
£ o S = -]
] £ S 3
200001 7 b 2 @ P
] HI \M” i | o | |||\ ”‘lHHH | (Il ”l [ AR [ |
: atnees ] I || I | L L1
50 60 T T T T
T Y S S i 100
frocercRsGECCNGVRDL —
= 40002 — mfz emrors, search tol=75.0 pom.
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£ E . ‘ .
L e S T * e + *
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20002 - . L
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Eile  Edit

B Ox

Proteins |8 18|
B -

Prot.
Renk
& 111
212
2303
414
[%EIH
M 616
a717
& ¢18
q&se
010
1
2112
3113
1414
5115
6116
7117
M 18118

<

Protein Coverage (double dick to ... &

Protein Coverage| | [l

- 8 X
Window Help # Byonic" uqepegg] (Editor),
® @
Peptide List (double cick to dock /uncock) s
peptides 18] 12 <] T friment=6 © £-
~ Prot. Mods PP PEP Delta sk Mo Obs. Calc.  ppm OF-  Obs  Cakc. Giycans
FID Renk PO Sequence (variable) Scare | Glycans £ D 9P Score Score 2 miz miz em ByX  MH M Clevage Tpo 0
1]265.. 1 36 KMKeT [PCLTYVQGGPGPS... Al 6133 He(l)  13el2  Tel2 1188 524 524 4 69583 620525 681 25150912 25151084 Specific 2 >HORVUSHrIGI46550.1 gene=HORVUSHIGO46550
>HORVUTHr1G064
>HORVU4Hr1GO8T
>HORVUTHIG00O
>HORVUTH1G00E
>HORVUTHIG035
>HORVUTH1G000
>HORVUBH1GOOT
>HORVUSHrIGO81
>HORVU4H1G08S
>HORVUSHIGO13
>HORVUTHr1G0OT
>HORVU3HIGO13
>HORWUIHAGOOC || R
>YHRIZaW ENO2!
Spectrum dock / undock) L
SHORVUSHAGOTC | f o o | & 3 i
>HORVU2HI1G122 ¥ W eaa+ i W
> KMK[+162)PCL period=1 , scan time=10.7004
500042~ ¢ MKPCLTYVQGGPGPSGECCNGVR
] £ 12728678910 H i
proves
o002
] +
t i
200042 R 2 = 1 .= o
] 7| I L g LI P T3 o2 Ty =52
TN TRTERR AN N S 0 O O 5 I U 2 PR G S
o] 17 PR I O -SOTN10 T ATPOON ) S APV 1 1 EUUURTIY T I 1 AT W L i
Lt e ! : ' '
200 400 500 e 800 1000 1200
o o0ez ] mizerrors, search toi=75.0 pom
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-
e L+ 4 . . P . L. : . . A
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—




| Eile

=S e

T Textfiter... P~

Edit Window Help

Byonic ™

“ anouwe (Editor),

a
T iment=18 @ -

|Log Prob| lLo;‘;
78022 2094 |=
68512 2369
2173 1802
20426 1726
28690 1841
25065 1500
2140 1526
20557 1838
20339 1587
18304 1864
13805 1523
1912 1688
12647 1559
12621 1416
12290 1410
10746 1410
9346 1201
8547 1488
8346 1464
8275 1453
8106 1803
7942 1487
7346 1001
6494 1509
6242 1081 ~

Protein Coverage (double diick to ... &

Protein Coverage
Sample Protein
name name
« m »

Protein
Name

>HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550

dtaMo ppm  Off-
Score em.  ByX
268 201 3163

¥3

1 period=1 cyde=819 experiment=18,scan time=10.5880

124+

llnh”“ M“Miudlhi m‘"ﬁ"ml il ”I ’lthlll\Ll Mll |

144+

=

i 1 “hlm il g 1 b j

Peptice List (double clck to dock /undock)
Peptides
:;Zt Pos. Sequence
1 36 KMK[+810.26412]PCLTYVQGGPGPSGECCNGVRD
<
Spectrum (double cick to dock /undock)
W oelala ¢ [B 0 o {3 [w[H[m
{ kmcpssiopay CNGVR.D 2=4,
4,00e+02 —
3.00e+02 —
2.00e+02 —
i -
] £
N a
1,00+02 ] N =
| > l
o
i H 9
oosero 1l | ’|||||| |Hmll b |h || h“l.hm‘ﬁ
200
7 m/z errors, tol=75.0 ppm
.
= * ¢
] .
100002 3 .




File Edit Window Help # Byonic™ “ anouwe (Editor),
=S e
Peptide List (double ciick to dock / undodk) 4
T 7extfier.. P-  Peptides T eriment=8 € -
Be ~ || prot. Protein Obs. Calc. Mods PEP staMo ppm  Off-
LogProbl o S| pane | Pes Sequence Glycans e Score Cleavage z = s % ILogProb| Score ‘en By
78022 2094 |=(]10 63 RAQQGCLCQVK[+16205282]DPNYGHYVSSPHARD Hex(l)  >HORVUAH1G089500.1 gene=HORVU4Hr G089500 5008  Specific 5 5974746 5074750  Kil(xgly/1620528) 13e08 790 1595 081 208
68512 2369
2173 1802
20426 1726
28690 1841
25065 1500
2140 1526
20557 1838
0339 1587
18304 1864
13805 1523 || <[ i D
12012 1688
Lar 1559 | | Seechum bl dkto doc/ undoc) : 8
12621 1416 B/ alaja ¢ 90 Ly | by o
129 1410
10746 1410 _| R-aQqeCLCQYVKL+162]0P .D 2=5, ple=1 period=1 cy xperir ,scan time=10.2803
9346 1291 10 654321
8547 1488 N L o ol ol ol ol ol
GCLCQYVKDPNYGHYVSSPHAR
845 18 || o] . P i i
8275 1453 ]
8106 18.03 T -
7942 1487 4 ]
7346 1001 | £
6494 1509
6242 1001 || soesn2
5
Protein Coverage (double dickto ... & | i
Protein Coverage Q] g i o
Sample Protein 4000402 ] ] o ®
name. name £
T o
. = +
< n » 5
2.00e+02 — k-4 =
e, +
B £ o + Ly ] i
E o PR3 = ] .
1 M M M l W il \ I i | i
g = o =
0000400 ] L u | 1 ||||Il " ! Wl“nlllm il II‘IM IJI.IJLI[M-I.L.LMIIIJM|‘hl|ﬁ|lw| Llhwliw lllll T il ||Ii ||Ii||i||im|nlh | |I|I\hll||\|lhll TV |J I N '.| | ’I ' 1 L L b
200 400 600 mz 800 1000 1200 1400
| miz errors, tol=75.0 pom
2.00e-02 —
] . . .
.
0.002+00 —| v .
- 4 c . . . . . .
2Z 1 . . .
5 -2.00002 .
] .




Eile Window Help Byonic anouwe (Editor),
W B @
——— Peptide List (double cick to dock / undock) °
T Textfiter... P~ T iment=20 €@ P~
Be ~ Protein Obs. Calc. Mods PEP Delta  PEP :taMo ppm Off-
[Log Prob] ¢ Sequence) Gycans Name Score | Cleavage| z | 0 m/z (variable) 2 MogProbl g oo 1D Score e  ByX
78022 2094 |=|[1 a3 R.GIHNLNLNNAASIPSK[+162.05282]CNVNVPYTISPDID.C Hex(1)  >HORVUSHrLG046550.1 gene=HORVUSHrLG046550 6443  CRagged 3 11102092 11192207 Kl6(xgly/162.0528) 65e1l 1018 4213 34e10 4213 -10.29 3355
68512 2369
42173 1802
20426 1726
28690 1841
25065 1500
2140 1526
20557 1838
20339 1587
18804 1864
13805 1523 <1 i 0
1012 1688
! &
1647 155 | Spectm (double dck to dock undodk) :
wa  ws | [@ @le|a ¢ @ o o £ [oy [
12200 1410
10746 1410 - RUGIHNLNLNNAASIPSK[ +162]CNVNVPYTISPDID. C 2=3,scan#=sample=1period=1cycle =926 experiment=20,scan time=13.8677 =780
ot
93.46 1291 1.00e+03 30 2 15 10987654321
8547 1488 i B r rrfC orCrCen
GIHNLNLNNAASIPSKCNVNVPYTISPDID
L] A5 i 14de78ad 7 T A0 A 4
8275 1453 -
8106 1803 1 =
7942 1487 8.00e+02 |
7346 1001 J
64.94 1509 _
6242 1091 ~ ] =
‘ 5 J
Protein Coverage (double dick to _ oz
Protein Coverage E )
San‘mle Protein 4
name name -
4.00e+02 — -
[
) o
i 3
« . » ] +
X
2.00e+02 — g
- o +
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0002400 — N PRI I8 (% (PO Y P RETY RPN SR 1w s il e :llunlllml‘i ik J.-:im.ln il IJH. ||I||ll|iil||‘xIL‘J| \ ) I' n.un'--‘lm.nm'm|| ITTNE il Al I i [
200 400 600 800 1000 1200 1400
600002 -] M/z errors, tol=75.0 ppm
4.00e-02 .
*
.
. E 2.00e-02 ry
2 .
o3 . B R .
© 0.00e+00 - - . -
. * * ‘ .
-2.00e-02 .
. . R
4.00e-02




File Edit Window Help
B Ox

Proteins

5 @

4 Byonic™

Peptide List (double dick to dock / undock)

EBE &

“ anouwe (Editor),

8

T iment=21 @ £~

] g::‘ JLog Prob| |Loger7
@11 78022 2094 |=
212 68512 2369
313 427173 1802
414 242 1726
515 28690 1841
6]6 25065 1500
717 23140 1526
8|8 20557 1838
9|9 20339 1587
10(10 18804 1864
111 13805 1523
1212 12912 1688
13[13 12647 1559
14[14 12621 1416
15[15 12290 1410
16[16 10746 1410
17]17 9346 1201
18[18 8547 1488
19]19 8346 1464
20(20 8275 1453
2|21 8106 1803
2|2 7942 1487
23|23 1346 1001
24|24 6494 1509
25125 6242 1081 ~
< g D
Protein Coverage (double cick to ... &
Protein Coverage

San‘mle Protein

name name

P IR T N I I I Y

Prot. G Protein Obs. PEP Delta PEP :taMo ppm Off-
Ronk | Pos- Sequence Glycans - Score Cleavage z o o logProbl sTt 1o s e ByX
1 83 R.GIHNLNLNNAASIPSK[+810.26412]CNVNVPYTISPDIDCSR.I Hex(5)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 6309 Specific 4  1088.2491  1088.2557  Ki6(xgly / 810.2641) 86e-09 807 1385 45e-08 794 -611 4349
ql i »
Spectrum (double diick to dock / undock) 8
B a[e)o +[6]° - o GHH
2.00e+02 - R.GIHNLNLNNAASIPSK[+8 10]CNVNVPYTISPDIDCSR. I z=4,scan#=sample=1 period=1 cyde=911 experiment=21,scan time=13.4098
i GII'D‘!LNLNNAASIPSKCNVNVPYTI_SPDID.CSR
1234867894 23 £
J + N
2]
1.50e+02 — =
] .
E o
] z 2
5.002+01 — . o
® &
) z i 8= E
E . - 2 + H I &
i Al il (’H | i “\ w11 11 | |
soeso |11 | |||‘ Al [ [N I‘ ] |||||||||||II||I NI} |||I 1111 |||||||I|II|II L ||||III|||||HI||[| Ilhl I‘II ] IJ ||||| IIi ||||I||I||‘|II||I|||I||| I|||" |||“|I\|IIIIIII|“III| Iillllil\lll ||1||| |I|I|III‘ IIIJIIMH (11 MI III||I|||||||II||||||||I| ‘ | ]l | , ‘ ‘
zoo ) 1000 1400
4,00e-02 —{ m/z errors, tol=75.0 ppm




Window  Help
= x B @

Byonic ™

Peptide List (double diick to dock / undock)

“ anouwe (Editor),

. P-  Peptides T sriment=2 @ £-
Be ~|| prot. Protein Obs. Calc. Mods PEP Delta  PEP  :taMo ppm Off-
|LogProt] |LogF Rank bos Sequence Slycans Name ScorclfiCleavageli2 m/z m/z (variable) 20 Log Prob| Score 10 Score er. By-X
780.22 2094 2|3 117 D.PSTGNVGQSGLMDLPGCPR.E >HORVU4Hr1G081640.1 gene=HORVU4Hr1 G081640 4177 NRagged 2 9434446 9434484 18e-07 676 3460 9.2e-07 3460 -399 1885
68512 2369 6 116 R.SHPDWSVLK[+162.05282]DLPGCPK.E Hex(1)  >HORVU7Hr1G035020.1 gene=HORVU7Hr1G035020 3816 Specific 4 4859951 4859910 K9(xgly / 162.0528) 51e-06 529 3475 27e-05 1391 842 1940
421.73 1802
294.26 17.26
286.90 1841
250.65 15.00
23140 1526
20557 18.38
20339 1587
188.04 1864
138.05 1523 < [ »
12012 16.88
ctrum i indock) -]
1647 1559 | |LSeectum (Goubl dicto dock fundocd) =
12621 1416 | elala ¢ @ D0 b | by o|f
12290 1410
10746 1410 4.002+02 — R.SHPDWSVLK[+162]DLPGCPK.E z=4,scan#=sample=1 period=1cyde =899 experiment=2,scan time=13.0208
93.46 1291 -
8547 1488 i
8346 1464 N
8275 1453 1 g
8106 1803 g £
7942 1487 3.00e+02 -]
7346 10.01
6494 15.09 1 £
6242 1091 ~ — E
L £
1 g
Protein Coverage (double dick to ... & . J o
Protein Coverage E] £ 200002 ]
Sample Protein R £
name name i
| n
J I, % 1.00e+02 —
4 = b3
g i 3
B e + H ]
] = ® : %
22 2 3 g ®
Y AN e T | l i T A
0.002+00 — Il 1] ||I hi I Il IIiIII kll |J|I||I |i 111 ‘Hlllllhlll“ | I||Ii|||||l|| IIIIi IIIlIJl LTIV (TR i"lllll IIIIIIIIJIIIIII I| IIIIIhI il H L1 IIIIII (M1} 1 Il III‘ I II [ II N I.l 1 ; . | . II
200 400 500 mz 500 1000 1200
m/z errors, tol=75.0 ppm
5.00e02
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5% 200002
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.
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Window Help

Byonic

Peptide List (double diick to dock / undock)
Peptides

Prot. Be -
Rank | -°9Probl 1 og7 ]
11 702 2004 =
22 es12 236
33 13 1802
414 294.26 17.26
5|5 286.90 1841
6|6 25065 15.00
717 23140 15.26
8|8 2557 1838

Prot.

Ramk | Pos: Sequence

98 99 R.TLADYNIQK[+324.10565]ESTLHLVLR.L

>HORVU5Hr1G065170.1 gene=HORVU5Hr1G065170 610.3155 610.3220 K9(xgly / 324.1056)

<1

Spectrum (double dick to dock / undock)

E @ |lale a%o@j, %) U by |v|| 557

8

Sample Protein
name name

6.002+02

Tntensiy

L
imm_Y
b2

imm_L

Jl.i. 1..|||m|I

= imm_v
= imm_H

oanercoJ__1 |

m/z errors, tol=75.0 ppm

| R.TLADYNIQK[+324JESTLHLVLR.L z=4,scan#=sample=1period=1 cycle =882 experiment=7,scan time=12.5064

Y84+
Yo+
bo-18

— ~yp11

i ind iy :IlllJlI |\l poin
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Peptide List (double dick to dock / undock)

anouwe (Editor),

T fiter... P~  Peptides T iment=19 ©
Prot. Be [ prot. Protein Obs. Calc. Mods PEP Deta  PEP staMo ppm  Off-
Rank | 9P joge | Rank  Pos SSqence Clycas Name Score |Clewage| z | m/z (variable) o legProbl e b Score em  ByX
11 omes 2095 |=|[1 93 AASIPSK[+324.10565]CNVNVPYTISPDIDCSRI Hex(2)  >HORVUSHr1G046550.1 gene=HORVUSHrLG046550 5010  NRagged 3 9350889 09351052 9509 802 3198 5508 3798 1745 280:
212 sueT 2025
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1414 8985 1560 ®m elala ¢ [1] 00 L3 by o
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Text fiter.. P~ Peptides T iment=15 @ P~
100 proni | o Bel2l Prot. B = = Protein = = Obs. Calc. Mods PEP Delta  PEP :taMo ppm  Off-
ILog Probl g ¢ Rank = 'Oo% equence yeans Name core | Sleavage) z m/z miz (variable) Score 1D Score em.  By-X
92195 2095 |=|[4 5 ASAILGGTK[+324.10565]PSGECCGNLRA Hex(2)  >HORVU4HI1G089500.1 gene=HORVU4Hr1 G089500 ed 3 6963174 6963250  K8(xgly /324.1056) 2507 3352 14e06 3352 -1218
50467 2025
37413 1669 —
31494 1925
30314 1617
0077 1836
22599 1367
20757 1583
16793 1483
16541 1565
16000 1347 < i »
15376 1567
pectrum 8
1217 0 £ (double diick to dock / undock) -
8085 1560 B alala ¢ [1] L3 | by [off o
8647 1383 3
7989 17.04 Ja {PSGECCGNLR A 2=3, 1period=1 cyde=581 experiment=15,scan time=9.2670
7577 1165 1
6711 14.29 P
6532 1463 !
62.38 1348 B =
58.01 14.50 b =
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Text fiter... P~ T iment=18 @ -
Prot. Be ~|| Prot. Protein Obs. Calc. Mods PEP Delta  PEP ctaMo ppm  Off-
Rank | 9P jogf| Rank | PO Sequence Glycans Name Score |Clewvage) z | m/z (variable) 2 1o9Probl o 1D Score  em | ByX
1)1 92105 2095 |= (/4 45 ASAILGGTK[+486.15847]PSGECCGNLR.A Hex(3)  >HORVU4Hr1G089500.1 gene=HORVU4HrG089500 3027  NRagged 3 7503349 7503435  KB(xgly/486.1585) 19e-06 573 2301 11e05 2301 -1142 2248
2]2 50467 2025
303 37413 1669
414 31404 1925
515 30314 1617
6|6 30177 1836
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8|8 20757 1583
9|9 16793 1483
10110 16541 1565
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&
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24124 4975 956 1.00e+02 =
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< [ y 1 3
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Be Protein Obs. Calc. Mods PEP Deta  PEP =taMo ppm Off-
]|L°9P'°"| lLog § Sequence Shcans Name Score |Cleavage| 2 | np m/z (variable) 2 [ogProbl o 1D Score em  ByX
92195 2095 |= 4 1 D.AGAACEPAQLAVCASAILGGTK[+162.05282]PSGECCGN[+0.... Hex(l)  >HORVU4H1G089500.1 gene=HORVU4Hr GO8IS00 3042 NRagged 3 10611509 10611592  K22(xgly/1620528); N30(Deamidated / 0.984) 46e-06 534 1584 26e-05 1584 -1.90 3181
50467 2025
37413 1669
3494 1925
30314 1617
30177 1836
2590 1367
20757 1583
16793 1483
16541 1565
16000 1347 || <] il D
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8985 1560 m oalalq o%o@ 2 ® £ -lﬂ.m
8647 1383 = J
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7577 1165 1 - s
6711 1429 2502402 — B ACET i seTRpScE
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ma s EES; i 26 % %
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T Textfiter.. P-  Peptides 7 iment=21 € £~
Prot. Be ~|[ prot. Protein Obs. Cale. Mods PEP Deta PEP staMo ppm  Off-
[V Rank | Io9Probl oot | Rank | Pos Seduence Name Score |Cleavage| z | p m/z (variable) o 19Pobl goe 1D Score em  ByX
11 o195 2095 |=||2 524 E.QPQGGK[+07231694]QPFHCQQTTVSPHQGQQTTVSPHQG... Hex()  >HORVUIHI1G064080.1 gene=HORVULHr GOG4080 3151 Non 8 7844906 7843600  K6xgly/9723169) 00095 202 831 0038 831 665 1
212 sueT 235
33 313 1660
44 3 1935
5|5 314 1617
616 30077 1836
717 2599 1367
8|8 2757 1583
9]0 16793 1483
1010 16541 1565
m 16000 1347 || <] 8
121215376 1567 /o tum (double click to dock /undock) £
17 1232 = s R
8985 1560 i @ lalQ eﬁo@ 2 9 O3 -.
8647 1383
79.89 17.04 | E.0PQGGK[+972]QPFHCQQTTVSPHQGQQTTVSPHQGQQTTVSPHQGQQTTVSPH.Q 2=8,scan# =sample =1 period=1cyde =536 experiment=21,scan tme=7.8657
7577 1165 g e a a ..
:;; 3;-: 100z QPQGGKQPFHCQQTTVSPHQGQQTTVSPH%GQQTTVSPHQGQQTTVSr b
g 2 8916 43
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T Peptide List (double click to dock / undock) 8
Y Textfiter... P~ T iment=19 @ £~
Be ~ Protein Obs. Calc. Mods PEP Deta  PEP :taMo ppm  Off-
ILog Prob] g ¢ Sequence Glycans Name ScopiiGleaageiz m/z m/z (variable) 2D, [ILogProbllic oo | 1D |iScorel | emi|.By:X
= X = o) > i gene=| i gge gl e e
92195 2095 |= |1 8 H.NLNLNNAASIPSK[+162.05282]CNVNVPYTISPDIDCSR1 Hex(l)  >HORVUSHr1G046550.1 HORVUSHI1G046550 6651  NRagged 3 11322062 11322133  Ki3(xgly/1620528) 3le12 1151 5039 18edl 5039 628 3394
50467 2025
37413 1669
3494 1925
30314 1617
30177 1836
2599 1367
20751 1583
16793 1483
16541 1565
160.00 1347 <[ n, »
15376 1567
Spectrum (double indock 8
w17 1232 i (double ik to dock /undock)
8985 1560 B elale o?p@ D0 L3 | by o[
8647 1383
79.89 17.04 | H.NLNLNNAASIPSK( + 162]CNVNVPYTISPDIDCSR I 2=3,scan=sample=1period=1 cycle =727 experiment=19,scan tine=13.7647
7571 1165 1
67.11 1429 1.202+03
6532 1463 1
6238 1348 1
5801 14550 1 =
5736 1567 1.002+03 —
5041 1715 1
4975 956 B
4971 ux - R
» 8.00e+02 —
Protein Coverage (double diick to _ ]
Protein Coverage g i
= ~ 6.00e+02
Sample Protein ]
name name ]
1 o
4.000+02 =
< [} » 7
] 5
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T iment=12 @ £~

Log Prob| ILozef
o195 2095 |=
594,67 2025
13 1660
30 1925
30314 1617
N7 1836
22599 1367
w757 1583
16793 1483
16541 1565
16000 1347

S)

Protein
name

Protein Obs. Calc. Mods PEP Deta  PEP ctaMo ppm  Off-
Sequence Glycans Name Scorel[Cleavage iz m/z m/z (variable) 2p |llogProbl g 0| 1D | Score | em. |ByX
4 a LAVCASAILGGTK[+162.05282]PSGECCGNLRA Hex(1)  >HORVU4HI1G089500.1 gene=HORVU4HI1G089500 6379  NRagged 3 757.0192 7570255  Ki2(xgly/162.0528) 612 112 4823 34ell 4823 831 2269
< I »
Spectrum (double dick to dock / undock) 8
@ e(@e (@ o & [whls
4.002+02 | L AVCASAILGGTK[+162JPSGECCGNLR. A 2=3, period=1 cyde=651 experiment=12,scan tine=11.4133
7 o 5 1
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T iment=17 @ £-

R.AAVALNCGQVDSK[+1134.36976]MKPCLTYVQGGPGPSGEC... Hex(7)  >HORVUSHr1G046550.1 gene=HORVU5Hr1G046550
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Specific

K13(xgly / 1134.3698); N33(Deamidated / 0.9... 0.0014

staMo ppm
Score e,
294 8.56

n
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243 by o 0

|Log Prob| |Lo:ef
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Peptide List (double dick to dock / undock) &
- T iment=19 @ £~
. Prot. Be ~|| prot. Protein Obs. Cale. Mods PEP Delta  PEP :ztaMo ppm  Off-
Rank [Log Prob] |Log F Rank Eo= Sequence Glycane Name ScorelClenagel iz m/z m/z (variable) 2D [Log Prob] Score 1D Score  er.  By-X
92195 2095 =4 63 RAQQGCLCQYVK[+324.10565]DPNYGHYVSSPHAR.D Hex(2)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 555.7 Specific 4  787.1064 787.1052 Ki1(xgly / 324.1056) 59e-06 523 3002 34e-05 3002 156 3145
594.67 20.25
37413 1669
31494 19.25
30314 1617
30177 1836
22599 1367
207.57 1583
167.93 1483
16541 1565
16000 1347 < i »
153.76 1567 5
11217 1232 Spectrum (double dick to dock / undock) - &
89.85 1560 @ |la|la @ URNCEE e N T Fid
86.47 1383 r
79.89 17.04 R.AQQGCLCQYVK[+324]DPNYGHYVSSPHAR.D z=4,scan#=sample=1 period=1 cyde=610 experiment=19,scan time=10. 1752
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: 4
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Text fiter... P+ T iment=10 @ £~
Be ~|| Pprot Protein Obs. Calc. Mods PEP Deta  PEP  :taMo ppm  Off-
ItogProb] oot gl Rank | POS- S EETE Name Score | Clemvage| 2 ||/, m/z (variable) [o9Probl e 1D Score  em  ByX
92195 2095 =|[3 311 RLSTEPEFIENHIPK(+162.05282]QTVEVGR.F Hex(1)  >HORVU4HrGO13480.1 gene=HORVU4Hr1G013480 3206  Specific 4 6470784  647.0828  Kld(xgly /1620528) 85e06 507 2023 48e05 2023 684 2585
50467 2025
37413 1669
31494 1925
30314 1617
0077 1836
22509 1367
20757 1583
16793 1483
16541 1565
16000 1347 || <[ i ’
15376 1567
8
1217 13 Spectrum (double dick to dock / undock)
8085 1560 m alala ¢ @ 00 L by v
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7577 1165 1
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T iment=17 € £~
Be # Protein Obs. Calc. Mods PEP Delta PEP :taMo ppm  Off-
Log Prob| |, ¢ Sequence Clycans Name Score | Cleavage| z | ry m/z (variable) 20 |IlegProbll e | 1D | 'score | em. | By-X
921.95 2095 |=[|16 75 R.TICGCLK[+324.10565]NVANAAPGGSEITR.A Hex(2)  >HORVU3Hr1G081170.7 gene=HORVU3Hr1G081170 316.7 Specific 3 8003775 800.3858 K7 (xgly / 324.1056) 86e-06 507 2434 49e-05 2434 -1041 2399
594.67 20.25
37413 1669 —
31494 19.25
30314 1617
30177 1836
22599 1367
207.57 15.83
167.93 1483
16541 1565
16000 1347 <[ I} ’
ﬁz;g Bg; Spectrum (double dick to dock / undock) -]
8985 1560 W oalala % @ 2 e 3 -|ﬂ-
86.47 13.83 =
79.89 17.04 2.50e+02 — R.TICGCLK[+324] TR.A 2=3,; wple=1 period=1 cyde=662 experiment=17,scan time=11.7565
7577 11.65 T
6711 1429 7
65.32 1463 7
62.38 1348 1
58.01 1450 2.00e+02 — 3
5736 1567 g
5041 1715 B
24|24 49.75 9.56 4
25125 4971 1423 ~ _
el 0 L50es02
Protein Coverage (double dickto ... & | R
Protein Coverage E :
Saraple T
name name 1.00e+02 —
i o -
« mn » :
5.002+01 — t
b = 2
] & I + ® o n 2
m - =
oaeso Il || | |||I“||‘III‘| |||||||I“I’h|l|”lllllIIIX||| ||||||I||||||il|‘||||“l|l|||||hl|||| ] ||I|I| |||||]|il‘|||||“||lI||’|I|III|ILI| ||||||||i| Builas Hlluim illllllil ||||||||III|II|||||||||‘I||||||II||| ||||||||||||Ii||||| 11 AR |||||III|_| Ll ””””h"l“.“"I (IR I.' -
500 - 1000 1500
60002 m/z errors, tol=75.0 ppm
400202
*
200002 . =
o, 0002400 - . *
w E *
£ 2 2.00002 . . R
< *
4.00202
6.002-02
8.00202




File Edit Window Help

Byoni anouwe (Editor),
mx ® @&
Peptide List (double diick to dock / undock) ?
iment=12 © £~

Be *| Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm  Off-
[Logbrch |Log F Sequence Clycans Name ScorellCleavage/ 2 m/z m/z (variable) 20 ILoglch Score 1D Score  er.  By-X
92195 2095 |=| |15 41 R.VGK[+324.10565]SIPINPLPACR.E Hex(2) ~ >HORVU2Hr1G122280.1 gene=HORVU2Hr1G122280 4199 Specific 3 596.9805 596.9852 K3(xgly / 324.1056) 18e-06 575 3666 1e-05 3666 -797 17@
594.67 2025
37413 1669 —
31494 19.25
30314 1617
30077 1836
22599 1367
20757 1583
16793 1483
16541 1565
160.00 1347 < i »
15376 1567
Spectrum (double undock] 2
1217 1232 cum {(oubie Gk dork fdoc) -
w1560 | @ @fala ¢ @ 2 ® {3
8647 1383 7
79.89 17.04 R.VGK[+324]SIPINPLPACR.E z=3,scan#=sample=1period=1 cyde=636 experiment=12,scan time=10.9560
7577 1165 T
6711 1429 4
6532 1463
6238 1348 T
5801 14.50 1.50e+03 — =
5736 1567 i
5041 1715
4975 9.56 1
4971 1423 ~ ]
»
Protein Coverage (double cick to .. & 1
£ 1.00e+03 —
Protein Coverage H -
Sarﬂple Protein J
name name
« [ » 5.002+02
> ~
7 E -
4 b Z
g = 2 o i 3 ®
| L bl | i : | it : : 2, &
3 2 2 =
000es00 b bu .“..l.... it thu I ol bl |.h|]u|l|ll|uhmll“.“ nJJm..Alui.l hllm”m.thl..l.lhl skt il hutold i |||Ml|ll|ii.l aiba s b b blbbedb e 0l JIIJ o Lalhe | o T . : i 1
T T T B R Y T T T = T T T T 1 T T T T T T v T
200 400 00 mz 500 1000 1200/
4,ooe-oz—- mj/z errors, tol=75.0 ppm
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File Edit Window Help “% Byonic™ anouwe (Editor),
LR
Peptide List (double diick to dock / undock) =]
T Textfiter... P~ T iment=18 @ £~
Be Protein Calc. Mods PEP Delta PEP  :taMo ppm  Off-
ILeg Prob] - o Sequence Clycars Name Cisaa08 m/z (variable) o e9Probl goe 1D Score em  ByX
82290 2108 |=|||4 32 A.GAACEPAQLAVCASAILGGTK[+48615847JPSGECCGNLRA  Hex(3)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 NRagged 3 11451874  K21(xgly / 486.1585) 36e-06 544 2229 19e-05 2229 503 3433
50395  18.26
42569 2264 —
8422 1754
27518 1599
23780 1894
20252 1607
19610 1507
18663 1574
18599 1591
13674 1329 < i 3
ggﬁz E‘: Spectrum (double dlick to dock / undock) 8
12881 1535 WM oalala % @ 2 e 3
12043 1307 S00e0r
11476 1759 ’ A.GAACEPAQLAVCASAILGGTK[+486]PSGECCGNLR. A 2=3,sca ple=1period=1 cyde=944 experi 18,5can time=15.2477
10449 1392 7 30 20 .15 J09876.54321
88.60 1768 H i H H I i
i GAACEPAQLAVCASAILGGTKPSGECCGNLR
86.59 1512 12348678910 i 24 2% %
8293 1345 |
8217 1035
7497 10.50 6.002+02 —
7494 1174
7491 1510 1
7413 1517 ~ |
»
Protein Coverage (double dick to ... & _ T
Protein Coverage § 4.00+02 —
Sarr?ple Protein T
name name
< Ul 4 2,00e+02 | -
] ® 2 +
4 o 3
o e ) e it b Ll i
ovesoo o L Lkl Hi o i e o o ko ] Do o hnae st 1 bbb s sno o Y |i|| b I1||| | :
200 400 600 800 1000 1200 1400 1600
120601 m/z errors, tol=75.0 ppm
1.00e-01 *
8.00e-02
L E
2 S 6.00e02
o
3
4.00e-02
.
2.00e-02

0.002+00




Window Help %  Byonic™ anouwe (Editor),
B x B @

Peptide List (double cick to dock / undock) 8

S Textfier.. P-  Peptides T iment=21 @ £~
Be +|| prot. Protein Obs. Calc. Mods PEP Deta  PEP  :taMo ppm  Off-
IogProbl 105 | pone | Pos Sequence Glycans i Score Cleavage z v iy (varinble) o leaProbl o8 T o er By
82290 2108 |=(|1 2 ALNCGQVDSK[+162.05282]MKPCLTYVQGGPGPSGECCNGVR.D Hex(l)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 6040  NRagged 3 11538566 11538538  K9(xgly /162.0528) 43e-09 836 4918 22e-08 122 241 34!
50395 1826
42560 2264
8422 1754
27518 1599
23780 1894
20252 1607
19610 1507
18663 1574
18599 1591
136.74 1329 <[ n »
ggﬁ gfg Spectrum (double dlick to dock / undock) -]
12441 1535 @ elala ¢ [E] 2 o
12043 1307
11476 17.59 1.002+03 — A INCGQUDSK[+162JMKPCLTYVQGGPGP: D 2=3; nple=1period=1 cyde=825 21,5can time=11.5771
10449 1392 T 20 W15 L1
8360 1768 i o checcck
LNCGQVDSKMKPCLTYVQGGPGP:!
w12 ] R S e T
8293 1345
8217 1035 8.00e+02 —
7497 10.50 ] SRR -
7494 174 i
7491 1510 b
7413 1517 ~ E
D 6002402 —
Protein Coverage (double dick to ... & | ]
Protein Coverage E] E E
Sample Protein 1
name name 4.00e+02 —
< m 3 B
2.00e+02 — ®
i =
i + B
_ - = -
1 2 2 3 - 2 5 = == H o
= = 3 9 J o 2 = == ] | | ] =
000ev00 __1 o e w gl i mn o g onl o o ey b oo o oo e b b ko b s b o ool o1 w1
500 oz 1000 1500
500202 4 m/z errors, tol=75.0 ppm
4.00e-02
.
3.00e02 * .
.
2 2.00e02 - -
B B
°F 100002 . .
3 . s
0.00e+00 3 . . . .
-1.00e-02 .
-2.00e-02




File Window Help %  Byonic™ anouwe (Editor),
=S e
Peptide List (double dlick to dock / undock) &
£~ T iment=20 € £~
Be 4. Protein Calc. Mods PEP Delta  PEP :staMo ppm  Off-
[Log Prob| |Log F Sequence Clycans Name Cleaace m/z (variable) 20 [Log Prob| Score 1D Score  em.  By-X
82290 2108 |=| |1 2 ALNCGQVDSKMK[+486.15847]PCLTYVQGGPGPSGECCNGVR.D Hex(3)  >HORVU5Hr1G046550.1 gene=HORVUSHr1G046550 ed 4 K11 (xgly / 486.1585) 16e-18 1779 8638 82e-18 411 -11.56 378j
503.95 18.26
42569 2264
28422 1754
27518 1599
23780 18.94
202.52 16.07
196.10 1507
186.63 1574
18599 1591
13674 13.29 <[ [0 >
13299 1396
Spectrum (double undock) 2
13060 1210 pectrm {duble ikt dock/ undodk) A
12441 1535 moaelala ¢ @ 2 @ £$3
12043 1307
11476 17.50 | A.LNCGQVDSKMK[+486]PCLTYVQGGPGPSGECCNGVR. D 2=4,scan#=sample=1 period=1 cyce=821 experiment=20,scan time=11.4539
104.49 1392 2:502+03 —| 30 20 10987654321
88.60 1768 E i P e St
LNCGQVDSKMKPCLTYVQGGP PSGE ’CNGVR
86.59 1512 g N 8518 ) 2 %
8293 1345 1 &
8217 1035 1 =
7497 10.50 2,00e+03 —|
7494 174 b
7491 1510 g
7413 1517 ~ g
» B
Protein Coverage (double dick to e
Protein Coverage E 4
Sarﬁple Protein ]
name name 1
1.006+03 |
T +
. + o
2 =
< 0 » b = I o
J a8, =
5.00e+02 | T B = =
1 S =1
i ' + 2
I
J = - 2 o < I w -
2 3 . 8 0= © 3
] it b ) NIRRT TN l | B3
0.00e+00 | T Y P ..ln.i.‘II ool o bl g L nlllnl.l k0 o I |||m A |.l||lu Db s waiddl o bl s ki b i s bl Vit |..m|J.|J.n.uml.lml llilllm...u.l bl b : I b i i
200 400 £00 mz soo 1 1200 1400
500002 7] m/zerrors, tol=75.0 ppm
7 * *
i R * . .
0.002+00 — ¢ . . .
. + ] - . - . - * ., N .
= ] . ‘
°3




Window Help #
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Y Texi

Byonic ™

Peptide List (double diick to dock / undock)

anouwe (Editor),

8
T riment=8 € £~

Be
ILog Prob] |

82290 208 |=
503.95 18.26
42569 264
284.22 17.54
27518 1599
237.80 1894
202.52 16.07
196.10 15.07
186.63 1574
18599 1591
136.74 13.29
13299 1396
130.60 1210
12441 1535
12043 13.07
11476 17.59
104.49 1392
88.60 17.68
86.59 1512
8293 1345
8217 1035
7497 10.50
7494 1174
7491 15.10

Sequence Glycans P,\j::'e" Score Cleavage z 21";1 PIE; "S‘z:f: P é);'x
4 33 GAACEPAQLAVCASAILGGTK[+16205282]PSGECCGNLRA  Hex(1)  »HORVU4Hr1G089500.1 gene=HORVUAHrG089500 4059 NRagged 4 7638306 3998 12e:06 3%98 3933 3052
< [ »
Spectrum (double cick to dock / undock) )

@|a|Q ego@ 2 {;?

Protein Coverage (double dick to ... &

Protein Coverage

San:ple Protein
name name
<[ m »

| G.AACEPAQLAVCASAILGGTK[+162JPSGECCGNLR.A scan#=sample=1 period=1 cyde=947 experiment=8,scan time=15.3305

1.40e+02 —

1.20e+02

Intensity
imm_L

L
b15++
Yla++

2

HII‘HJ“INM

»
¢
2
T |
imm_p
b3
Y10+
134+
—— y14++ 54

——

IMWMM@W%WHM“@I@MWW& |

EPAQLAVCASATLGGTKPSGECC
) S CASATEG ’

¥10

bi3-18
bi4-18
27+

ﬂMmummmn

15 .09 8
Tk

4321

13 24 23 36

¥14-54

hbﬂjallim

A=

- m/z errors, tol=75.0 ppm

8:46 AM
20/08/2020

[ ¢ 1 S



Window  Help
RS e

Byonic

anouwe (Editor),

T Textfiter... P~
Be
|Log Prob| JLog 0
82290 21.08 |=
50395 18.26
42569 2264 —
28422 17.54
27518 1599
237.80 18.94
20252 16.07
196.10 1507
186.63 1574
18599 1591
13674 13.29
13299 1396
13060 1210
12441 1535
12043 13.07
11476 17.59
104.49 1392
88.60 1768
86.59 1512
8293 1345
8217 1035
7497 10.50
7494 1174
7491 1510
7413 1517 ~
<« »
Protein Coverage (double diick to ... &
Protein Coverage Q
Sample Protein
name name
Pl >

Peptide List (double cick to dock / undock) 8
T iment=
Protein Obs. Mods PEP Deta  PEP  :taMo ppm  Off-
Sequence Glycans Name Score |Cleavage| z | p (variable) o  logProbl e 1D Score em  ByX
1 8  H.NLNLNNAASIPSK[+324.10565]CNVNVPYTISPDIDCSRL Hex(2)  >HORVUSHrLG046550.1 gene=HORVUSHr G046550 6440  NRagged 3 11862226 11862309 Ki3(xgly/324.1056) 14e10 986 4610 71e10 4610 102 35
< . »
Spectrum (double click to dock / undock) )
@ elala ¢ @ 2 ® {3 [w j I
| H.NLNLNNAASIPSK[+324]CNVNVPYTISPDIDCSR. I z=3,scan#=sample=1 period=1 cyde =895 experiment=21,scan time=13.7316
7 o 25 ﬁ:‘ 15
i i
1 NLNLNNAASIPSKCNVNVE
8.00e+02 — 17973678948 FER
6.00e+02 —
H
4,00e+02 —
4 o
2.002+02 —
1 bt
i ] ~ ® b +
- 2 h T 2 o 2 g i =
1 ] T 8w 3[ | s L i 53 i | +3 8 g =
0.002+00 ) o o el b T .In.l.. Luw i wiiduis wrt oo b b b ookl o ool o b b dblmnnt o oo o ihal o ki b b b i b w1 1| L
. : + : ! : : : : ; ! . . ! : : . t ' ' ! : . . . :
200 400 £00 500 iz 1000 1200 1400 1600
| mjz errors, tol=75.0 ppm
] .
5.00e-02 —
:E ] *
°F ] . . ’ *e
0002400 + R . . .
4 AR . . . . .
.




Byonic ™

' anouwe (Editor),

8
T iment=17 @ £-

717
8|8

9|9

10110
1)1
12]12
13]13
14]14
15|15
16|16
17]17
18]18
19]19
20]20
2|2
2|2
23|23
24|24
25125
< [aing]

Log Prob|

82290
503.95
42569
284.22
27518
237.80

7497

7491
7413

Be ~
|Log F|

1210
1535
1307
17.59
1392
17.68
1512
1345
1035
10.50
1174
1510
1517 ~
»

Protein Coverage

Protein Coverage (double dick to ... &

8

Sarﬂple
name

Protein
name

Protein Obs. Cale. Mods PEP Deta PP :haMo ppm  Off-
21T ESET Name SEE|BEETE) 8 m/z m/z (variable) 20 Ry Score 1D Score err. By-X
1 36 KMK[+16205282PCLTWQ CNGVRDLHNQAQSS... Hex(l)  >HORVUSHr1G046550.1 gene=HORVUSHILG046550 10498 Specific 5 7655338 7655036 K2(xgly/1620528) 29e19 1853 9095 15e18 9095 -1286 3823
@ i =
Spectrum (double clck to dock / undock) 8
G a[a]a +[i]e = 0
A K.MK[+162]PCLTYVQGGPGPSGECCNGVRDLHNQAQSSGDR. Q 2=5,5can # =sample=1 period=1 cyde =788 experiment=17,scan time=10,4532
8.00e+02 — 25 .15
4 W(PJCJIﬁTYVQJGGPGPSGECCNGVRD
1277 2%
6.00e+02 —
E 4000402 T
1 2
2.00e+02 + ; +‘ g =
=] + N I _'B
] FEE i B '
& =3
i & _
oo I | | ||| ”n |“ M IJ il h‘" I“Illllﬂ H‘M ||||||I| “ |||| llllll“Jl 1T Iill *Inl |||l|| il MMIII“ l IW |||||| i llmllllllll M“I Il | il“hlh ild 1 |I|l| i Lol dL il Ll h|||||| i L L |
T T T T
1200 1400
400202 —] m/z errors, tol=75.0 ppm
] . .
2.00e-02 —
B * *
3E ] . ‘ .
S 2 0.00e+00 — 7+ + - - . o .
o E . * *
: * 4
-2.002-02 — £

S g PO NE T Ll

20/08/2020



Window Help

5 @

Byonic ™

Peptide List (double diick to dock / undock)

anouwe (Editor),

&

. P~  Peptides T iment=20 € P~
Be ~|| Prot. Protein Obs. Cale. Mods PEP Delta PEP  :taMo ppm  Off-
|Log Prob| |Log F pa Pos. Sequence Glycans e Score Cleavage z R miz (variable) 20 |Log Prob| G 1D Score | em. | ByX
82290 208 |=|52 324 KVIATEGVVVAAGAK([+162.05282].L Hex(1)  >YIL169C YIL169C SGDID:5000001431, Chr IX from 26106-... 327.0 Specific 2 7239018 723.9061 Kid(xgly / 162.0528) 85e-07 607 2149 44e-06 2149 -593 1446
50395 18.26
42569 2264 —
28422 1754
27518 1599
23780 1894
20252 16.07
196.10 15.07
186.63 1574
18599 1591
13674 1329 < . >
13299 1396
i &
13060 1210 SW (double dick to dock / undock) —
2 1535 @ ela]la @ o o £ (b [
12043 13.07
11476 1759 | KVIA [+162].L z=2 le=1 period=1 cyde=763 20,scan time=9.6889
10449 1392 | s L.
88.60 1768 (#
- VIATEGVVVAAGAK
o 112 || M (3i7deresd -
8293 1345 T -
8217 1035 E 3
7497 10.50 4
7494 174 s00ms02 |
7491 1510 i
7413 1517 ~
T 4
B B
Protein Coverage (double dick to .. & o =
£ 600402 — :
B |
= = @
Sample Protein B T
name name - .
4.00e+02 | B
1 o -
< . » 7 wn o i~
T B3 ¢
7 T
2.002+02 - - a H - - o e }
4 > B T = i P n ®
£ b : 33 i 8 b & >
B £ & n|g| 2 2 ; ® P
| | AR | 5 2 et
l o o 2 2 -
oooeso )+ 0 ) udbukb Ll ...‘l..l.]]l.l.nll.lj!.l wdhe o hJ .|.»L il i JJ.nll.thm..Jl. 1ol i i b Ll dows s s vrinalmd o o vt | evim Lollie w1 Tt e d e 4 - T
T T T T T T T T T T T T T
200 200 500 mz 500 1000 1200 1400
89002 1z errors, tol=75.0 ppm
40002 - -
;5] .
S o
o3 4 .
N * *
0.006+00 * . . e . o e . . .
] . . .
. .
-2.00e-02 — - 2
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Window Help
5 @

Byonic ™

Peptide List (double dick to dock / undock)

“ anouwe (Editor),

T iment=15 € P~

T 7extfiter... P~
-
|Log Prob]| |L03EF_
82290 2108 =
503.95 18.26
42569 2264
28422 17.54
27518 1599
237.80 1894
20252 16.07
196.10 1507
186.63 1574
18599 1591
136.74 13.29
13299 1396
130.60 1210
12441 1535
12043 13.07
11476 17.59
104.49 1392
88.60 17.68
86.59 1512
8293 1345
8217 1035
7497 10.50
7494 1174
7491 1510
7413 1517 ~

>

8

< i

Protein
name

Prot. P s G Protein s cl Obs. Calc. Mods PEP Log Probl Delta PEP  :ztaMo ppm  Off-
Rank = PO Squsnce fycans Name core | Clevage| z | .y m/z (variable) p  logProbl e 1D Score em  ByX
12 116 LAQIPEQYK[+324.10565]CTAIDSIVHA.I Hex(2)  >HORVU1Hr1G000680.1 gene=HORVU1Hr1G000680 3318 Non 3 7710429 771.0385 K8(xgly / 324.1056) 5.3e-05 4.27 2227 000027 2227 575 2311
<[ m »
Spectrum (double dick to dock / undock) &
§ afo]e +[3) 0
L. AQIPEQYK[+324]CTAIDSIVHA. I 2=3,scan#=sample=1 period=1 cyde=856 experiment=15,scan time=12.5285
£.00e+02 —
21
T IVHA
| 3
6.00e+02 —
5 i
E  4.00=+02
1 3
2.00e+02 —| o
T +
I
B o
o - 2 Toe f
E o =~ = -~ 0
1 ki ] i ' L b
0.002+00 — (N ||| il Jlll "uhl'nL o ol b dhundnbond o 1 i ||l lIlIIJhIIIIIIIIIIIIIII i v o oodsn e 0 0k ol i ‘IIII“L v o oy bbby ik |i”n|LI||l llll i i Illl‘lllll‘llllllll TRITTN TR TR T TL VI T VIR RN R SR WRN T AT bl
T T T T T T T T
200 400 500 miz 00 1000 1200 1400
T.50e-02
mjz errors, tol=75.0 ppm
1.00e02
.
5.00e-03
2 0.00400 .
5 E * . *
SF 500003 . .
.
.
-1.00e-02 * *
-1.50e-02
-2,00e-02 *




e cun

winuow - mEp

RS e

pyunc

Peptide List (double dick to dock / undock)

anouwe (caitory,

&

. P-  Peptides T iment=13 @ £~
Be ~ Prot. Protein Obs. Calc. Mods PEP Delta PEP  :ztaMo ppm  Off-
[Log Prob| |Log F Rank Eos Sequence Clycans Name Scorelyj[Cleavage (g2 m/z m/z (variable) 2D [Log Prob| Score 1D Score er.  By-X
82290 2108 |= (|42 51 R.ASAISK[+162.05282]ECCSGVQGLNGLAR.S Hex(1)  >HORVU5Hr1G046520.1 gene=HORVUSHr1G046520 3081  Specific 3 7093505 7093454  K6(xgly /162.0528) 14e05 434 2316 74e-05 2316 7.26 2126
503.95 1826
42569 2264
284.22 17.54
27518 1599
237.80 18.94
20252 16.07
196.10 15.07
186.63 1574
18599 1591
136.74 13.29 < | m »
1’;53 3?8 Spectrum (double diick to dock / undock) -]
12441 1535 m oalala ¢ @ 2 @ {3
12043 13.07
11476 1750 - R.ASAISK[+162JECCSGVQGLNGLAR.S z=3,5can#=sample=1period=1 cyce=813 experiment=13,scan time=11.2025
104.49 1392 7
8860 1768 1 apes0z ]
86.59 1512 4
8293 1345 —
8217 1035 g ==
7497 10.50 1.20e+02 -
7494 1174 b
7491 1510 i
7413 1517 ~ 1.00e+02 -
» 4
Protein Coverage (double dick to ... & | ]
Protein Coverage E] E 8.002+01 2
Sarr:ple Protein T
name name 7
£.002+01 —
T T
B +
<[ m » 4,002+01 | = 2 >
] a I 3
b Lo z
i u ~ 4
- | H \ l ‘ H\ J 4 ‘ J \ J 1 J o; ; E
" ‘ Ihl ||||| |“||||| I‘I‘I Il MM 1L Ihl“ll ‘I |I|||I |||||||||||I||"| 1 MIIIII”I I’ ]| II||I||‘||||“||II“|W IMII‘ I||‘| | ||||I|I|||||| L] II‘IIIIIiIII |||I|I ||||I||||IIII|‘|| |I|||||I||||||‘|I||| IIIII |||||||||||I IIIHIIII 1 T e e,
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S Prot.
Rank
1)1 82290 2108
2)2 50395 1826
303 42560 2264
4)4 28422 17.54
5|5 27518 1599
616 23780 1894
717 0252 1607
8|8 19610 1507
9|9 18663 1574
10110 18599 1591
W1 13674 1329
1212 1329 139
13113 13060 1210
1414 12441 1535
1515 12043 1307
16]16 11476 1759
17117 10449 1392
18]18 8860 1768
1919 8659 1512
20|20 8293 1345
2|1 817 1035
2|2 497 1050
3|3 4% 1174
24|24 7491 1510
25025 7413 1517 ~

i »

Be
ILogProb] | o'

Byonic ™
Peptide List (double cick to dock / undock)
Prot. s T Protein Obs. Cale. Mods
Rank % equence yeans Name z m/z m/z (variable)
15 61 RCAVGDQQUPDVLK[+324.10565]QQCCRE Hex(2)  >HORVU2HrLG122280.1 gene=HORVU2Hr1G122280 7720160 7720168 Ki3(xgly /324.1056)
< m
Spectrum (double dick to dock / undock)

@ ala)a qg‘,@ o ® £ [w [

Protein Coverage (double cick to ... &

8

Protein Coverage

Sample Protein
name name

| R-CAVGDQQVPDVLK[+324]QQCCR € 2=3,scan#=sample=1 period=1cycle =808 experiment=17,scan time=11.0524
2002402
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T e . P T iment=18 € P~
=
Be || Prot. PEP Delta PEP  :taMo ppm  Off-
ILog Prob| | (0% Rk | Pos: Sequence Glycans o logProbl sTl o o em Byx
82290 21.08 |=||2 48 R.DYVLQQTCAVFTPGSK[+162.05282].L. Hex(1)  >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640 959.9588 K16(xgly / 162.0528) le-14 1398 5556 53e-14 5556 -417 1918
50395 18.26
42569 2264
28422 17.54
27518 1599
237.80 1894
202.52 16.07
196.10 15.07
186.63 1574
18599 1591
13674 1329 < i ’
13299 1396 /oo trum (Gouble cick to dock / undock) £
13060 1210 ‘E N mﬂ
12441 1535 @ alala ogo@] 2 @ {3 -
12043 13.07
11476 1750 - R.DYVLQQTCAVFTPGSK[+162].L z=2,scan#=sample=1 period=1 cyce =886 experiment=18,scan time=13.4517
10449 1392 4
88.60 17.68
86.59 1512 T
8293 1345 1.502+03 —|
8217 1035
7497 10.50 1
7494 1174 e
7491 1510
7413 1517 ~ )
<« n » 4
Protein Coverage (double cick to .. B| _ 1.00e+03
Protein Coverag Q é B
Sar;pla Protein T
name name B
T
) 3
- by
N = s 5.00e+02 by
T
1 9
°
] 2
3 = o
| : 7 - - 3
> + 2 5 3 = o b3
4 =z T = = b e
Ef LI = l | | 2 59
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File Edit Byonic anouwe (Editor),
E = e e
T Peptide List (double click to dock / undock) )
T Textflen.. P-  Peptides T zriment=9 © £-
=
Be ~|| Prot. Protein Obs. Calc. Mods PEP Delta PEP  taMo ppm Off-
ILogProbl 5| gy Pos Sequence Glycans o Score  Cleavage z o0 = A o legProbl o= Gr SR e Byx
82290 2108 |=| |2 48 R.DYVLQQTCAVFTPGSK[+162.05282].L Hex(1)  >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640 Specific 640.3036 640.3083 K16(xgly / 162.0528) 33e-07 648 2948 17e-06 2948 -7.29 1918
50395 18.26
42569 2264 —
284.22 17.54
27518 1599
23780 1894
202.52 16.07
196.10 15.07
186.63 1574
18599 1591
13674 1329 <[ n 3
13299 1396
-]
13060 1210 Spednlni (double dick to dock / undock) :
12441 1535 W\ oelala ¢ @ 9@ Lk [ by [+ 0
12043 13.07
11476 1750 - R.DYVLQQTCAVFTPGSK[+162].L z=3,scan#=sample=1 period=1 cyce =887 experiment=9,scan time=13.4748
10449 1392 £:00er02 . L.
88.60 17.68 d 3 rrrrr
T DYVLOQOTCAVFTPGSK
8659 1512 b 173 7ead” o
8293 1345 B
8217 1035 5.00e+02 | @
7497 10.50 :
7494 1174
7491 1510 4
7413 1517 ~ 4.002+02 —
: ] N o
Protein Coverage (double dickto ... & _ i c
Protein Coverage E] g 3000402 ]
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Byonic

Peptide List (double cick to dock / undock)
Peptides

anouwe (Editor),

T iment=21 @ £~

Log Prob|

Be * |
Log f

21.08
18.26
2264
1754
1599
1894

:;:i Pos. Sequence Glycans "h;:::':

Obs. Calc.
m/z m/z

(variable) 0

Mods PEP Deta  PEP staMo ppm  Off-
lLogProb| g e 1D  Score em  By-X

2 43 R.DYVLQQTCAVFTPGSK[+324.10565].L Hex(2)  >HORVU4Hr1G081640.1 gene=HORVU4Hr1G081640

10409793

(e i

10409852  K16(xgly / 324.1056)

44e-08 736 3419 22e-07 3419 -563

Spectrum (double cick to dock / undock)

B a[a]o +[6]o 2 0 [of
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Peptide List (double click to dock / undock) L3
T iment=18 € £~
Be ~. Protein Obs. Cale. Mods PEP Delta PEP :taMo ppm  Off-
lLogProb]| |, o ¢ N T Name Score | Cleavage| z | p miz (variable) IogProbl g 1D Score em  ByX
82200 2108 =5 93 RIETPGPPYLAK[+162.05282]QQCCGELANIPQQCR.C Hex(1)  >HORVU4Hr1G081660.1 gene=HORVU4Hr1 G081660 7048 Specific 3 10071399 10071489  Kil(xgly /162.0528) 77e1d 1311 5054 39e-13 5054 -893 3019
50395 1826
42569 2264
8022 1754
27518 1599
23780 1894
20252 1607
19610 1507
18663 1574
18599 1591
13674 1329 <[ n D
13299 139
Spectrum 1 8
1080 1210 (double dlick to dock / undock) A
12441 1535 @ |a|Q oﬁo@ 9 ® 'U' by [+|| oir
12043 1307
11476 1759 | RIETPGPPYLAK[+162JQQCCGELANIPQQCR.C 2=3,scan#=sample=1 period=1 cyde =865 experiment=18,scan time=12.8044
10449 1392 1.200+03 15 987654321
i
;gg i;ﬁ : GPPYLAKOOCCGELANT,
b 13 26
8293 1345 |
8217 1035 1000403 -] =
7497 1050 |
7494 1174 i
7491 1510 ]
7413 1517 ~
» 8.00e+02 —
Protein Coverage (double dickto .. & | _ i
Protein Coverage E 1
— S 6.00e+02 -
Sample Protein |
name name i
i kS
4002402 |
< i ] » 1
] ]
4 h
® :
2.00e+02 — 2 5
] = i . 5 +
= i + 1 &l
n 3 = £ 5 o =)
l o Saq = =
— =
0.00e+00 1 L .l I'h lll '|‘ we 1 ll ||||||'||| I'l|| . I
1000
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Byonic

Peptide List (double dick to dock / undock)

T Textfiter... P+
B, Obs. Calc. PEP Delta  PEP off-  «
|Log Prob]| |Log=f Sequence Glycans Score  Cleavage z m/‘z ’:/; 5 ItogProb] S:m“e T x|
8290 2108 |=||5 93 RIETPGPPYLAK[+324.10565]; Hex(2)  >HORVU4Hr1G081660.1 gene=HORVU4HI1G081660 5005  Specific 3 10611575 10611665 Kll(xgly/324.1056) 94e10 903 4702 48e09 4702 852 3181
50395 1826
42569 2264
8422 1754
27518 159
2780 1894
20252 1607
19610 1507
18663 1574
18599 1591
13674 1329 <[ I} 3|
13299 139
1060 1210 | SPectum (Gouble cickto dock /undock) - 8
1441 1535 @B/ alala °3»[1] UNNCEE e N TN
12043 1307
11476 17.50 1.20e+03 —| R TETPGPPYLAK[+324]QQCCGELANIPQQCR.C z=3,scan#=sample=1 period=1 cyde=861 experiment=21,scan time=12.6880
10449 1392 T 25 . 54321
88.60 1768 g s - cob e
IETPGPPYLAKQQCCGELANIPQOCR
8659 1512 T 17745678914 i R
8293 1345 1.002+03 |
8217 1035 i =
7497 1050 i
7494 174 ]
7491 1510 s00es02 )
7413 1517 ~ i
: i
Protein Coverage (double dick to ... & * t
Protein Coverage B |E soern
Sample Protein T
name name 7
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Window Help

Be *
ILog Prob| | 0%

111 8290 2108 |=
212 50395 1826

414 28422 1754
5|5 27518 1599
616 237.80 1894
717 202.52 16.07
8|8 196.10 1507
9|19 186,63 1574
1010 18599 1591
1nu 136.74 13.29
12|12 13299 1396
13]13 130,60 1210
1414 12441 1535
15]15 12043 13.07
1616 114.76 17.59
17117 104.49 1392
18|18 88.60 1768
19|19 86.59 1512
20|20 8293 1345
a|a 8217 1035
2|22 7497 10.50
23|23 7494 11.74
24|24 7491 1510
25125 7413 1517 ~
D

< [

313 42569 2264

Byonic ™
Peptide List (double cick to cock /undock)

ok | P Sequence Glycans T Score  Cleavage 2
S 93 RIETPGPPYLAK(-32410565/QQCCGELANIPQQCR.C Hex®)  >HORVUSHAGUB16601 gene=HORVUSHAGOSIE6D 6063 Specific 4
<[ i
Spectrum (double dlick to dock / undock)

‘E alale ogo@ O L | by fo|f s

Protein Coverage (double dick to ... &

Protein Coverage D
Sample Protein
name name

« m »
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Intensity
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2002402

RIETPGPPYLAK[+324]QQCCGELANIPQQCR. C z=4,scan#=sample=1period=1 cydle =862 experiment=13,scan time=12.7117

¥S

~

deat il ‘-'LL imiihid 1

6.00202

-2.00e02

I N B AT A |

4.00e-02

g
g K @ ] T
U Locios sk |
[ WY TR A AT A ST L......a.l [T i T
T
o0
mfz errors, tol=75.0 ppm
- + .

bi7++

b19++

6204+
—y12




File Edit Window Help % Byonic™

=S &

“ anouwe (Editor),

Peptide List (double dick to dock / undock) 8
T = T iment=16 € £~
Be * Protein Obs. Calc. Mods PEP Delta  PEP  :taMo ppm  Off-
ILog Probl ;g Sequence Glycane Name R R m/z (variable) p  [LogProbl g e 1D Score em.  ByX
82290 2108 |=||18 75 RTICGCLK[+162.05282JNVANAAPGGSEITRA Hex(1)  >HORVU3Hr1G081170.7 gene=HORVU3Hr1GO81170 3262 Specific 3 7463810 7463682  Ki(xgly/162.0528) 25e05 461 2096 000013 2096 17.22 223
50395 1826
42569 2264
8422 1754
27518 1599
2780 1894
2025 1607
19610 1507
18663 1574
18599 1591
13674 13.29 < m »
13299 1396
Spectrum (double cii 8
1060 1210 . um (double ciick to dock / undock)
12441 1535 | alala ¢ [1] o o L oy [
12043 1307 .
1476 1759 7 roiceaiki+16: SEITR.A 2= 1 period=1 cyde=831 experiment=16,scan time=11.7581
10449 1392 ]
8860 1768 3.000+02
8659 1512 ]
8293 1345 ]
8217 1035 i 2
7497 1050 2502402
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7413 1517 ~ ]
D 2.002+02 |
Protein Coverage (double cickto .. & | _ ]
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Sample Protein 150er02
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Window  Help

Byonic ™

~ anouwe (Editor),

Peptide List (double click to dock / undock) g
T ariment=0 @ £-
Be *| Protein Obs. Cale. Mods PeP Delta PEP :taMo ppm Off-
lLog Probl g g Sequence Glycans Name Score Cleavage 2 m/z (variable) o 9Pl s 1D Score em  Byx
8290 2108 |= |15 41 RVGK[+486.15847]SIPINPLPACRE Hex()  >HORVU2Hr1G122280.1 gene=HORVU2H1G122280 3320  Specfic 3 6510098 6510028  K3(xgly/486.1585) 22e05 466 2602 000011 2602 1071 19
50395 1826
42560 2264
8422 1754
27518 1599
2780 1894
0ms2 1607
19610 1507
18663 1574
18599 1501
13674 132 [« i 5
13299 13%
(double ci &
Dos  1a10 | SPectum Goubedioktodockundocd :
12441 1535 @ aelala 430[1] o 0 L3 by [
12043 1307
11476 17.59 7 R.VGK[+486]; LPACR.E 2=3, 1 period=1 cyde=799 experiment=9,scan time=10.7770
10449 1392 ]
8860 1768 ]
859 1512 2500002 ]
8293 1345 ]
8217 1035 g z
7497 1050 g
749 1174 g
7491 1510 200202
713 1517 1
» ] Z
Protein Coverage (double dick to ... & . 4 o
= ] -
Protein Coverage 2 1s0er02 £ =
Sample Protein 1
name name 1
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] £ 3 1
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Help

Byonic ™

Peptide List (double dick to dock / undock)

anouwe (Editor),

T iment=18 € £~

|Leg Prob|

82290
503.95
42569
284.22
27518
237.80
202,52
196.10
186,63
18599
13674
13299
130.60
12441
12043
11476
104.49
88.60
86.59
8293
8217
7497
7494
7491
7413

Be
|Log F
2108
1826
2264
17.54
1599
1894
16.07
1507
1574
1591
1329
1396
1210
1535
1307
17.59
1392
1768
1512
1345
1035
10.50
1174
1510
1517

>

Protein Coverage (double dick to ... &
Protein Coverage Q

Sar;ple
name

Protein

name

Protein Obs. Cale. Mods PEP Deta PEP ctaMo ppm  Off-
Sequence Slycane Name Score |Cleavage| z | ./ m/z (variable) o logProbl sooe 1D Score  em  ByX
4 46 SAILGGTK[+324.10565]PSGECCGNLRA Hex2)  >HORVUAHI1G089500.1 gene=HORVU4HrG089500 3667  NRagged 3 6673088 6673152  Ki(xgly/3241056) 35e07 645 2898 1806 2898 1022
<[ . >
Spectrum (double dlick to dock / undock) )
% @ 9 L [ by [ s
| s.ALGGTK[+324] CGNLR.A z=3,scar iple=1 period=1 cycle =745 experiment=18,scan time=9.1267
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] o
N
2.00e+02 — o
] . o
% 1.50e+02 — £
1.00e+02 —
1 N B s
1 £ = &
5.00e+01—_ n i E
1 ] E ‘
oooesoo L LI l I I I‘III|II|I]I‘ILI TR0 IIIIIII|H |I||II[[I|I|| 1l IIIIIIIII ||IIII|||I|IIIIII TR | I I | [ 11l
. . . " . . . . . ,
600 800 1400 Lﬂ‘
" m/z errors, tol=75.0 ppm
G.WE-OZ—_
E .
4.00&02—_ »*
-3 ZNZ—-
2 E 3
% ] . . .
 0.002+00 g s e PO . *
1 . .
-2.0002
J.NZ—_
E .




File Window Help

Log Prob| lLog[
62120 2076 |=
45431 2048
29526 1998
2523 1638
18929 1695
18552 1571
17724 1908
17597 1666
15034 1504
1711 1566
14354 1512
12065 1563
12015 1566
12606 1621
11616 1591
8861 1338
7749 1496
.21 1366
7486 1343
7067 1471
6920 1392
6636 17.24
6465 2020
6202 1468
50.27 108 ~
»

Byonic anouwe (Editor),
Peptide List (double lick to dock / undock) a
T iment=21 @
Protein Calc. PEP Delta PEP  :taMo ppm  Off-
Sequence Ghycans Name m/z (variable) 2D [LogBrot] Score 1D Score err. By-X
1 36 K.MK[+324.10565]PCLTYVQGGPGPSGECCNGVRDLHNQAQSS... Hex(2)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 8383 Specific 997.1909 K2(xgly / 324.1056) 12e14 1392 6008 49e-14 6008 -14.04 3985

< [0

Spectrum (double dlick to dock / undock)

wael@e +[@e o & (wHl

Protein Coverage (double dick to ... &

Protein Coverage
Sample Protein
name name
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< " ] 3

10 20
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30 40
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50, 60
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70 80
[PQOPFPSQOPFPOOPPFWOQ

90 100
QPILSQOOPCTPOOTPLPQG

110 120
QODQMLVOVQIPFVHPSILO

7 K.MK[+324]PCLTYVQGGPGPSGECCNGVRDLHNQAQSSGDR.Q 2=4,scan#=sample=1 period=1 cyce=779 experiment=21,scan time=10.4610

g
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File Edit Window Help
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T Text

Byonic ™

Peptide List (double diick to dock / undock)

anouwe (Editor),

T iment=21 € P~

staMo ppm  Off-
Score emr.  By-X

>HORVU5Hr1G046550.1 gene=HORVU5Hr1 G046550

4309 -17.08 3701

|Log Prob| ILozeF*
62120 2076 =
45431 2048 |
29526 1998
2523 1638
18929 1695
18552 1571
1774 1908
17597 1666
15034 1504
W7 1566
14354 1512
12065 1563
12915 1566
12606 1621
11616 1591
8861 1338
7749 1496
7.1 13.66
7486 1343
067 1471
6920 1392
6636 174
6465 2020
6202 1468
5927 1082 ~

Protein Coverage (double dick to ... &

Protein Coverage g
Sar;ple Protein
name name

2MC_20171219_... >HORVU1HrG...

< 1 »

10 20
XNHNHTENNENHFHNNPSHH
30 10
NNHFENNHHFGNNNQFYRSN  |=
50 60
NHVHRTRHHSYRXCOXPQPF

POOPFPSOOPFPOOPPEWQOD

90 100
QPILSQOOPCTPOOTPLPQG
110 120
QODOMLVOVOIPFVHPSILO

-] R.GIHNLNLNNAASIPSK[+162]CNVNVPYTISPDIDCSR.I z=3,scan#=sample=1 period=1 cycle=877 experiment=21,scan time=13.4648

A5 .10
g

Pee e 2
SKCNVNVPYTISPDIDCSR

¥i12

bd

— y12++
- y13

5
) N

] 23

-
w
+
I
@
&

¥14

70 so I

=
:;Ztl; Pos. Sequence
1 83 R.GIHNLNLNNAASIPSK[+162.05282] CNVNVPYTISPDIDCSR.I
<1
Spectrum (double dick to dock / undock)
B afge +(@o oo
1.50e+03 —|
1.00e+03 —|
E 4
= B
5.00e+02 —
T
£ =
0.002+00 — T PSR
— m/z errors, tol=75.0 ppm
4.00e-02 —
L 2.00e-02 —
w E b
s .
o%
S 4
0.00e+00 —| -
4 . .
-2,00e-02 —




Window Help % Byonic ™ anouwe (Editor),
H = 5 @

Peptide List (double click to dock / undock) &
T ment=21 @ £-

T 7extfiter.. P-  Peptides

Prot. Protein Obs. Calc. Mods PEP Deta  PEP taMo ppm  Off-
Log Prob] IngF Romke | Pos Sequence Glycans o Score Cleavage z s (varinble) o legPobl cTf o e Fen gyx
62120 2076 |=||1 83 R.GIHNLNLNNAASIPSK[+486.15847]CNVNVPYTISPDIDCSRI  Hex(3)  >HORVUSHrLG046550.1 gene=HORVUSHI1G046550 8569  Specific 4 1007.2202 1007.2293  K16(xgly/486.1585) 77e17 1612 3912 3lel6 1558 905 4025
45431 2048 | |
29526 1998
2523 1638
18929 1695
18552 1571
17724 1908
17597 1666
15034 1504
1711 1566
143.54 1512 <[ n J »
12065 1563
&
1915 1365 | e (double dlick to dock / undock) R
12606 1621 @ aelala ¢ [E] ORNCEE e N I
11616 1591 -
88.61 13.38 R.GIHNLNLNNAASIPSK[+486]CNVNVPYTISPDIDCSR.I z=4, le=1 period=1 cyde=8 21,scan time=13.3727
7749 14.9% £.002+02 — 20 25 10587654321
12 Syt K J GIm{LNLNmASIPSKCNVMIP ‘TTSPDTDCSR
7486 143 123¢dd7s 6" A | 36
7067 1471 i .
6920 1392 2
6636 17.24 1
6465 2020 600002 -] .
6202 1468 o 2
59.27 1082 ~ 1
N
> +
B 8
Protein Coverage (double dickto .. & | _ =
Protein Coverage H
. £ so0er02
Sample Protein
name name 7
2MC_20171219.... >HORVULHHG.., i -
N
1 x
< m > 2 o
g 2.002+02 —| 2 = =
|l | 3 N
10 20 2 U SO S 1 S = o
XNHNHTHNNENHFENNPSHH 7 ENe = & B + 7 + 7y N
30 a0 EE 3 2 2 % &ik s
= N 1 T = A 4=
| Y Y Li ol l asdssdinsbs 11 ol 1 o ok bt e o b In] ||l Ll i
000000 o Ll bl 1111 1l b bbbl il i1 ] ] .lhllm | [ T T A e ol v ||||||| [T TRRETN | L 71 N PO AT 7T T LI N nl
50, 60 T T T T T T T T T T T T T T T T T T - T
= XXPODF 200 400 500 miz 1400 1600
1 mizerrors, tol=75.0 ppm
70 50 400002 ]
[PQQPFPSQOPFPQOPPEWQQ E .
200002 - -
90 100 3 . R . .
QPILSQOOPCTPQOTPLPQG TR . - O — B . * * . .
110 120 = E . . . . . . .
QODOMLVOVQIPFVEPSILO < 200002 .
E .
-4.00e-02 —
5.00202 -
130 140 - L3




File Edit Window Help “%

Byonic ™

& 9

T Textfiter... P~

Best Best *
LcgRrob] |Log Prob|  Score B
87046 2245 12880 |z
73681 2167 12394
368.19 1557 9297
359.78 1825 997.5
278.78 1913 1056.4
247.00 1463 8261
216.57 16.57 8837
21218 19.54 1049.5
20417 1734 9463
196.88 16.57 871.5
188.48 1634 9389
155.03 1591 909.8
131.06 1357 413
127.08 15.89 8649
12313 1540 8147
11370 1405 796.4
10313 16.62 8947
10296 un 8122
100.59 1833 10431
97.44 1262 681.0
95.23 1362 7237
8814 1363 7410
85.28 1498 809.4
827 1568 8044
7710 1463 7928
7222 14.68 7530 -

i |

Peptide List (double diick to dock / undock)

anouwe (Editor),

T iment=18 € £~

Protein Coverage (double click to dock /undock) &

Protein Coverage

20

=
Sample
name

Protein
name

Coverage
summary|

< .

Protein Calc. Mods PEP Delta PEP  :ltaMo n
Sequence Slycans Name Cleavage {2 m/z (variable) 2D |Log Prob] Score 1D Score pepn.
8 32 A.GAACEPAQLAVCASAILGGTK[+162.05282]PSGECCGNLR.A Hex(1)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1 G089500 NRagged 3 10371522 K21(xgly /162.0528) 27e-14 1357 5114 16e-13 5114 -963
@ i D
Spectrum (double dick to dock / undock) 2
B e[5]o +[i]le 20
A.GAACEPAQLAVCASAILGGTK[+162]PSGECCGNLR.A z=3,scan#=sample=1 period=1 cycdle=841 experiment=18,scan time=15.2892
i a5 10987
i Er i :
I:‘GC‘: 'KPSGECCGNLR
1.50e+03 —| 20 25
1.00e+03 —
E J
=
5.002+02 —| 3
7 o
® &
J n 5 i
N o a 3 8 - i B z
4 pu 3 - ~ 3 3 e = ~ 9
i | | : ol 3 | | Lo B
5 3
ooesond___ 1 T 1 ki 0 o ki o o ik U 0 ekl e 08 s b et s ¢ i & bt suad bt | I P Y R TN T TR P | T VTN P AP
T T T T T T T T T T T T T T T
500 mz 1000 1500
60002 | m/z errors, tol=75.0 ppm
400202 —
S E 200002
3 ] .
Eh] ]
S
0.002+00 — . - . .
] . * R * .
-2.002-02 —| * *




s & @&

Window Help 4  Byonic™

T Textfiter...

7222 14.68 7530

« n

Peptide List (double diick to dock / undock)

anouwe (Editor),

8
T iment=18 @ £~

Best Best

Itog Probl  og prob|  Score
87046 2245 12880
7681 267 1294
368.19 15.57 9297
359.78 18.25 997.5
7878 1943 10%4
247.00 1463 8261
2657 1657 8837
21218 19.54 10495
20417 1734 9463
19688 1657 8715
18848 16.34 9389
15503 1591 9098
131.06 13.57 7413
12708 1589 8649
12313 1540 8147
11370 14.05 7964
10313 1662 8947
10296 1471 8122
1005 1833 10431
97.44 1262 681.0
0523 1& 137
8814 1363 7410
85.28 1498 8094
871 1568 8044
7710 1463 7928

Protein Coverage (double click to dock / undock)

Protein Coverage
Sample Protein Coverage
name name summany

Obs. Calc. Mods Delta PEP  :=:taMo ppn
Sequence Cleavage 2 (variable) lLogProbl gcore 1D Score e
8 32 A.GAACEPAQLAVCASAILGGTK[+324.10565]PSGECCGNLR.A >HORVU4Hr1G089500.1 gene=HORVU4Hr1 G089500 NRagged 3 10911544 10911698  K21(xgly / 324.1056) 9.29 4473 3e-09 4473 141
< »
Spectrum (double dick to dock / undock) )
® alala ¢ @ URNCEE e N I (K
| A.GAACEPAQLAVCASAIL I- 1) Az=3,
1400403 |
] . Eoe i
m ’AQLAVCASAILGGTKP:
LAV CASATLGCT
4 7841 13 20
1200403 _
1.00e+03 —
= 8.00e+02 —
6000402 -
4000402 -
E e
2.00e+02 — g = N
f o i
] A i io & i, %
I 3 Be iiE i babadll] i 2 -
i 2 33 i 3
o0es00 -1 L i Db 11w i I Il e b i it bbb b i ||||n|v||| T P
0.00e+00
T T T T T T T T T
00 mwz 1000 1200 1400 1600
mjz errors, tol=75.0 ppm
.
.
. . .
- L2 - - *




Window Help

&S e

Byonic ™

T Textfiter... P~

Best Best ~
ILog Probl 0 prob)  score [T
87046 2245 12880 |-
73681 2167 12394
36819 1557 9207
35978 1825 9975
7878 1913 10564
4700 1463 8261
2657 1657 8837
21218 1954 10495
0417 1734 963
19688 1657 8715
18348 1634 9389
15503 1501 2098
13106 1357 7413
12708 1589 8649
12313 1540 8147
1370 1405 794
10313 1662 8947
1029 1471 8122
10059 1833 10831
o744 1262 6810
9523  136& 7237
81 1363 7410
8528 1498 8094
8271 1568 8044
7710 1463 7928
7222 1468 7530 -
“« [} »
Protein Coverage (double cick to dock /undock) &
Protein Coverage
Sample Protein Coveragg
name name summan
< . »

anouwe (Editor),

Peptide List (double diick to dock / undock) -
T sriment=9 @ £~
Protein Obs. Calc. Mods PEP Delta PEP  :=taMo ppni
Sequence Glycans e Score  Cleavage z e s (variable) %  llogProb| oo THT SO PR
1 21 ALNCGQVDSKMK[+162.05282]PCLTYVQGGPGPSGECCN[+0.... Hex(1)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 3781 NRagged 5 6929174 6929120 K11 (xgly / 162.0528); N29i /0.984) 0.00017 377 2934 0,001 26.0 1.1
al i =
Spectrum (double dlick to dock / undock) -
@moaf@e +(@e o & (W
3.002+02 —
] anc [+162]PCLTYVQ CN[+1]GVR.D 2=5,: wple=1period=1cyde=720 experiment=3,scan time=11.5659
] .
] g 'YVQGGPGPSGECCNGVR
3500502 ] o 17945678916 i 24 % %
] o
2.00e+02 — [<]
g 1.50e+02 —
] >
Looescz ] £ o )
] i . = 2
i 2
] = i .
1 = + =
5.00e+01 — g : E -
e A0 il 10000 0 R ol T | |
200 400 600 miz 500 1000 1200 1400
| m/zerrors, tol=75.0 ppm
4.WEADZ—— .
L 2.00e-02 t * .
s E ]
0.00EfDDt : * - . . . - -
3 .
-Z.MZ——




Window Help

Byonic ™

“ anouwe (Editor),

T Textfiter... P
Best Best “
ILog Prob] |Log Prob|  Score M
87046 2245 12880 |z
736.81 2167 12394
368.19 15.57 9297 L
35978 18.25 997.5
27878 1913 1056.4
247.00 1463 8261
216.57 16.57 8837
21218 19.54 1049.5
20417 17.34 9463
196.88 16.57 8775
18848 16.34 9389
15503 1591 909.8
131.06 13.57 7413
127.08 1589 8649
12313 1540 8147
11370 14.05 796.4
10313 16,62 8947
10296 un 8122
100.59 1833 10431
97.44 1262 681.0
95.23 1362 7237
8314 1363 7410
8528 1498 809.4
8271 1568 8044
7710 1463 7928
7222 1468 7530 -~
< 1 >
Protein Coverage (double dlick to dock / undock) -
Protein Coverage @
San’lple Protein Coverage
name name summary

Peptide List (double dlick to dock / undock) g
T iment=20 @ £~
Sequence Glycans P,;:::i: Score  Cleavage z ?:/sl E:}; (vhal:ioa\:)sle) PZEDP |Log Prob| SDc e;tr: ';E[;’ El;:::leo pﬂ'::‘
1 118 K.DVMK[+324.10565]LLVAGVPALCNVPIPNEAAGTR.G Hex(2)  >HORVU6Hr1G001150.1 gene=HORVU6Hr1G001150 7464  Specific 3 9915105 9915155  Kd(xgly /324.1056) 35e-14 1346 6150 2e-13 6150 -495
< 1 »
Spectrum (double dick to dock / undock) [
B efc)o+(s]en0
7| K.DVMK[+324]LLVAGVPALCNVPIPNEAAGTR. G z=3,scan#=sample=1 period=1 cycle =886 experiment=20,scan time=16.6607
1,002+03 |
1 DVm{LLVJAG\gi"ISi:;:{JVJPI PN:EAAGTR
N 895 13 26 2
4 e
£.00e+02 —
6.002+02 —
B 4
z u
1 +
4,002+02 — P
i oy
b o
i 2
2.00+02 | E3 =)
T = + '—gi
+ - )
+ ¥ + =
| 2 & -1 4 28 iz n is
i 2 RS- o5 l 572 2
ovesc0 b1l okt il ko g bt b il odomt ha | ....u] JuJ.m.ui ks ..I.... ..|...u...|.|.....l ot b vm bk s b 1. ETTRTEIT YT
T T T T T T T T T
200 600 500 1200 1400 1600
: m/z errors, tol=75.0 ppm
.
. -
G : ’
. . . 2 -
. . . .
.
- e




Window Help ﬁ'

File Edit Byonic ™
wmx B @
Proteins v . P
Prot. Best Best *
Rank [Log Prob] |Log Prob|  Score M
111 870.46 2245 12880 |z
2|2 736.81 2167 12394
313 368.19 1557 9297
414 359.78 18.25 997.5
5|5 278.78 1913 1056.4
66 247.00 1463 8261
717 21657 16.57 8837
8|8 21218 19.54 10495
919 20417 17.34 9463
10110 19688 16.57 8715
11 188.48 16.34 9389
12|12 15503 1591 909.8
13113 13106 13.57 7413
14|14 12708 1589 8649
15|15 12313 1540 8147
16|16 11370 14.05 79%.4
17117 10313 16.62 8947
18]18 10296 147 8122
19119 10059 1833 10431
20]20 9744 1262 681.0
2|21 9523 1362 7237
22122 8314 1363 7410
23|23 8528 1498 809.4
24|24 8271 1568 8044
25|25 7710 1463 7928
26|26 7222 1468 7530 -~
< [0 ] »

Protein Coverage (double dlick to dock / undock) -
Protein Coverage

=
Sample Protein Coverage
name name summan)

< . »

~ anouwe (Editor),

Peptide List (double dick to dock / undock) o
Peptides T eriment=8 £ £~
Prot. Protei Obs. Calc. PEP Deta  PEP  :itaM
o Pos. Sequence Glycans o Score  Cleavage z m/’l r:,i oo ltegPro] co° - fe o PR
17 100 K.ELGVALADDK[+324.10565]ATVAEVFPGCR.T Hex(2) ~ >HORVU2Hr1G122260.1 gene=HORVU2Hr1G122260 4484 Specific 3 829.0648 829.0720 K10(xgly / 324.1056) 14e-06 587 2603 8e-06 2603 -8.65
< 1, »
Spectrum (double dick to dock / undock) 8
® e[@ea +[@) L [y [l
| K.ELGVALADDK[+324]ATVAEVFPGCR.T z=3,scan#=sample=1 period=1 cyde=792 experiment=8,scan time=13.7656
2.50e+02 — €
o5 654321
] I.LGJ\CALADDKATVAEWPGCR
12345678916 13 26
2.00e+02 —
1.502+02 —
|
z
1.00e+02 —
T < -
] I e
1 =
5.00e+01 —| P 2 © 2
b Z‘ k] “"? + 2
E (] nt
J ‘ ’ \ J | :
ooesso—___ LI ||IIIHI|I||’II ‘|||||||| [ IIMIIII I|Ik III||||||I|II IIII |I||III||IlII IIiIIII I|||| iIIIIIIIh IIIIIIIII I|| ||| Ilillll“l |III||I IIII‘IIIIIIIH ‘IIIlIMIM IIIIIJI‘IIIII IIH"II Ililll [] ||||“I“|III|IIIIIII (W T IIIIII|||||| I T T T II [/ II e :
0 £00 00 1000 1“2 160
4.00e.02 -] M/z errors, tol=75.0 ppm




»>

File Edit Window Help # Eyonic™
& D e
T Textfiter... P-
Prot. Best Best *
Rank | 109P™P1 j1ogprob|  Score [ ]
11 87046 2245 12880 |-
212 73681 2167 12394
313 36819 1557 9207
414 35978 1825 9975
s|s 27878 1943 1056.4
616 24700 1463 8261
707 2657 1657 8837
8|8 21218 1954 10495
9]0 20417 1734 9463
10[10 19688 1657 8775
111 18848 1634 9389
12]12 15503 1591 9098
13|13 13106 1357 713
1414 12708 1589 8649
15]15 12313 1540 8147
16]16 11370 1405 79.4
17]17 10313 1662 8947
18]18 10296 1471 8122
19019 1005 1833 10431
20120 9744 1262 6810
A2 9523 1382 7237
2|2 8814 136 7410
23|23 8528 1498 8094
2|4 8271 1568 8044
25025 7710 1463 7928
6|26 7222 1468 730 -
<[ I »
Protein Coverage (double diick to dock / undock) -
Protein Coverage E]
Sample Protein Coverage
name name summan

Rl e —|

Peptide List (double dick to dock / undock)

T iment=21 @

anouwe (Editor),

Protein Obs. Cale. Mods PEP Deta  PEP ctaMo ppr}
Sequence Glycans Name Score |Cleavage| z |y m/z (variable) 2p |llogProbl o0 1D | Score | em]
1 36 KMK[-648.21129]PCLTYVQGGPGPSGECCNGVR.D Hex(®)  >HORVUSHrLG046550.1 gene=HORVUSHAGO4655 7475  Specific 3 10010885 10010938 K2Gugly/648.2113) 35e15 1445 6388 21cld 638 520
al i o
Spectrum (double clck to dock /undock) 8
IEIBERINE L3 | by [l
| kmkrsasiPaLTIVG CNGVR.D z=3, 1 period=1 cyde=682 experiment=21,scan tine=10.4231
8.00e+02 I
MKBCLTYVOGGPGRSGECONGVR
] 12345878510 i 2%
n =
6.00e+02 —
: T +
E +
= 4.00e+02 )
1 =
2.00e+02 — =} T
+ = o
b + + 1 + © =
ES I . XN . |2 = z
o = =0 + ? = =
e
i o l : 2 2 o -
2 e = 2
_ Uoidill s 3
oc0es00 L wl b i 1 | J.|||I1 . i sl alll i |||||II|I il nil !Ii R
200 400 1000 1400
m/z errors, tol=75.0 ppm
.
. .
N ;
.
— . . . . I . R . "
.. . .




Window Help %  Byonic ™ anouwe (Editor),

&S &

S Textfter.. - | PeptdeList (double cick to dock /undock) 8
lLog Prob| | Bt Bestyle T iment=13 @ O~
Lo RiobijEeScore Protein ) Obs. Calc. Mods PEP » Deta  PEP  :ztaMo ppn
87046 245 12880 |z Sequence Glycans Name SEOEEE e e m/z (variable) o 9Probl g0 1p Score en]
gﬁ ﬂz ;22;974 1 17 M.LTAAPRAAVALNCGQVDSK[+486.15847]MKPCLTYVQGGPG... Hex(3)  >HOI 1 gene=HOI 6124  NRagged 5 9418205 0418442  Kl9(xgly/486.1585) S4e-08 721 1287 32e-07 58  -1560
35078 1825 9975
2878 1943 1056.4
4700 1463 8261
20657 1657 8837
2218 1954 10495
20417 1734 2463
19688 1657 8715
18848 1634 9389
15503 1501 2098 a) = D
13106 1357 7413
1708 1589 8649 Spectrum (double dlick to dock / undock) )
12313 1540 8147 F oalala < @ @ ® % ol
U370 1405 796.4 & alaje - & (bl
10313 16.62 894.7 _| M.LTAAPRAAVALNCGQVDSK[+486]MKPCLTYVQGGPGP D z=5, period=1cyde=687 19,scan time=10.5729
10296 1471 8122 . .
10059 1833 10431 1 e cirecc
o744 1262 6810 1 TAR KMKPCLTYVOGG,
95.23 1362 737 1 vy o =
8814 1363 7410 2000403 — 2
8528 1408 8094 g &
827 1568 8044 4 =Y
7710 14.63 7928 E £
n2 146 7530 - | N
] D 1.50e+03 —| o
Protein Coverage (double cick to dock /undodd) & | _ 1 T
Protein Coverage E 4
Sample Protein Coveragd 1
name name summan 1.00+03 —
N +
i +
&
< i B ] &)
o
5002402 —| + e =
4 k1 =i _ =
o, T kS a0z = n
B ] - = o l =
g = 2 e
om0 1 [ L||l...‘||.‘.|lr.n||.| L .'u. IHI.'.. L ‘Lllull I..|| T SR ST N R | .
200 1000 1200
o miz errors, tol=75.0 pom
4.00e-02 b
1 .
2.00e-02 -
E .
o o e . . :
o% ] . . .
200202 -] * *
] . . .
3 .
400202 ] .
5.00002 -] .




File Edit 4 Byonic™ “ anouwe (Editor),
LR

S Textfiter... P- |Peptide List (double dick to dock /undock) .

Best Best | Peptides T iment=20 € P~
ILogProbl |\ o Brobj, | Score =
9 Prot. Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppn
87046 2245 12880 |=|| Rank PO SSquence Sy Name Score | Cleaage| 2 | m/z (variable) o IogProbl e 1D Score em
;:g-g ﬂg 3297-“ 93 108 N.SDEPDTVK[+162.05282]YCNLGCR.A Hex(l)  >HORVU1HrG087800.2 gene=HORVULHrlG087800 3431  NRagged 2 9313992 0314008  KB(xgly/162.0528) 00011 297 1788 00063 1788 -162
35078 1825 9975
27878 1913 10564
24700 1463 8261
2657 1657 8837
2218 1954 10495
0417 1734 946.3
19688 1657 8715
18348 1634 9389
15503 1591 9098 q] = ] 5
13106 1357 7413
12708 1589 8649 Spectrum (double dick to dock / undock) 8
12313 1540 8147 @ alala ¢ @ Q2 ® O .
11370 1405 796.4 Ef‘ - L5 H m
10313 16,62 894.7 | N.SDEPDTVK[+162]YCNLGCR. A 2=2,scan#=sample=1 period=1 cycdle =662 experiment=20,scan time=9.8195
10296 1471 8122 i
10059 1833 10431 |
9744 1262 681.0 I
03 ]
95.23 1362 7237 :
8814 1363 7410 1 =
8528 1498 809.4 B
87 1568 8044 g
77.10 1463 7928 p—
222 1468 7530 |
< . » i
Protein Coverage (double dick to dock / undock) & » -
Protein Coverage E 6002402
San;ple Protein Coverage i
name name summarny |
4.00e+02 —
g @
< . » - =
2.00e+02 —
4 & b3
+ + =
e I =24 i 3
] 2 : B i -
0.002+00 — Toanvan bl L by hidam didubbdb did Lot e ,
: : : " : : . s
o je00
] m/zerrors, tol=75.0 ppm
100201 -} *
] .
,#E. 5.00e-02 7
5% b ‘ :
< ] . A . .
0.002+00 — . * . . ‘
] . .
] .
-5.00e-02 —
] .




File Edit

Window Help

5 @

Byonic ™

24|24
25|25
26|26

<

n

|Log Prob|

87046
736.81
368.19
359.78
27878

11370
10313
10296
100.59
9744
95.23
8814
8528
82711
7710
7222

Best
|Log Prob]|

2245
267
15.57
1825
1913
1463
16.57
19.54
1734
16.57
1634
1591
13.57
1589
1540
1405
16,62
1471
1833
1262
1362
1363
1498
1568
1463
1468

10431

7410

8094

7928
7530 -

anouwe (Editor),

-]
T iment=10 © £-

Sequence Glycans

Score

Cleavage z

Obs. Calc.
m/z m/z

Mods

(variable)

PEP Delta
2D Lo Probl g qre

PEP  :taMo ppni
1D Score e

RAAALPSK[+324.10565]CNVNLPYK.I Hex(2)

>HORVU3Hr1G081170.7 gene=HORVU3Hr1G081170

Specific 3

6383223

6383239

Ki(xgly / 324.1056)

11e-06 597

2055 63e06 1498 -260

< 1

Spectrum (double dick to dock / undock)

| oelala oﬁo@ 2 ®

7.002+02 —| R, AAALPSK[+324]CNVNLPYK.I 2=3, ple=1period=1cyde=634

6.002+02

b2

5.00e+02

4,002+02

Tntensity

b3

<

(T

Protein Coverage (double dlick to dock / undock) -]
Protein Coverage
Sarﬁple Protein Coveragg
name name summany

3.00e+02

2.00e+02

1.00e+02

imm_Y
¥

imm_\

Lo b b b v b Lo L ay

bl J il Inn”lllm lILJ.hL i Jd.h il hjl...un.ul.u.

0.002+00

10,scan time=10.4752

¥3

i 1 10 |...J...llnlu.ln..ml.n.xlu...ih“t.llhl.| L.

400

600

l..LJ.I|MiI|||| |‘|II|‘ I|

1++

24+

miz

|

1200

300002 ] M/z errors, tol=75.0 ppm

200202
1.00e02

0.00+00

0bs
Cale mjz

-1.00e-02

-2.00e02

-3.00e02

wlon by b bl bl
-
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File Edit Window Help % Byonic ™ " anouwe (Editor),

= 9 @

© Tox - Peptide List (double cick to dock / undock) &
ST =it = =
Best Best 7 eriment=3 € £
[Log Prob| |Log Prob|  Score .
9 5 Gl Protein S a Obs. Calc. Mods PEP Log Prob Delta PEP  :ltaMo ppn
87046 2245 12880 |z equence yeans Name core | Cleavage| z m/z m/z (variable) IegProbl e 1D Score e,
;:g?; ﬁg; 3297»4 1 55 RALVK[+162.05282]LECVGNRVPEDVLR.D Hex(1)  >HORVU6HrG001150.1 gene=HORVUHrLG001150 3584  Specific 4 5437992 5437978  Kd(xgly /162.0528) 87e-06 506 2003 52e-05 2903 269
35078 1825 975
27878 1943 10564
24700 1463 8261
216.57 16.57 8837
2218 1954 10495
0417 1734 9463
19688 1657 8715
18848 1634 9389
15503 1591 9098 ay = <
131.06 13.57 7413
12708 1580 8649 Spectrum (double dick to dock / undock) &
12313 1540 8147 = a(ala ¢ 9 B
1370 1405 79.4 ”’fmmz_ b5, .
10313 16.62 8947 ’ R.ALVK[+162]LEC EDVLR.D z=4,sca ple=1 period=1 cyde=740 experiment=3,scan time=12.1763
10296 1471 8122 R . o
10059 1833 10431 i T e
o744 1262 6810 ALVKLECVGNRVPEDVLR
95.23 1362 7237 ) Le fresw =
88.14 1363 7410 g o
85.28 1498 8004 3000402 | B
8271 15.68 8044 g
77.10 1463 7928 1
7222 1468 7530 - g
' 1 ;s
Protein Coverage (double dick to dock /undodd) & _ - = e
Protein Ooverage[g [g E 2.00e+02 —|
Sarv:ple Protein Coverage ]
name name summary| 1
1 o + o
i n 2 & T
= +
< 0 » 1.002+02 - + E
+ =
b + ]
:‘ -~
4 = ~
. ~
5 2
| 5 =
000e+00 |] il l ||“H|| hﬂ‘ | Il m MI |“l|| | "uh L“ i|L|ﬂ “ﬂnl“u |||||||M||| Lll'“llll Ji”lllll ]||u||||||||||‘| il |||||i]||||||||l |h|||||lhi||lim [ UI i I||h|||||| Il d | I | i | | |I |
200 400 500 = £00 1000 o
] m/z errors, tol=75.0 ppm
2.00&02—_
i - *
- *
1 PS . . hd .
{0.00&4—00 ] 3 Y. PR *
wE -
S5 _ . .
“ -2,00e-02 —
: *
4.00&4)2——
] .
+6.00e-02 — 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 ann & miz 200 1000 1700




~ anouwe (Editor),

Window Help Byonic ™
= e @
T Textfiter... P-
Best Best *
Log Prob] |Log Prob|  Score B
870.46 2245 12880 |z
736.81 267 12394
368.19 1557 9297
359.78 1825 997.5
27878 1913 1056.4
247.00 1463 826.1
216.57 16.57 8837
21218 19.54 1049.5
20417 17.34 946.3
196.88 16.57 8715
188.48 1634 9389
155.03 1501 909.8
131.06 1357 7413
127.08 1589 8649
12313 1540 8147
11370 1405 79%.4
10313 1662 8947
10296 147 8122
100.59 1833 10431
97.44 1262 681.0
95.23 1362 7237
8314 1363 7410
85.28 1498 809.4
8271 15.68 8044
7710 1463 7928
222 1468 7530 -
q| 0 ] P
Protein Coverage (double dick to dock / undock) -
Protein Coverage
Sav;ple Protein Coverage|
name name summary|

Pl T—

Peptide List (double dlick to dock / undock) =}
Peptides T iment=17 @ P~
Prot. Protein Obs. Cale. Mods PEP Deta PEP sitaMo ppn
Rank o= Sequence Ghycans Name ScorelyjiCleavageit m/z m/z (variable) 2D [Log Prob| Score 1D Score err.
17 54 R.ALVK[+162.05282]SQCAGGQVVESIQK.D Hex(1)  >HORVU2Hr1G122260.1 gene=HORVU2Hr1 G122260 562.1 Specific 3 669.6775 669.6857 Kd(xgly / 162.0528) 9.3e-10 9.03 5002 55e-09 5002 -12.3!
<[ m »
Spectrum (double dick to dock / undock) &
afie +[8]= = o
| R.ALVK[+162]SQCAGGQVVESIQK.D 2=3,scan#=sample=1 period=1 cycle =648 experiment=17,scan time=9.3839
N 5 0987654321
b occbror
4,00e+02 — ALVKSQCAGGQVVESIQK
. e
3.00e+02 —
S
2.00e+02 —
2
7 ~
] S
1.00e+02 | > T .
b E -9 ] + z :f(. ®
| 1 H T t % e o2 5z
o.00s00 [T (T | il o dl Lu 1l || il “II |||i||||||ii||h|||‘ l||h||L|||||i|i||||||“i||ili|‘|||| mm Ihuimh“l”ll sl i‘lilili ik ||| i |I||||m||u|hhun|| ookt bl WmHl Ihlml Dlhnodin e |||||||||| Il I| ] | | [ | : ’ |
200 S0 S0 S0 1000 1200
] m/z errors, tol=75.0 ppm
60002 —:
. *
4,00e-02 ]
m% 2.00e-02 —:
& ] ¢ M
“ 0.00e+00 e = r * . % * .
: * * . . * . R
-2.0002 L2
: *
-4.00&02—: ., v .

[ = 10:33 AM

|m, " o
g = 20/08/2020



File Edit Window Help Byonic ™

- e B

Proteins v -

Prot. Best Best *

Rank | I-09 Probl JLog Prob|  Score | |
870.46 2245 12880 |z
736.81 2167 12394
368.19 15.57 9297
359.78 18.25 997.5
21878 1913 1056.4
247.00 1463 8261
216.57 16.57 8837
21218 19.54 1049.5
20417 17.34 9463
196.88 16.57 8775
188.48 16.34 9389
155.03 1591 909.8
131.06 13.57 7413
127.08 15.89 8649
12313 1540 8147
113.70 14.05 796.4
10313 16.62 8947
10296 147 8122
100.59 1833 10431
97.44 1262 681.0
95.23 1362 7237
88.14 1363 7410
85.28 1498 809.4
8271 1568 8044
7710 1463 7928
.22 14.68 7530

<[ i »

Protein Coverage (double diick to dock / undock) -]

Protein Coverage [;]
Sarr:ple Protein Coverage
name name summary|
< m »

anouwe (Editor),
)
T iment=12 @ P~
Sequence Glycans P’\?;::I: Score Cleavage z ?“b/sz ('::}; (v:/:;‘:)sle) PZEI; |Log Prob| SD:D.:: PIE; E’;:::I: pe‘::"
8 63 R.AQQGCLCQYVK[+486.15847]DPN[+0.98402]YGHYVSSPHARD Hex(3)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 3658  Specific 5 6624752 6624930  Kll(xgly /486.1585); N14(Deamidated / 0.984) 3e-05 452 2977 000018 2977  -269)
< m »
Spectrum (double dlick to dock / undock) =)
W alala 4 @ ONNCEE e |
7| R.AQQGCLCQYVK[+486]DPN[+1]YGHYVSSPHAR.D z=5,scan#=sample=1 period=1 cyde =668 experiment=12,scan time=9.9966
1.50e+02 | 3:748;;)67
) 3
£ 1.00e+02
5
z i
i :
4 = 2
5.002+01 —| =
-
1 T 2
2 =
| N ‘ J “ l ( ﬁ 2
4 z =
ol L Mﬂ I“I Il ||m MI M 1l hll‘lllil il imn i |||||JHN||I||MHI||| |Li| i i|}||| I |||1||||‘||||ﬁl|h bbb | , | |
500 mfz 1o|oo 15‘00
] m/zerrors, tol=75.0 ppm
4.00e-02 —: *
20002 -]
L E ]
e ] .
‘-’o,oouoo—: . * .. . . - .
2.00002 —: : * :
400002 *

20/08/2020



File Edit Window Help “# Byonic™ anouwe (Editor),
&S @
T Textfiter... Peptide List (double cick to dock / undock) &
|Log Prob] Best Best «] Peptides T iment=18 © P~
Ll e Pot. |, PEP  staMo ppr
8046 245 12680 ||| romk | PO Sequence Glycans Score  Cleavage |Log Prob| T oo B
;:i; ﬂg ;ﬁ‘—;“ 6 136 RDFAK[+16205282]VLVTPGQCNVLTVHNAPYCLGLD Hex()  >HORVU7Hr1G035020.1 gene=HORVU7HrLG035020 5197  CRagged 3 Ké(xgly / 162.0528) 481 3244 91e05 3244 -381
35978 1825 9975
27878 1913 1056.4
24700 1463 8261
2657 1657 8837
21218 1954 10495
20417 1734 9463
19688 1657 8775
18848 1634 9389
15503 1591 90938 aJ = D
13106 1357 7413
127.08 15.89 8649 Spectrum (double diick to dock / undock) &
12313 1540 8147 m oalala < @ 0 s [og M7
1370 1405 7964 & JRaER & b
10313 16.62 894.7 | R.DFAK[+162]VLVTPGQCNVLTVHNAPYCLGLD. z=3, ple=1period=1cyde=853 18,scan time=15.6428
10296 1471 8122 ]
10059 1833 10431 1
9744 1262 6810 3002402 — x7eL21sy
0523 1362 7237 ] e
814 1363 7410 ]
8528 1498 809.4 1
8271 1568 8044 2.502+02 —
7710 1463 7928 ]
7222 1468 7530 . ]
<« 1 » 7
2.00e+02 —
Protein Coverage (double dick to dock / undock) - _ b
Protein Coverag E] E 1
Sample Coveragel| 15002
name name summany 1
1.002+02 —
Dl — v 1
4 = ¥ o
E o 7 b3 5 EAb + LT
5.00e+01 — o @ = k3 3 n 3|2 Ik
] - - " 3 |2 o 5 il
_ t \ \ | i Il
0.002+00 ] |1 ‘ | l ‘IIII ‘LIIIII'I‘IIH ml |III {1 [TRATHIT TN |||I IM\II“I‘II thl IIIHIIIIIJIiIIIIhIh'|III|II  [[] |I\I|IIIIIt IIIIII[IIIIi|IIIII|I|IIUIIIIIIIIII Imllmlll “IM.\‘IJ”J IhLI]II IJIW‘III“]JII"‘”‘LII || |m “ i
— e A e . T
400 500 miz 1000 1400 1600
690292 infz errors, tol=75.0 ppm
4.00e02
2.00002
E . .
E . .
g - . A
©3 200002 ] .
3 ’
E .
4.00202 o
6.00202 -]
£.00202




Byonic ™

~ anouwe (Editor),

T iment=11 € £~

Protein

Glycans e

Sequence

Score

Cleavage z

Obs.
m/z

Calc.
m/z

Mods
(variable)

Delta
Score

PEP

oo ILogProb]

PEP
10

staMo  ppn
Score e

3033

694.8203

694.8248

15e05 482

1595 9e-05

1595 -6.44

R.FAGGSRPVCATACGCK([+324.10565]ISGPTCPR.D Hex(2) ~ >HORVU6Hr1G000830.3 gene=HORVUGH

Specific 4

Ki6(xgly / 324.1056)

File Edit Window Help
e
Prota'ls T Textfiter... P+
. Prot. Best Best *
Rank Azl |Log Prob|  Score M
11 87046 2245 12880 |=
22 73681 2167 12394
33 36819 1557 997 L
414 35978 1825 997.5
515 21878 1913 10564
616 24700 1463 8261
717 21657 1657 8837
8|8 21218 1954 1049.5
99 20417 1734 946.3
10]10 19688 1657 8715
1111 18848 1634 9389
1212 15503 1591 909.8
1313 13106 1357 7413
14|14 12708 1589 864.9
1515 12313 1540 8147
16]16 11370 1405 796.4
17|17 10313 1662 894.7
18[18 10296 1471 8122
19]19 10059 1833 10431
20020 9744 1262 6810
21|21 9523 1362 7237
2|22 8814 1363 7410
23|23 8528 1498 809.4
24|24 8271 1568 804.4
25025 7710 1463 7928
6|26 7222 1468 7530 -

< m

Protein Coverage

Protein Coverage (double dick to dock / undock) 2

8

Sample
name

0

Protein
name

Coveragel
summary|

<1 i

Spectrum (double diick to dock / undock)

FIENEIE ego@ o o {3 [wMfmr

| R.FAGGSRPVCATACGCK[- )
1.202+03 |

TCPR.D z=4;: nple=1 period=1 cyde=692 experiment=11,scan time=10.7150

o
a

o
wn

bi2++

)

¥7

@

o
2

ss'd -

FAGGSRPVCATACGCKI

13

e lhebinde didd ol L .
T T

! il th Im;mll..l]l

Lhndiitobialvedblsalind uh 1k
; I ; '

200 400

i .

.L Jl

S S ket

suadl e,
miz

800

) |I!||-k lu v]l {uil llu [T

\II |

m/z errors, tol=75.0 ppm
4.00e-02

3.00e-02
2.00e02

100202

Calc mfz

0.00e+00 %

100202

-2.00e02




File Edit Window Help
=S e

Byonic ™

\Td fiter... P~
Best Best *
ILog Prob] |Log Prob|  Score B
870.46 2245 12880 |=
736.81 267 12394
36819 1557 9297
359.78 1825 997.5
278.78 1913 1056.4
247.00 1463 826.1
216.57 16.57 8837
21218 1954 10495
20417 17.34 946.3
196.88 16.57 8715
188.48 1634 9389
155.03 1591 909.8
131.06 1357 7413
127.08 15.89 8649
12313 1540 8147
11370 14.05 794
10313 16.62 8947
10296 1471 8122
100.59 1833 10431
97.44 1262 681.0
95.23 1362 237
83.14 1363 7410
85.28 1498 8094
8271 1568 8044
7710 1463 7928
222 1468 7530  ~
< m '

Peptide List (double diick to dock / undock)

' anouwe (Editor),

T eriment=7 €@ £~

Protein Coverage

Protein Coverage (double dlick to dock / undock) (-]

Sample Protein
name name

< n

Coverage
summary|

P s Gl Protein Obs. Calc. Mods PEP Log Prob Delta PEP  :taMo ppn
Rank O cquence ycons Name m/z m/z (variable) 2D ILog Prob| Score 1D Score Err.
1 83 R.GIHNLNLNNAASIPSK[+162.05282]CNVNVPY.T Hex(1)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 6543249 6543287  Ki6(xgly /162.0528) 12e05 492 1475 72e05 1475 -578
< m »
Spectrum (double click to dock / undock) &
B o[l +(a)a o o (G
2502403 R.GIHNLNLNNAASIPSK[+162]CNVNVPY.T z=4,scan#=sample=1 period=1 cycle=755 experiment=7,scan time=12.6384
4 20 |15 ;1098765432
| el GIHI ) IPSKCNVNVPY
FAAAdd Iy ]
i 173456783510 13 20
2.002+03 oL
1.502+03 |
%‘ 4
1.00e+03 —
4 o .
5.002+02 £ &
E T +
E +
2
i - + L ©
2 ¥ -
i L 3 l 3 28
0.002+00 — ik L Lk b b Y ' | Vo
200 1000 200
] m/z errors, tol=75.0 ppm
6.002-02 —
] .
400002 -]
= ] .
« E 4 .
52 2.00202 — -
S R R
] .
0.002+00 — & *
E ¢ . . . . . N . - .
2.00002 - -
R .
v T T T T T T T T T T T T T T T T T T
200 400 800 1000 1200




anouwe (Editor),

File Edit Window Help # Byonic™
i Em& S e
T Textfiter... P~
Best Best *
Iteg Prebl  og prob|  Score [
870.46 2245 12880 |z
736.81 2167 12394
36819 1557 9297
359.78 1825 997.5
278.78 1913 1056.4
247.00 1463 8261
216.57 16.57 8837
21218 19.54 10495
20417 1734 946.3
196.88 16.57 8715
188.48 1634 9389
155.03 1591 909.8
131.06 13.57 7413
127.08 1589 864.9
12313 1540 8147
11370 14.05 794
10313 16.62 894.7
10296 1471 8122
100.59 1833 10431
9744 1262 681.0
9523 1362 7237
8814 1363 7410
85.28 1498 8094
821m 1568 8044
7710 1463 7928
7222 1468 7530 -~
4] il 5
Protein Coverage (double dick to dock / undock) -
Protein Coverage
Sample Protein Coverage
name name summary]
< m 3

Peptide List (double dlick to dock / undock) (-]
T iment=20 @ £-
Protein Obs. Cale. Mods PEP Deta PEP =staMo pp
Sequence Name Score | Cleavage| z | |/, m/z (variable) p  [o9Probl goe 1D Score e
1 83 R.GIHNLNLNNAASIPSK([+486.15847]CNVNVPY.T >HORVU5Hr1G046550.1 gene=HORVUS5Hr1G046550 4313 CRagged 3  980.1346 9801377 Ki6(xgly / 486.1585) 13e-06 589 2129 77e-06 2129 -322
! i 5
Spectrum (double dlck to dock / undock) 8
@ oel@a ¢ @ oo L3 [y [
002102 7 R GIHNLNLY T NVNVPY.T 2=3, le=1period=1cyde=752 experiment=20,scan time=12.5582
5.00e+03 —
R B
4.00e+03 —
2 3000003
H i
2.00e402
1.00e403 | .
g =
b= o
T b4 + + - -3
i - - T 1 o & 3
] = +% 383 8 Z 3 ” [
0.002+00 —_ o . o i I ll Lit.. TR ad lll.n..u.l.i...l..l.. 4...1. ITSNSPRYS 1y "“L-hlJ ikl L.' a — - 3 2. —
400 500 500 miz 1000 1200 1400 1600
7 m/zerrors, tol=75.0 ppm
100202 -
] .
] .
220002400 - —* -
= E 1 * . . " . . .
3% ] . .
3 E . .
-1.00e-02 —
] Y .
200002
] .
] .




Edit Window Help .’.ﬂ Byonic ™

&= S @

v =
Best Best *
ILog Prob] |Log Prob|  Score B
87046 2245 12880 |=
736.81 2167 12394
36819 15.57 9297
359.78 1825 997.5
278.78 1913 1056.4
247.00 1463 8261
216.57 16.57 8837
21218 19.54 1049.5
20417 17.34 946.3
196.88 16.57 8715
188.48 16.34 9389
155.03 1591 909.8
131.06 13.57 7413
127.08 15.89 8649
12313 1540 8147
11370 14.05 796.4
10313 16.62 8947
10296 1471 8122
10059 18.33 10431
97.44 1262 681.0
95.23 13.62 7237
8814 1363 7410
85.28 14.98 809.4
8n 1568 8044
7710 1463 7928
7222 14,68 7530 -
Kl »
Protein Coverage (double dlick to dock / undock) =
Protein Coverage
Salaple Protein Coverage
name name summary|

Peptide List (double dlick to dock / undock)

' anouwe (Editor),

T -iment=20 @ £~

Sequence

1 83 R.GIHNLNLNNAASIPSK[+648.21129]CNVNVPY.T

Protein
Name

>HORVU5Hr1G046550.1 gene=HORVUSHr1G046550

<

Ki6(xgly / 648.2113)

PEP Delta PEP  :taMo ppn
20 ILog Prob] Score 1D Score e,

3e-05 453 1569 000017 1569 -11.4;

Spectrum (double dick to dock / undock)

B e [s)o +[s]e o o

1.20e+03 — R GIHNLNLNNAASIPSK[+648]CNVNVPY. T 2=3,scan#=sample=1 period=1 cyce=751 experiment=20,scan time=12.5272

1.00e+03 —|

8.002+02 —

6.00e+02 —

Tntensity

4.00e+02 —

2.00e+02 —

0.002+00 — i
200

=
PRTITATTTN | PRTRTTITN PRRTTT

Hex(2)

10++

-

by 0

o)

bo++
bil++

wabuuntyoudion v il oy ke d b

20 .15 .10
GIHNLNLNNAASIPSKCNVNVPY
DEPFEEEEIN I

6.00e.02 m/z errors, tol=75.0 ppm

4.00e-02

2.00e-02

0bs -
Cale mjz

0.00e+00

-2.00e-02

-4.00e-02




Window  Help

Byonic ™

< i

N’ p-

Best Best -
ILeg Probl o prob|  Score | ]
87046 2245 12880 |-
7681 267 12394
319 1557 0207
35078 1825 9975
7878 1913 1064
2700 1463 8261
20657 1657 8837
0218 1954 10095
17 1734 9463
19688 1657 875
18848 1634 9389
15503 1501 %093
13106 135 7413
12708 1589 8649
12313 1540 8147
1370 1405 794
10313 1662 847
10206 1471 8122
10059 1833 10431
o744 126 6810
0523 136 7237
8814 1363 7410
8528 1498 800.4
8271 1568 8044
710 1463 7928
n2  ue 180 -

Protein Coverage (double diick to dock / undock) ]

Sample
name

Protein
name

i

Coveragel
summany]

anouwe (Editor),

Peptide List (double click to dock / undock) 8
T iment=21 @ £-
Protein Obs. Calc. Mods PEP Deta  PEP  =taMo ppn
ST LD Name Score |Cleavege|| 2 | vz m/z (variable) 0 1o9Probl s 1D Score em
1 8 R.GIHNLNLNNAASIPSK[+162.05282]CNVNVPYTISPD.I Hex(1)  >HORVUSHr1G046550.1 gene=HORVUSHr1GO46550 5493  CRagged 3 10431676 10431837 Ki6(xgly/1620528) 88e-08 706 3939 52e-07 3939 -153
2l i v
Spectrum (double dick to dock / undock) 8
mef@ea +(@e & (wf
 RGIHNLNLNNAASTPSK[+16Z]CNVNVPYTISPD.  2=3,5can # =sample =1 period=1 cyde =776 experiment=21,5can time=13.2901
4.00e+02 —
3.00e+02 —
o
- 1 H
2.00e+02 —
2
1 +
4 i
&
J g
1.00e+02 — . t
J B i a.
1 o = . 2 t I Fo o 2
1 ¢ & L g o = 3° “ -
1 = 83
oooesco | \l mr |L| n |i||||||| il |i||x|||\ i bl |||||| IH||||I||||i|l||||||i||||l e i oo | o I|||||||||||||||| ||H||“|||||||||ﬁ||||“||J||L| |||hil||iﬂ|h|||I||||h|h|||ﬂ|lu||lui| ihlimimn luunnhllllliml in |||\|W||||||| 1 H
zon §00 mz 1000 1200
 mizerrors, tol=75.0 pom
6.00e-02 —_
] .
4.00e-02 —_ *
. ‘% B
2 ] . .
°3 200002 . .
] B
0.00e+00 -] - . -
] . . . .
- * .




File Edit

~ anouwe (Editor),

T . P- | Peptide List (double diick to dock / undock)
Best Best * Peptides T iment=21 @ £~
Rank [Log Prob| |Log Prob]  Score 7] Z
9 Prot. Protein Obs. Calc. Mods PEP P Delta PEP  :taMo ppn
87046 2245 12880 |z Rank Pos. Sequence Glycans Name Score  Cleavage z m/z m/z (variable) 2D [Log Prob| Score 1D Score err.
gﬁ; ll;g; 3297-4 1 8 RGIHNLNLNNAASIPSK[+324.10565]CNVNVPYTISPDID.C Hex(2)  >HORVUSHI1G046550.1 gene=HORVUSHrGO46550 6306  CRagged 3 11732262 11732383 Ki6ixgly/3241056) 1611 1078 4046 O7ell 4046 -10
359.78 18.25 997.5
278.78 1913 1056.4
247.00 1463 826.1
216.57 16.57 883.7
21218 19.54 1049.5
20417 17.34 946.3
196.88 16.57 8715
188.48 16.34 9389
15503 1591 909.8 af m :
131.06 13.57 7413
127.08 15.89 8649 Spectrum (double diick to dock / undock) g
12313 1540 8147 T alala < @ 9 ® -
11370 1405 79.4 # @ — 4 b5 mi
10313 16.62 8947 R.GIHNLNLNNAASIPSK[+324] CNVNVPYTISPDID. C z=3,scan#=sample=1 period=1 cycde=791 experiment=21,scan time=13.7454
10296 1471 8122 8002402 | . . o
100.59 18.33 10431 b N - e
97.44 1262 681.0 E G]:H:NI..NI.;N:,'I‘IAJ‘ASIPSKCNV]::VPYT?:{_!SJPD]:]E?i
9523 1362 7237 i praEEreee » =
8314 1363 7410
8528 14.98 809.4 b
8271 1568 8044 6002402
7710 1463 7928 ’
7222 14.68 753.0 -~ g =
i »
Protein Coverage (double dlick to dock / undock) & _
Protein Coverage E
- S 4.00e+02 —
Sample Protein Coveragef
name name summary| 7
i 2
< — C 2.00e+02 —| T Z
| t
o
| g £ i
o - & & he
g l 2 [ » - j 3 = 8
a e Lkl i
000e+00 —__ 111 1 wuw i ||L'I|I| tn Wilm ]lull il 1Il i |l [T NI RN |l||“|| T R TR A C R ‘Ilm U wi il ‘#IIIIIIIII' womsmmn 1o b o | o h iul lIll“IIIIIiIdII Illllllﬁlillll mlundl | ) I: 1 I | |' 1l | I |I| il ; |I
200 500 800 miz 1000 1200 1400 1600
7| m/z errors, tol=75.0 ppm
6.00e-02 —_
1 R .
400202 -] .
SE g .
o% b . ¢
© 2,00e-02 —
1 .
N . *
0.002+00 —
+00 A . "
N . .
-2.002-02 — * * *
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
200 400 600 800 miz 1000 1200 1400 1600




Window Help #  Byonic ™

= & @

Best  Best ~
ILog Probl  oq prob]  Score [ 7]
s046 245 12880 |-
7681 267 1294
%819 1557 907 |
3078 1825 %915
27878 1913 10564
w0 ue 8%l
2657 1657 837
218 1954 10095
W17 1M w63
19688 1657 8715
18848 1634 939
15503 1591 9098
B16 15 7413
12708 158 643
1313 1540 847
370 1405 7964
10313 1662 8947
0206 17 2
10059 1833 10431
o4 1262 6810
%53 1 37
sl 1363 M0
85.28 1498 8094
@7 1568 84
710 e 7928
2 ue 750 .

Peptide List (double dick to dock /undock)

" anouwe (Editor),

T iment=16 @ £

Deta  PEP  ctaMo ppn

ILogProbl score 1D Score e

Protein Coverage (double cick to dock /undock) &

Protein Coverage: B8
Sample Protein Coveragel
name name summany
« i J »

1 83 R.GIHNLNLNNAASIPSK[+162.05282]CNVNVPYTISPDIDCSR.I >HORVUSHr1G046550.1 gene=HORVUS5Hr1G046550 1793 4345 7e-18 4345  -114
gl v
Spectrum (double dick to dock / undock) -]
@ e@e +[a)
| R.GIHNLNLNNAASIPSK[+162]CNVNVPYTISPDIDCSR 1 2=4,5can=sample=1 period=1 cycle =786 experiment=16 scan time=13.5867
7008402 -]
] °
sooerz 2
] +
sooevaz b o
£ a0
i ]
3008402 -]
2000402 -]
] +
] x
4 N g
h N o
o2 X i o
1006102 - L E 2 3
] E ,l l i
P "“ |ud | bl | ol i |||| I “ | 1 ||I\||L||||lli\‘| [i b A ' :
an 0 Ry
800202 /2 errors, tol=75.0 ppm
4.00e-02 ——
" ]
5 poen ]
23 ]
0.002+00 — o




File Edit Window Help “ Byonic™
= e @
T Text fiter.
Best Best *
ILog Probl o0 prob  Score [T]
87046 2245 12880 |-
73681 2167 12394
36819 1557 9297
35978 1825 %975
7878 1913 1056.4
24700 1463 8261
2657 1657 8837
2218 1954 10495
0417 1734 9463
19688 1657 8715
18848 1634 9389
15503 1591 9098
13106 1357 7413
12708 158 8649
12313 1540 8147
1370 1405 794
10313 1662 8947
10296 1471 8122
10059 1833 10431
9744 1262 6810
9523 1362 31
8814 1363 7410
8528 1498 8094
827 1568 8044
710 1463 7928
72 146 7530 -

Protein Coverage (double cick to dock /undock) &

Protein
name

Coveragd
summary

“ anouwe (Editor),

Peptide List (double diick to dock / undock) =
T riment=3 @ £~
Prot, Protein Obs. Cale. Mods PEP Deta  PEP staMo ppn
Ronk PO v e Name Seoeh Kleseos IR m/z m/z (variable) o 9Probl sore 1D score em
1 8 RGIHNLNLNNAASIPSK[+16205282]CNVNVPYTISPDIDCSRI  Hex(l)  >HORVUSHr GO46550.1 gene=HORVUSHrIGO46550 5040 Specific 6 6178058 6178044  Ki6lugly/1620528) 19e06 573 276 11e05 2776 232
i ¥
Spectrum (double cick to dock / undock) &
® e(@e (@) & [l
T R GIHMNLNNAASIPSK( + 162JCNVNVPYTISPDIDCSR. I 26, period=1 , scan time=13.3963
1000403 ]
' E p876s4321
1 GIWLWASIPSKCNV‘I{VrPr TISPDIDCSR
8.002+02 — 1
6o0es02 ]
T T
so0es02 e
£ =
4 +
. S
2000002 = 3 1ot ) 2 )
| \ \ i L L& | |
s E
E gy 2 ] o
o.0es00 |\I il I|||‘I N “‘I h I Hj' l| ||“M|L\ I\l\h\llli”h |m il IIMI“ M \ldlhﬂ\h] mlll“l i j\'il\ |\1 \|m||| iJl A \lll\ |ll i I ll HJ| Inll i| Wi o vind JA vl .J hoil | FE 0y l
R
20 0 0 1200
3 miz errors, tol=75.0 pom
.
. . . .
. . .
2 - . . .
° * e » . . M e . . ¢ .
. .




\

File Edit Window Help “% Byonic™

&S e

J

Peptide List (double dlick to dock / undock)

“ anouwe (Editor),

&
T riment=5 € £~

T Textfiter...
Best Best

Fog Rrob |Log Prob|  Score [ |
87046 2245 1288.0
736.81 2167 12394
36819 15.57 929.7
359.78 18.25 997.5
27878 1913 1056.4
247.00 1463 8261
216,57 16.57 8837
21218 19.54 10495
20417 1734 9463
196.88 16.57 8775
18848 1634 9389
155.03 1501 909.8
131.06 1357 7413
127.08 15.89 864.9
12313 1540 8147
11370 1405 796.4
10313 16.62 8947
10296 1471 8122
10059 1833 10431
9744 1262 681.0
9523 1362 7237
8814 1363 7410
85.28 1498 809.4
8271 1568 8044
7710 1463 7928
7222 1468 7530

Protein Coverage (double diick to dock / undock)

B

Protein Coverage

Sample Protein Coverage
name name summary|

T I T N |

z

Sequence Glycans r;\;:::': Score Cleavage z ?“b;l p;)p |Leg Prob| ?:okr: PlEDP Elst:x: Pe":r
R.GIHNLNLNNAASIPSK[+324.10565]CNVNVPYTISPDIDCSRI Hex(2)  >HORVUSHr1G046550.1 gene=HORVUSHrLG046550 5507  Specific 6  644.8087 93e07 603 2226 55e-06 2226 690
3
Spectrum (double dlick to dock / undock) 8
@ ef@e ¢(@]e @ & (aHw
| R.GIHNLNLNNAASIPSK[+324]CNVNVPYTISPDIDCSR. I 2=6,scan#=sample =1 period=1 cycle=778 experiment=5,scan time=13.3382 [
Y6084
30 25 20 .15
GIHNLNLNNAASIPSKCNVNVE
12373 7sdd 4 i 2%
@
E
- o iz
> = ] S < o
£ + o+ 2 2
s 3 2g
3 3 £}
3 9
i, ||||i|“||l |||||u1 I ]IMII\I ki illi“lllll § M kl bttt 1 [ mnhllllllhi ol Gt |I| il ||J| Il‘lﬂhln i L T N T R i L
1kl : . : R ; : r . " . T : :
200 400 €00 mz 500 1000 1200
" mizerrors, tol=75.0 ppm
.
=
55 200002
5%
3 . .
. . .o




File Window  Help
R

@

Edit

Byonic

|Log Prob]|

Protein Coverage (double dick to dock /undock) &

Protein
name

Coveragd
summary{

anouwe (Editor),

PeptideList (double cck to dock / undodk) )
T iment=10 @
Sequence Glycans. m‘fr:'e" Score  Cleavage z g:’;l' c':}; (x;’a‘;ﬁﬂ FZE)P |Log Prob] SD:(:: ';E)P ';:x: RE)
1 8 RGIHNLNLNNAASIPSK[+162.05282]CNVNVPYTISPDIDCSRLY  Hexl)  >HORVUSHrIGO46550.1 gene=HORVUSHr1 G046550 5134 CRagged 5 7637109 7637806 Ki6(ugly/1620528) 47e05 433 1590 000027 1590 121
< i ’
Spectrum (double cick to dock / undock) &
@ alala ¢ [E Q0 L | by oo
] R.GIHNLNLNNAASIPSK[+162JCNVNVPYTISPDIDCSRL. Y 2=5,5can#=sample = 1 period=1 cyde=801 experiment=10,scan time=14.0457
1.50ev02 GIMNWA%E PS:KC)!VNV"PY&"I
J 1 2753 i 2
1000402 2 “
I .
] 3 8 =
- fr s .. 4 2
] 1% 2 5 |4 & 8 T
2 & ES 2
J 2 3 - 3
s LI |‘||M‘||||| JWI N Mlllmh ‘llml“ll\hlm \ |‘ W” ‘II‘I I MIIHIIX MHI'IEL'III ||h|i|“\|“ IIH w M ‘ H’l} ‘ | |" | H“‘ |‘ ‘
T T T T T T T T
200 400 500 mz 800 1000 1200 1400
J mizerrors, to=75.0 pom
e
] . .
o] .
55 1 .
[T E—— R R . . .
] .
] . .

10:44 AM
0/08




File Edit Window Help # Eyonic anouwe (Editor),
@ @
7 Peptide List (double cick to dock / undock) 8
© mentez0 © P~
Log Prob] | /Bt Best k2 7 iment=20 @
Lo Erobij{gScore] Protein Obs. Calc. Mods PEP Dets PEP staMo ppni
s046 2245 12880 |- Sequence Glycans e Score Cleavage z % o iy o legProb] g T SO PR
I225E1 2T 1294 1 8 RGIHNLNLNNAASIPSK(+324.10565]CNVNVPYTISPDIDCSRLY  Hex(2)  >HORVUSHrLG046550.1 gene=HORVUSHr GO46550 9199  CRagged 4 0949769 0049871  Ki6(xgly/324.1056) 6417 1620 4546 38e16 4546 102
36819 1557 9207 L
35078 1825 9975
7878 1913 1056.4
4700 1463 8261
2657 1657 8837
2218 1954 10495
0417 1734 9463
19688 1657 8775
18348 1634 9389
15503 1591 9098 ] = 5
13106 1357 7413
1708 1580 8649 Spectrum (double clck to dock / undoc) 8
12313 1540 8147 @ oelala ¢ @ 4 3 (o |7
(@] e 9 y
1370 1405 794 ‘jjmm L5 —
10313 16.62 894.7 : | R.GIHNLNLNNAASIPSK[+324]CNVNVPYTISPDIDCSRLY z=4, 1period=1 ), scan time=13.9926
10296 1471 8122 ]
1005 1833 10431 ]
9744 1262 6810 ]
%523 1362 7237 5000402 |
8814 1363 7410 1
8528 1498 8094 1
871 1568 8044 1 ey
710 1463 7928 1
72 U6 730 || e .
< i v ] &
Protein Coverage (double cck to dock /undock) 8 | _ ] T
Protein Coverage é 3.000+02 — =
Sample Protein Coverage 1 N 2
name name summary 1 i
] g
g
2.00e+02 — b
“« " i 1 =
] + s e =
] 1 &+ % E Y
s000v02 e*g + 3 i pg 3 213
& 3 o +
1 5. 3
] | alasull) MR | o ahy bl bl 1
0002400 bk iyl bbb |H|||l||| Il HlllN ||'\||I|| “ JL |“| Il ‘I 11 ”ll hll‘M bbbl i IJ | | | [T N .\lli \ “l" 1 || ||\ Il [ {ulii 1 | [
T T T T T T T
20 Y s 1400
7| m/z errors, tol=75.0 ppm
4.00e-02 -
] . .
2 E 200002
s 1
1 . . . . . . .
0002200 —| . - . . . . .
] .
i * . .
.
2.00002 +




File Edit Window Help Byonic ™
SR
T Textfiter.. P~
Prot. Best Best ~
Rank | 1*9P™5 |1ogprob]  Score [ ]
87046 2245 12880 |-
73681 2167 12394
36819 1557 997 LI
35978 1825 9975
7878 1913 10564
4700 1463 8261
2657 1657 8837
2218 1954 10495
0417 1734 946.3
19688 1657 8715
18848 1634 9389
15503 1591 909.8
13106 1357 7413
12708 1589 8649
12313 1540 8147
1370 1405 794
10313 1662 8947
10296 1471 8122
10059 1833 10431
9744 1262 6810
9523 1362 37
8814 1363 7410
8528 1498 809.4
8271 1568 8044
7710 1463 7928
7222 1468 7530 -

[ J >

Protein Coverage (double cick to dock /undock) &

Protein Coverage
Sample Protein Coveragd
name. name summary
< i »

“ anouwe (Editor),

Peptide List (double dlick to dock / undock) -]
T iment=17 @ £~
Protein Obs. Calc. Mods PEP Deta PEP :taMo pprl
SSqaacs Sircane Name ScoreliClenage (2 m/z (variable) 0 [09Probl gore 1D score e
1 7 R.QTVCNCLK[+162.05282]GIAR.G Hex(1)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 3604 Specific 2 7343624 7343683 K8(xgly / 162.0528) 71e05 415 1720 0.00042 1720 -8.04
< >
Spectrum (double diick to dock / undock) -]
@ alala ¢ @ o © {3 [ .] I
| ramvencii+is2i61ar 6 22 period=1cyde=6 7,5can tme=10.1490
1500403 -] 9987654321
QTVCNCLKGIAR
M S
1 17345678516
1.002+03
K 1 ®
5.00s+02 —|
2
4 T T oo
£ e, = = s2 8 z _
~ 2 o by 5 524 H b3
1 I : l l ‘ 2 | S z g7 % g 2 =
E = - = = =
0o0ss00 d___ar ol L1 li.d. i dlji |' f y Llh l\ bl R L i hoiid L ad bid ey id e s - b l [ I ERTRR I |I||| i “\k\ | '| [I w1 |‘n||| [ VTR
200 400 600 mz 500 1000 1200
] iz errors, tol=75.0 pm
5.00e-02 —
] .
] .
7 *
- ]
o E ] . .
3%0.00900 ] -t - P - - ‘. .
z ] .
T .
500202 .




File Edit Window Help “ Byonic

Rk B @

a i ]

T Text fiter..

Best Best
ILog Prob| o brob|  Score [7]
87046 245 12880 |-
73681 261 1294
%819 1557 997
3078 1825 9975
27878 1943 10564
2700 1463 861
2657 1657 8837
N218 195 10495
0417 1734 9463
19688 1657 8775
18848 1634 9389
15503 1591 9098
13106 1357 7413
12708 1589 8649
12313 1540 8147
1370 1405 7964
10313 1662 8947
10296 1471 8122
10059 1833 10831
944 1262 6810
0523 1362 737
8814 1363 7410
8528 1498 8094
8271 1568 8044
710 1463 7928

.22 1468 7530

Protein Coverage (double dick to dock / undock)

Protein Coverage
Sample Protein Coveragel
name name summary]

anouwe (Editor),
Peptide List (double click to dock / undock) 8
T eriment=2 €@ -
Prot. Protein Obs. Delta  PEP =taMo ppn
Rank O™ Shcans Name m/z ltogProbl e 1D Score e
18 8  T.SGM[+1599492]GGIK[+324.10565]PDLVAGIPSK.C Hex2)  >HORVUAHrLG022780.2 gene=HORVUAH1G022780 984.0103 M3(Oxidation / 15.9949); K7(xgly / 324.1056) 072 1093 038 1093 1240
10 3] RIETPGPPYLAK[+324.10565]QQCCGELANIPQQCR.C Hex(2)  >HORVU4Hr1G081660.1 gene=HORVU4Hr1G081660 10611557 6.8 3613 78e07 3613  -102|
6 116 R.SHPDWSVLK[+324.10565]DLPGCPK.E Hex(2)  >HORVU7HrG035020.1 gene=HORVU7HrG035020 526.5040 586 2889 82e06 1490 -038
< n 3
Spectrum (double click to dock / undodk) 8
W elala ¢ [E] O 0 L3 | by o mr
| R.SHPDWSVLK[+324]DLPGCPK.E z=4,scan#=sample=1 period=1 cyde =754 experiment=2,scan time=12.6046
5.00e+02 ] R 0587 .
1 SHPDWSVLKDLPGCPK
4 ENOE i o ]
173428780 i
4000402
1 a
3.00e+02 — =
g 1 T 2
- 1 o
4 T
2.002+02 | £
1.00e+02 — -
4 :‘ ®
b = + e &
I u M J 2 3 K g 8 2
%
- 2
0.002+00 i |J i il |ﬂ| |L ulMHllu‘ﬂlM |i|||\ ||IL]I|III||IIhIiﬂI| li|| ||||hl||]lmll‘lman“u ||||J |||||||i|||lhlL||||||||||||||||||||||I|I| T I | 1 | |
— pLL ! : : ! : :
200 400 00 miz 1400

m/z errors, tol=75.0 ppm
4.002-02

3.00202

2.00202

Cale mfz

Obs -

1.00e-02
0.002+00 %
100202

-2.00e02




File Edit Window Help

B S e

% Byonic™

Peptide List (double dick to dock / undock)

anouwe (Editor),

-]

T ment=17 @ P~

TV Textfiter... P-
Be | Prot. Protein Obs. Gale. Mods PEP Deta  PEP :haMo ppm Off-
ItogProbl 'y og | Rank = PO SSquence Sheans Name Score | Cleavage| 2 |y m/z (variable) 2 1o9Probl gore 1D score em  ByX
105348 1881 = [1 93 AASIPSK[+16205282]CNVNVPY.T Hex(1)  >HORVUSHrLG046550.1 gene=HORVUSHrL G046550 3449 Non 2 7773740 771319  Kblxgly/1620528) 46e05 434 1802 000028 1802 702 155:
58986 2216
49006 1673
8128 1621
3505 1837
31516 1398
28844 1573
2879 1498
2705 1598
9182 1473
1698 | <[ i ] D
Spectrum (double clck to dock / undodk) 8
@ elae .,gv@ o o £ [y Mo
- A [+162JCNVNVPY.T z=2, period=1 cyd 17,scan time=10.8637
3000403 7654321
1 CNVNVEY
1 553"
§ o
2500403
Sample Protein ]
name name ]
1000403 ]
n ]
5.00e+02 —| = - -
] o T o3
] ¢ P 5 R
1 L : Lb) i ; T i [ { |
000e+00 ) | . ‘ . P - - e e e . S VU O P . .
400 600 miz 800 1000 1200 1400
400202 ] m/z errors, tol=75.0 ppm




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

i mm 9 @

Peptide List (double ciick to dock / undock) 8

Proteins
fiter... P~  Peptides T iment=19 © £~
Prot. Be +|[ prot. Protein Obs. Calc. Mods PEP Deta PEP :taMo ppm Off-
Rank | 109 Probl jiog Rank PO Sequence Ghcane Name Scorel|[Cleavage (2 m/z m/z (variable) 2p [ltogProbl o ol 1D | score | em. |ByX
105348 1881 93 AASIPSK[+16205282JCNVNVPYTISPDIDCSRI Hex(1) >HORVUSH1G046550.1 gene=HORVUSHr1G046550 6469  NRagged 3 8810785 8810876  K6(xgly/1620528) 46ell 1034 547 28e10 5247 -1033 2641
< i v
Spectrum (double dlck to dock / undock) &
@ ael@e ¢(@e o & (WMl
| A.ASIPSK[+162]CNVNVPYTISPDIDCSR. I 2=3,5can #=sample=1 period=1 cyde =599 experiment=13,scan time=12.5618
5.00e+02 —
4.00e+02 —
3.00e+02 —f i
z q i}
] = =
H 2
Sample Protein ] b3
name name
2.00e+02 —
T +
« m » b x
] ® 3 2 o =
1.002+02 — ) o 3 n T & n
2 E 2 2
1 + o L F =z
E ! s + 3 o 2: 73
1 2 2 & H H 2d -
it L AT whin | I i
0.00e+00 ) il |Il||\lldlllt sl bl ILiI ||| dhuntadunh o ||\|| I ||‘ T ill [l . L x . ,
L L1 L0 AR Rl bk o m oo T oa e S ainn o o e T2 G ohind 0 I citn (et iaTmta f i e
200 400 600 800 miz 1000 1200 1400 1600
A mizerrors, tol=75.0 ppm
4.00e-02 —
] .
1 . .
200002 - .
L E ] . . .
I ] .
23 0008400 ] . * . . B .
4 . . - . * . * *
] .
. . .
20002 0
] .




~ anouwe (Editor),

File  Edit Wmdow Help 4 Byonic™
&S e
Proteins Peptide List (double dick to dock / undock) .
ter... P~ T iment=18 @ £-
:a’:t |Log Prob] |LogeFi Sequence Glycans thgt:l: Score  Cleavage z ?“k}sl' f:}; (VZ;‘::IEJ PZE; JLog Prob| E:o"fe ifjp 5';:::': "e"’:‘ gfx
@11 105348 1881 || |1 2 ALN[+0.98402]CGQUDSK[+324.10565]MKPCLTYVQGGPGPSG... Hex(2)  >HORVUSHI1G046550.1 gene=HORVUSHrLG046550 3289 Non 4 9351512 9351581  N2(Deamidated /0984); K9(xgly /324.1056) 000021 367 1693 00013 283  -746 3731
@22 58086 2216
303 49406 1673 L
@44 38128 1621
515 36505 1837
6|6 31516 1398
717 28844 1573
8|8 22879 1498
@99 20705 1598
10(10 19182 1473
111 15664 1698 < I 5
Dl e g | e e doktodc i) B
5 i% | @ af@e +[@) o o [GFE
Sum wmu uo | [ af8]a ¢ < [& ]
@166 7013 1542 A.LN[+1]CGQVDSK[+324JMKPCLTYVQ CNGVRD.L 2=4, le=1 period=1 cyde=569 experiment=18,scan time=11.6311
17|17 6646 1191 T 30 25 20 15 10987654321
ig : ig gﬁ :13(.1230 | I;NCG%VQS]:{KPCJLT?VQ’@??G"PS{ECC&E}’VRD
2020 5431 10.98 1502402 ~ 23459678918 13 20 2 34
2021 5105 1065 ]
22122 4843 1147
@ 23|23 4788 1228 1
[ 24|24 4580 1598 ]
25025 4421 1598 ~
R P D 1
Protein Coverage (double dick to .. 81| 10002
Prote'ncaverage[;] E 1
San:ple Protein 1
name name .
| >
< = 5 5.00e+01 —| = T . = ~
4 E =
=
| 3 s . .
E
| IIJ Il II‘I [ |||‘|I|||II{|| ‘I‘IIIIIIHIIIII\IIIIIXII‘III\IIII“II' IIIIIII|||| I|||I|| I’lIIIIIIII‘I Ii||I||||||I||lI||II|I ||I|‘|||IIHII||I‘II‘III I |IIi||II|IIHIIXHIEI*IIII‘III’I III‘IIW ||||I|I| I|I|||!I|IIII||III|i 1] I|I||IIM|||IIIXI| |||||ii||“| Il I‘IIIIIII [ ||||i||||| |||||||II| |||IIIJ| 0
200 400 600 mz 500 1000

1200

m/z errors, tol=75.0 ppm

T T N A |




File Edit Window Help

mwx ® @

Byonic

Peptide List (double dick to dock / undock)

anouwe (Editor),
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T rerciren. P-  Peptides(iE|[E][ ] T iment=13 @ £~
Be ~|| Prot. Protein Mods Deta  PEP taMo ppm  Off-
ILog Prob] |Leg F Rank Pos. Sequence Glycans Name (variable) |Log Prob] Score 10 Score err. By-X
105348 1881 || |5 45 ASAILGGTK[+162.05282]PSGECCGNLR.A Hex(1)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 642.3083 K8(xgly / 162.0528) 961 4308 15e-09 4308 -372 Pﬂ
589.86 2216
494.06 1673
38128 16.21
365.05 1837
31516 1398
28844 1573
22879 1498
207.05 1598
191.82 1473
156.64 1698 < m >
155.27 1342
i -]
12463 1265 Spe:h’\m (double dick to dock / undock) -
105.42 14.40 i @la|q 4 [E O © L | by | 55
79.07 9.59
7013 1542 - A.SAILGGTK[+162]PSGECCGNLR. A z=3,5can =sample =1 period=1 cyde=502 experiment=13,scan time=9,5635
6646 1191 1 i
63.68 1090 1
- GNLR
571 820 1200403 1
5431 1098 ] .
5105 1065 £ 2
4843 1147 N .
4788 1228 100er0 2
4580 1598 i
4“2 1598 ]
»
£.002+02 |
Protein Coverage (double cick to ~ d
Protein Coverage E ]
= : = 5 3
Sample Protein 6.002+02 — B i
name name B h 3
. = 9
= =
4.002+02 — o E
<« I E ] = +
o &
4 o =
2.002+02 | £ 3 .
E + A
B - + +
l -3 - % = -
] l l \ T 3 T H
4 3 7
0.00e+00 —] RN O PO VA T ll“l Ui ILhIJ |lx' ul..llhlu ldl“l:ll il n!\'leLyIL]hlLyL e il i onmtalibmid | ' il" uahh | . . I : . —
200 400 miz 1200
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Dot Peptide List (double ciick to dock / undock) 8
T Textfiter.. P~  Peptides T iment=19 © £~
Be ~|| Prot. Protein Obs. Cale. Mods PEP Delta  PEP =taMo ppm Off-
ltogProbl o ¢l Rank PO Sequence Glycans Name Score | Clemvage| 2 | 1y m/z (variable) o [ogProbl Sore 1D Score em  ByX
105348 1881 || |1 9% ASIPSK[+162.05282]CNVNVPYTISPDIDCSR] Hex(1)  >HORVUSHI1G046550.1 gene=HORVUSHrG046550 5570 NRagged 3 8574068  857.4086  KS(xgly/162.0528) 21e-08 768 4469 13e07 4469 -215 2570
58986 2216
49406 1673
8128 1621
36505 1837
31516 1398
28844 1573
2879 1498
20705 1598
19182 1473
15664 1698 <[ i '
15527 1342
Spectrum &
i 1265 (double click to dock / undock) :
10542 1440 | alale o%o@i O Lk [ by fo|f s
7907 9.59 3
7013 1542 | A.SIPSK[+162]CNVNVPYTISPDIDCSR. I 2=3,scan# =sample=1 period=1 cycle=596 experiment=19,scan time=12.4690
6646 191 4
6368 1090 i
5771 8.29 2.502+02
5431 1098 R
5105 1065 R =
4843 1147 1
4788 1228 1
4580 1598 2002402
421 1598 ~ i
2 ]
Protein Coverage (double dickto .. & | _ i
% 1.50e+02 @
Protein Coverage 5 + =
i | U=l B &
Sample Protein i = -
name name ] T o
1.00e+02 -
] s
< m » @ o =
] . 2 2
4 +
2
5.00e+01 —| o w3
4 T o = ¥ b3
. i
] : | F ‘ h ; i J H 5 -
| £ £ 2 3 =
P | | I\ I|||I M II|IIIII|\IIII|IIIII II|IIII|III|“|III|||‘||| [ |||l[||||||||J||h|‘[‘|l|llll|||||“|| ||Ii|||‘ IllilhllhlIIIIIIIIIIIhIIIIlI IilllkIIIIII“IIIIII‘IIIIIII“I||I MIhI IIIII| IIIIIII IIiII I[III II| I|IIIIIII iIIIIIIIIII,III“II'I Il II‘IIIIIIIIIIIII‘I | | I| IIIIlI|III LT Y I |I I
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200 400 £00 e 800 1000 1200 1400
- m/z errors, tol=75.0 ppm
4.00&02—_ *
L E 20002 .
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% ]
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] . .
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-2.00e-02 — *
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11 105348 1881
2]2 589.86 216
303 49406 1673
414 38128 1621
515 36505 1837
616 31516 1398
717 28844 1573
8|8 22879 1498
9|9 20705 1598
10110 19182 1473
1|11 15664 1698
12]12 15527 1342
13113 12463 1265
14]14 10542 1440
1515 79.07 9.59
16]16 7013 1542
17|17 6646 1191
18]18 6368 1090
19]19 5771 829
20]20 5431 1098
21|21 5105 1065
2|2 4843 1147
23|23 4788 1228
24|24 4580 1598
25025 4421 1598

Prot. Be *
Rank | 1109 Probl oo

< [ »

Protein Coverage (double cick to ..

Protein Coverag
Sample Protein
name name

Byonic ™ " anouwe (Editor),
Peptide List (double ciick to dock / undock) 8
T ment=18 @ £-
Sequence Glycans ;;;:::Z. Score Cleavage z ?"b/sz' JLog Prob] gfffe Pl%p E’;::r": perg g;fx
5 41 LAVCASAILGGTK[+324.10565]PSGECCGNLRA Hex(2)  >HORVU4Hr1G089500.1 gene=HORVU4HrLG089500 6233 NRagged 3 8110449 4530 46e10 4530 214 243
2 i v
Spectrum (double cick to dock / undock) )
@ e’ U@&@ o £ (W[
2502402 | LaveasanGaTKT Az=3, ple=1 period=1 cy xperi ,scan time=11.3228
b o
2000402 ] g
1502402
002402 -
E +
x
J . =
5,002+01 —| o n 2 35 ' =
i T + a2y ¥ ®
1 > ] '.é = i &
z 3 3
0002400 ‘ 1 ||||| ||I|i\|| ||i NI H|‘||| “||||| Ii ||" |i||“ hh |‘ I\Hl ||M ||H|‘|H|||||||h|' H\“\ll l I ||||||l||| ||||||||||\d M |||||||m|| , .
P 1900

| m/z errors, tol=75.0 ppm
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Peptide List (double dick to dock / undock) &
. P~ Peptides T iment=20 © £~
Prot. Be *|| Prot. Protein Obs. Calc. Mods PEP Delta  PEP :taMo ppm  Off-
Rank | 293P0l og ([ Jl| Rank PO Sequence Shcans Name Score |Cleavage| z | ), m/z (variable) 2p,|ILegProbll e | 1D | Score | em..|.By-X
1)1 105348 1881 |=| |1 88 L.NLNNAASIPSK[+162.05282]CNVNVPY.T Hex(1)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 3773 Non 2 10404951 10405044  Kll(xgly /162.0528) 87e06 506 1747 53e-05 1747 -890 2079
2|2 589.86 2216
33 494.06 16.73 L
4]4 38128 1621
515 36505 1837
6|6 31516 1398
717 288.44 1573
8|8 22879 1498
99 20705 1598
10|10 19182 1473
1111 15664 1698 < m )
12112 15527 1342
&
13|13 12463 1265 spf”"" {ecbiel koot oaost)
14[14 10542 1440 m e
15|15 79.07 9.59 300003
16|16 7013 1542 | L.NLNNAASIPSK[+162]CNVNVPY.T z=2,scan#=sample=1 period=1 cycle=578 experiment=20,scan time=11.9127
17|17 6646 1191 g
18|18 6368 1090 1
1919 5771 8.29 b
20(20 5431 1098 2.50e+03 —
21121 5105 1065 ] =
212 4843 1147 ]
23|23 4788 1228 i
24|24 4580 1598 2.000+03 -]
25025 4421 1598 ~ i
< » -
Protein Coverage (double dick to ... & ]
Protein Coverage| = E 1.502+03 —
San?ple Protein 1
name name 1 o
o
1.002+03 —
< n » T
5.00e+02 —| ®
- ® i - o
2 = & 2 <
g & 23 ° e = B
] P g @ 3 5 i I { : C g w3
0.002400 Lo e VR Y | NI bt 4 | PER [T ecaedesiadal Lo bt wat i bidy o [ . o . W
r i r T T # 7 T T T i . T T T T v T T r T - T v T
200 400 600 800 miz 1000 1200 1400 1600
§00202 1 /2 errors, tol=75.0 ppm
400202 ]
] .
2.00&02—_ * *
B ] . . ¢ -
E R
S 0.00e+00 - - S - .
3 ]
- . .
E * * - *
-2.0002
400202 ]
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Peptide List (double dick to dock / undock) g

Proteins
Y 7Textfiter... P~ Pepﬁda@ T iment=21 ) P~
Be ~|| Prot. Protein Obs. Cale. Mods PEP Delta PEP staMo ppm Off-
ILog Bick] |Log Rank bos Sequence Chycans Name ScorclCleavage/z m/z m/z (variable) 20 ILogBiob] Score 10 Score em  By-X
105348 1881 || |1 88 L.NLNNAASIPSK[+324.10565]CNVNVPY.T Hex(2)  >HORVUSHr1G046550.1 gene=HORVUSHr1G046550 3182 Non 2 11215320 11215308  Kll(xgly / 324.1056) 000018 375 1068 00011 1068 110 2242
589.86 2216
494.06 1673 L
381.28 1621
365.05 1837
31516 1398
28344 1573
22879 1498
207.05 1598
191.82 1473
156.64 1698 < . »
155.27 1342
-]
12463 1265 Spectrum (Vdmbledd(u?dock/mdod() :
10542 1440 B\ alala ¢ @ DRNCEES 3 T 7
79.07 9.59
7013 1542  L.NLY [+324]CNVNVPY.T 2=2, ple=1period=1cyde=576 21,scan time=11.8513
0646 us 1 a5 0987654321
4 H P
30510 NLNNAASIPSKCNVNVPY
5771 829 J 1234dd7dsd g
5431 1098 2.00e+03 ]
51.05 10.65 i =
4843 1147 i
4788 1228
4580 1598 T
421 1598 ~ T
< [om] » 1.50e+03 —
Protein Coverage (double dickto .. & | N
Protein Coverage g 4
Sample Protein )
name name 1.002+03
E o
< (T » i =
5.002+02 —
1 ®
4 2 = =
- . : ] ;
E 3 = =
£
oo0es00 A, : =, | Il . I|I l|1 f }.l : i : .
00 1400
5.00202
mfz errors, tol=75.0 ppm
400202
.
3.0002
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Proteins Peptide List (double dick to dock / undock)
v iment=16 €
Be * | Protein Obs. Cale. Mods PEP Delta  PEP :taMo ppm Off-
ILog Prob] o5 SR EuEm Name e m/z (variable) MogProbl oo 1D score e By-X
1053.48 1881 |z (|1 88 L.NLNNAASIPSK[+324.10565]CNVNVPYTISPDIDCSR.I >HORVU5Hr1G046550.1 gene=HORVUSHr1G046550 608.3 NRagged 4  833.1359 8331432  Kil(xgly/324.1056) 69e-10 916 4839 42e09 4839 -877
58086 2216
49406 1673
38128 1621
36505 1837
31516 1398
28844 1573
2879 1498
20705 1598
19182 1473
15664 1698 || <[ il
15527 1342
g 1265 Specmm(deHedld(n{dnd(/undodﬁ) =
10542 1440 @\ alala ¢ @ D0 | by vlf
7907 959
7013 1542 | LNLNNAASIPSK[+324]CNVNVPYTISPDIDCSR. 1 2=4,scan# =sample =1 period=1cyde =613 experiment=16,scan time=12.9854
6646 1191 1,00e+03
6368 1090 J
5771 829 |
5431 1098
5105 1065 1
4843 1147 8.000+02
4788 1228 |
4580 1598
4421 1508 ~ T @
» J
6.00e+02 —
4000402
1 + Ed
+ i
_ o * 2
i » | = -
i 2 = o
2000402 & = =
) > -
: EE E 2 2 g B
_ l :W l l ‘ | I ]
: o
o00es00 1| ‘I . Illlllvilli | i bk ||\ i ||||“I |||J [Illllllhhllll Illl ||||I|J||||l||| 1 II i L\Iluhlli[lhllulll inll |Ii||||||lllll|hk||” “hhll II tlh ||| Do I| du i ! Lo malbbid o |||n| [ | ! I|| Il I
m 1200 1400
400202~ m/z errors, tol=75.0 ppm
Z.Weol—- .
7 .
. b .o
Py Rro E— . e .
=3z 1 B . . . 4 . *
] .
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Peptide List (double diick to dock / undock) 8
T 7extfiter.. P~  Peptides T iment=17 € P~
Be (| Prot. PEP Delta PEP  :taMo ppm Off-
lLogProbl 10| Rank  POS 20 [LogProbl goe 1D Score er.  By-X
105348 1881 |z (|1 92 N.AASIPSK[+324.10565]CNVNVPY.T >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 85e-05 407 1315 000052 1315 -125 17
589.86 2216
49406 1673
38128 1621
365.05 1837
31516 1398
28844 1573
22879 1498
207.05 1598
19182 1473
15664 1698 < O
155.27 1342
i 8
12463 1265 Spe:trum (double dick to dock / undock)
10542 1440 | oaelala ¢ @ q
79.07 959 g
7013 1542 - ~| N.AASIPSK[+324]CNVNVPY.T z=2,scan#=sample=1 period=1 cycle=546 experiment=17,scan time=10.9249
66.46 1191 b 10987
B i
S35 100 ] AASIPSKCNVNVPY
5771 829 3000503 ] 175¢d6785187"
5431 1098 B
51.05 10.65 1
4843 1147 ]
47.88 1228 2.50e+03 —
4580 1598 1
a“2 1598 ~ ]
> .
Protein Coverage (double click to ... & | 200402
o z 4
Protein Coverage Q E i
Savv:ple Protein 1.50e+03 n
name name -
1.00e+03 —
<[ m » B
] oy
5.00e+02 — - o
1 = © I 2
R £ I N 2 3
i £ 3 o) =) 3
oooes0_, L. J| s n....'J,l..ll.|. L W .
1200 1400
6.00e-02 —
1 m/z errors, tol=75.0 ppm
400002
. *
2.00=-02 —:
2 E ] .
g:\; 0.00e+00 —: L4 PO
-2.00e-02 —:
-4.00e-02 —:
7 *
5.00e02 — *
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Peptide List (double ciick to dock / undock) 8
T reiren. P-  Peptides(iE| (][] T iment=14 @ £-
Be ~|| Prot. Protein Mods PEP Delta  PEP  :taMo ppm  Off-
ILog Prob| ¢ Rank | Pos Sequence Glycans S Score Cleavage z (varinble) o legPobl T8 U5 o em Byx
105348 1881 |=| |1 92 N.AASIPSK[+162.05282]CNVNVPYTISPDIDCSR.I Hex(l)  >HORVUSHr1G046550.1 gene=HORVUSHI1G046550 4199 NRagged 4 6788268 Ki(xgly /162.0528) 93e06 503 3521 57e05 3521 075 2712
58086 2216
49406 1673 L
38128 1621
36505 1837
31516 1398
28844 1573
22879 1498
20705 1598
19182 1473
15664 1698 < ) ’
15527 1342
ctrum (double 8
16 1265 s;; (double ciick to dock / undock)
10542 1440 i oela|e c@o@: CHe
7907 9.59
7013 1542 1.402+02 — N AASIPSK[+162JCNVNVPYTISPDIDCSR. I z=4,5can #=sample=1 period=1 cyde =600 experiment=14,scan time=12.5886
66.46 1191 ]
63.68 1090 ]
5771 829 1200402 ]
5431 1098 | N
5105 1065 i =
4843 1147 4
4788 1228 1.00e+02 |
4580 1598 i 0
“2 1598 ~ - T
» B
@
Protein Coverage (double dickto.. & | 5%%*% 7] T
B . 2
s o
* g 9
Sample Protein 5.002+01
name name i 2
] N 2
¢ o
4 E o 2
£ 3
4.00e+01 — T
< I » 4
1 s 7 2
] o Ty + & 2 . T z e O
ol & = = + = = e =
2.00e+01 3| = 3 3 2 & 3
3 3
T =4
OO 1 10 A T 1 T
200 400 600 miz 500 1000 1200 1400
6.002-02 —
o m/z errors, tol=75.0 ppm
4.00e-02 — * -
] .
L2 ] *
55 2.00=-02 — ry
o3 E
S ] B B
B . *
0.00e+00 —| * -*
.
] M L . . *
b . . : ’
-2.00e-02 | + .
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Proteins

5 @

T Textfiter... P~

Byonic ™

Peptide List (double dick to dock / undock)

anouwe (Editor),

T iment=19 @ £~

Be 4 Protein Obs. Cale. Mods PEP Deta  PEP  :ztaMo ppm  Off-
lLog Prob] |, o ¢ Sequence Gycane Name Score |Clemvage| z | m/z (variable) 2 ltogProbl sooie 1D Score  em  ByX
105348 1881 |= (|1 92 N.AASIPSK[+324.10565]CNVNVPYTISPDIDCSR.I Hex(2) ~ >HORVU5Hr1G046550.1 gene=HORVUSHr1G046550 6728 NRagged 3 9587720 958.7843 K7 (xgly / 324.1056) 76e-12 1112 5537 46e11 5537 -1285 287
589.86 2216
494.06 1673 L
381.28 16.21
365.05 1837
31516 1398
28344 1573
22879 1498
207.05 1598
191.82 1473
15664 1698 < i D
155.27 1342

2
12463 1265 Speclrum (double diick to dock / undock) -
10542 1440 m oalala ¢ [E] URNCEES 3 T ot
79.07 9.59
7013 1542 — N.AASIPSK[+324]CNVNVPYTISPDIDCSR. I 2=3,5can# =sample=1 period=1 cyde =598 experiment=19,scan time=12.5307
66.46 1191 b
63.68 10.90 1.200+03 ]
5771 8.29 T
5431 1098 1
5105 1065 1 =
4843 1147 1.00=+03 —
47.88 1228 T =
45.80 1598 n b
4421 1598 ~ b "_i
% 8.00e+02 —
2
Protein Coverage (double dick to ... & _ T
Protein Coverage| = Q E 4
= . ~ 6.002+02 ~
Sample Protein ] =
name name
4.002+02 —|
< . » T
b ) o
1 = i ® 1 = 2 n
N : 3 o & : = - @
2.00e+02 1 2 |7 ., 3 é’ + + 3 &
Za ] 5 g - T
0.00e+00 —! | iLI (1 TAF™ l|I..LL| ol ”H i lh ||I“ ] llllhlllll"l ||||| bl |||||||| wibi dw o b ||l||| i w I“ | Y |l e b 1 1]
LA T T T T T T T T T T T T
500 nid 1000 1200 1400 1600
q m/z errors, tol=75.0 ppm
3.00e02
200202 *
E . .
1.00202 *
iE E .
©Z 0.00e+00 . R R : *
E 4 . - R . . -
-1.00e-02 o -
E ‘ * M *
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Peptide List (double dlick to dock / undock) a
o~ T iment=20 € £~
Be #|| Prot. Protein Obs. Calc. Mods PEP Delta PEP  :=taMo ppm  Off-
ltogProb| el | Rank  Pos Sequence Glycans Name Score | Cleavage| z | 1p m/z (variable) 109Probl Soe 1D Score em  ByX
105348 1881 |z |1 89 N.LNNAASIPSK[+162.05282]CNVNVPY.T Hex(1) ~ >HORVUSHr1G046550.1 gene=HORVU5Hr1G046550 3455  Non 2 9834892 9834829  KiO(xgly /162.0528) 31e05 450 1537 000019 1537 634 1965
589.86 2216
494.06 16.73
381.28 16.21
365.05 1837
31516 13.98
288.44 1573
22879 1498
207.05 1598
191.82 1473
156.64 16.98 < i )
Eiﬁg iig; Spectrum (double dick to dock / undock) -]
10542 1440 m elala ¢ @ 2 O £
79.07 9.59
7013 1542 | N.LNNAASIPSK[+162]CNVNVPY.T z=2,scan#=sample=1 period=1 cycle=568 experiment=20,scan time=11.6019
66.46 1191
6368 1090 T
5771 829 1
5431 1098 5000002 -]
51.05 10.65 =
4843 1147 T
47.88 12.28 =
45.80 1598 i
4421 1598 ~
» 6.002+02 —
Protein Coverage (double dickto ... & /| 1
Protein Coverage [3 g 7 o
SamApIe Protein
name name 4.00e+02 —
< m ] » -
2.002+02 —
N &
o . @ ® {
]l = ] o 5 [ Z z 5 ] my 2 2 £
o0ero I 41 T PO TP PR TR b s bbb o b d oo b whmvns i b B o bl e 1o bt 1o b o w b
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200 400 600 800 1000 1400
m/z errors, tol=75.0 ppm
800202
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Peptide List (double click to dock / undock)

anouwe (Editor),

8
T eriment=7 € £~

Be ~ Protein Obs. Calc. Mods PEP Deta  PEP :taMo ppm  Off-
[LogProbj , ¢ S EETS Name Score |Cleavage| z | vy m/z (variable) p  IogProbl e 1D Score em  ByX
105348 1881 |=||5 7 QYVK[+162.05282]DPNYGHYVSSPH.A Hex(l)  >HORVU4HrLG089500.1 gene=HORVU4HrL G089500 3017  Non 4 4819738 4819732  K3(xgly/1620528) 000018 375 1198 00011 1198 125 1924
58086 2216
49406 1673
8128 1621
36505 1837
31516 1398
8844 1573
2879 1498
20705 1598
19182 1473
15664 1698 ||« i 5
13521 1342 /g irum (double dick to dock / undock) 8
12463 1265 .
105.42 14.40 @@ <4 @ 2 e O3
7907 959
7013 1542 - Q.YVK[+162]DPNYGHYVSSPH.A z=4,scan#=sample=1 period=1 cyde =441 experiment=7,scan time=7.6639
6646 1191 ] [
6368 1090 1402403 yi1372
s271 829 ] N
5431 1098 - i
51.05 10.65 1 £
4843 1147 120403 ~
4788 128 ]
4580 1598 ]
4421 1598 ~ 1.002+03 —
<« » .
Protein Coverage (double dlickto .. & | ]
i E 5000402 ] T
Protein Coverage H 2] g
Sample Protein b |
name name 7 -
6006402 =
] 2 o
‘ i | so0ere2 £ T
2.00e+02 —
] + <1
- © EEd 5L -
] [ = £ 2 N
0.00e+00 —F il llul Ll L Bl e i e I — ‘I L bl vt v ol e weanie v|lllmvh‘lu'|Ll PR YR o ' o ; . -
600 800 1200 1400
o m/z errors, tol=75.0 ppm
] i -
1.00e-02 —
] . .
o ] M
5 ¢ 0.00e+00 —
°§ ] - . .
] o e -
-2.00002 -]
1 . "




File Window Help # EByonic

anouwe (Editor),

Peptide List (double click to dock / undock) 8
T 7extfiter.. P~ Peptides T iment=17 @ £~
Be [ Prot. Protein Obs. Cale. Mods PEP Deta PEP staMo ppm  Off-
ItogProbl yog | Rank PO Sl £z Name e m/z (variable) MogProbl e 1D Score em  ByX
105348 1881 |- |1 8 RGIHNLNLNNAASIPSK[+324.10565]CNVNVPYTISPDIDCSR]  Hex(2)  >HORVUSHrLGO46550.1 gene=HORVUSHr1 GO46550 9958  Specific 4 9667033 9667161  Ki6(xgly/324.1056) 41e18 1739 4179 25e17 4179 1330
58086 2216
49406 1673 L
38128 1621
36505 1837
31516 1398
28844 1573
2879 1498
20705 1598
19182 1473
15664 1698 || <[ i B
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” a
D 1265 | Petum e dkio dock/undocd) :
10542 1440 @ ala e [E] o o L3 by o
907 959
7013 1542 7008502 7| R.GIHNLNLNNAASIPSK([+324]CNVNVPYTISPDIDCSR.I z=4,scan#=sample =1 period=1 cyde =627 experiment=17,scan time=13,4202
002402
6646 1191 ]
6368 1090 1
771 829 ]
5431 1098 6000402 | .
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4580 1598 5002402 -
wn 1588 - ]
» B + o
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Be +|| Prot. Protein Obs. Cale. Mods PEP Deta PEP ztaMo ppm Off-
IogProbl ool Rank  Po= Sequence Clycans Name Scorcl{Cleavage (2 m/z m/z (variable) o  [o9Probl e 1D Score er.  ByX
105348 1881 |- |13 41 RVGK[+16205282]SIPINPLPACR Hex(l)  >HORVU2HrLG122280.1 gene=HORVU2HrLG122280 3748 CRagged 2 7358904 7358972  K3(xgly /1620528) 1e05 500 245 61e05 2445 928 1470
58086 2216
49406 1673 |
8128 1621
36505 1837
31516 1398
28844 1573
2879 1498
20705 1598
19182 1473
156.64 1698 <[ n »
15527 1342
" )
rey 1ae | spectnum (Gouble dckto dock /undoc)
10542 1440 ®m oelalq ego@ 00 {3 | by [
7907 959 e
7013 1542 ; | R.VGK[+162]SIPINPLPAC.R z=2,scan#=sample=1 period=1 cyde =597 experiment=10,scan time=12.4923
6646 1101 4
6368 1090 1
771 89 c00ee02 ]
5431 1008 ] .
5105 1065 1 2
4843 1147 ]
4788 1228 5000402
4580 1598 1
@21 150 - 1
< » ]
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1.002+02 = . 2 3 % s
1 > 3 = = 5 52 - 3 =
1 ] - - W 5 -
| 122 9] 3y l e 2 3| 7 ]H
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200 400 00 500 mz 1000 1200 1400 1600
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T 7extfiter.. P~  Peptides T iment=10 € £~
Best B~ Prot Calc. Mods PEP Delta  PEP  :zitaMo
ILog Probl oy prob]  Sc[ || Rank = PO Sequence Clycans m/z (variable) 2 [ogProbl g0 1D score
010 027 763 |- | |1 36 K.MK[+162.05282]PCLTYVQ.G Hex(1)  >HORVU5Hr1G046550.1 gene=HORVUSHr1G046550 CRagged 2 622.7987 K2(xgly / 162.0528) 000081  3.09 740 00046 740
010 045 131
010 1.02 1785 |
010 096 2044
010 067 2108
010 032 1742
010 063 100<
013 042 2573
019 048 126€
0.24 073 160.C
0.24 1.06 1805 < . )
g;g g;: gi Spectrum (double diick to dock / undock) 2
033 057 we |l @lala % @ 2 e 3
040 097 779
055 081 826 7000402 ] KMK[+162IPCLTYVQ.G 2=2,scan#=sample=1period=1 cyde=787 experiment=10,scan tme=10.3872
067 147 207 1
0.74 1.02 1502 ]
0.86 118 109.7 4
0388 198 2274 6.00e+02 —|
095 119 2306 ] =
1.09 101 396.& 4
110 188 2487 1
119 214 2052 5002402
128 191 2144~ B
<« » g
Protein Coverage (double cick to dock /undock) B | 400e+02 |
Protein Coverage| * é B
Sarv:ple Protein Cove] 7
3.000+02 ]
name name sumr] ] o
2MC_20171219_... >Reverse >YGR... 14 of 104 7
2000402 -]
« I ’ ]
] 5
1.002+02 2 5 -
] B 3 s B 3
— L \J “ l | t\ i l 1 l
] T
pReverse >YGR209C TRX2 SGDID:SO 0002400 (TN lllll al ]L “ Idl“lili J“” ||d"|]h||“| kil |l|£||l|||||L|uh"u dllJ'llﬂLll‘hllJlulllIL‘II“lI“IIl i |u1|]l|u-ul||i|i|ﬂ| ! |||I wnnahim bbb |“ i [ |||| I |h|k u lu d b wi e [
A " T v T " T T T T T T
10 20 30 _ 200 400 1000 1200 1400
VNSATAQRIAAPNAGVVRTVERGGRYFILT 4.00e-02 —{ m/z errors, tol=75.0 ppm
40 50 60 ]
PMSSVEARDAVDSVEDVDLRYFAADSYQEA 200202 .
70 80 90 1 *
FRETMPATMRCPGCWTAFFDVVVLRDGSAL || . 2000e+00 PR 5 . . +
100 5 ] *
© B .
/ASDYESASKLQTVM 200002 -] *
400002 ] .
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Proteins
T Text o~ T iment=21 @ P~
Prot. Best B~ Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm
Rank [Log Prob| |Log Prob]  Sc SSquence Slycans Name Scoicy (Cleavage /2 m/z m/z (variable) 20 ILeg Prob] Score 1D Score e
1]142 010 027 763 1 88 L.NLNNAASIPSK[+162.05282]CNVNVPYTISPDIDCSR.I Hex(1)  >HORVU5Hr1G046550.1 gene=HORVUSHr1G046550 8355 NRagged 3 10564973 10565043  Kil(xgly / 162.0528) 53e-15 1427 7544 3le-14 7544 663
2|141 010 045 1312
3140 010 1.02 178.5 |
41133 010 096 2044
5(138 010 067 210€
6137 010 032 1742
71136 010 063 100.
8135 013 042 2571
9134 019 048 126€
101133 024 073 160.C
11132 024 1.06 180.¢ < i »
12| 13002 048 28 Spectrum (double dick to dock / undock) 2
13[130 030 074 2378 .
14]120 033 057 we | elala ¢ @ 2 e &3
15|128 040 097 779
16]127 055 081 826 7 L.NLNNAASIPSK[+162]CNVNVPYTISPDIDCSR. I z=3,scan#=sample=1 period=1 cyce=873 experiment=21,scan time=13.0512
17[126 067 147 2407 7
18125 074 1.02 150.2 T
19|124 086 118 109.7 B
20123 088 198 2274 2,002+03 —|
2122 095 119 2308 B
22|12 109 1.01 396.€ p
23|120 110 188 2487 |
24119 119 214 2953 ]
25(118 128 191 2144~
Kl ) 1.50e+03 —|
Protein Coverage (double cick to dock /undock) & | _ ]
Protein Coverage E 1
Sample Protein Covel 1
name name sumn 1.002+03 ~
2MC_20171219_... >Reverse >YGR... 14 of 104 1 =
< i, » i
5.00e+02 — i ®
i ] ~
= 3
] o 9 24 ]
1 = g 7 0 3z I U*‘ l g 2 ‘ = “ =
. 7 E = -
ppReverse >YGR209C TRX2 SGDID:SO 0.002+00 L mw ctubd M abin ..lm.ul |‘|.i|u.i. Lullld ]I.I.i.u .l[l...n .l wdid i L ||.x..l Wev o b dade doaiban l l 'L Ml b l bl la o8y L. T .l nnll.”.l i -1 u I.lllj nl.ll. FRRTTT PIT T PRTYE PP T ' N
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10 20 30 . 20 400 500 500 = 1000 1200 1400 0
VNSATAQRIAAPNAGVVRTVERGGRYFILT 400202 —f m/z errors, tol=75.0 ppm
40 50 oo 3.00202 -
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0 80 2 2.00e02 3
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Best
ILog Probl | oo Bropy
010 027
010 045
010 102
010 096
010 067
010 032
010 063
013 042
019 048
024 073
024 106
025 044
030 074
033 057
040 097
055 081
067 147
074 102
086 118
088 198
095 119
109 101
110 188
119 214

25(118 128 191

< | .

Protein

Glycans o

L.NLNNAASIPSK[+162.05282]CNVNVPYTISPDIDCSR.I

Hex(1)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550

T

Obs. Calc. Mods
m/z m/z (variable)

PEP Delta
0 |Log Prob| G

7926311 7926300 Ki1(xgly / 162.0528)

99e-12 1100 6133 57e-11

Spectrum (double cick to dock / undock)

5o +[5]: = o [5F

7] L.NLNNAASTPSK[+162CNVNVPYTISPDIDCSR. T 2=4,

Protein Coverage (double ciick to dock /undock) &

Tntensity

2MC_20171219_... >Reverse >YGR... 14 of 104

< mn »

Protein Coverage E]
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name name sumr]

>Reverse >YGR209C TRX2 SGDID: SO0\

10 20 30
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U Textfiter.. P-  Peptides
Best B~ Pr:)t. Protein Calc. Mods PEP
1LogProbl o prob|  Sc[ 7| Rank | PO Sequence Giycans Name SR m/z (variable) 2
010 027 1 88 L.NLNNAASIPSK[+324.10565]CNVNVPYTISPDIDCSR.I Hex(2)  >HORVUS5Hr1G046550.1 gene=HORVU5Hr1G046550 826.2 NRagged 3 11105140 1110.5219  Kll(xgly / 324.1056) 53e-15
010 045
010 1.02
010 096
010 067
010 032
010 063
013 042
019 048
0.24 073
024 106 <[ ,
025 044
ox e sm (double click to dock / undock) :
033 057 @ oala % [1] D0 O | by ol
040 097 ~
055 081 L.NLNNAASIPSK[+324]CNVNVPYTISPDIDCSR.I 23 ple=1period=1 cyde=8 21,5can time=13.0202
067 147 ]
04 E0Z 1.202+03 ~
086 118 ]
088 198 ]
095 119 ]
109 101 1000503 ]
110 188 ]
119 214 ]
128 191 ]
< . ]
8.000+02 |
Protein Coverage (double click to dock /undock) & | 1
Protein Coverage E t
Sample Protein Cove|| ~ 600=+02
name name sumr| N
2MC_20171219_... >Reverse >YGR... 14 of 104 T
4000402 |
< D v g
2000402 ] t 3 ®
o &
g ] -4
1 4 i3 e
>Reverse >YGR209C TRX2 SGDID: SO0 1 l | | Iq{ I TN i |
¢ 0.00e+00 - . R .n.;l.l| u d ||Il| ky : b e e L L l“.'l' 1 NI Y IInl |!\|II o N
10 20 an 200 500 mz 1000 1200
VNSAIAQRTAAPNAGVVRTVERGGRYFILT £.00e02 —] Mz errors, tol=75.0 ppm
10 50 60 ]
RYPAADSYQEA 00002 ]
70 80 90 ]
FRETMPATMRCEGCWTAFFDVVVLRDGSAL || = 400002 ]
100 = ]
IASDYESASRLQTVM < 1
2.0002 >
E . .
] .
0.00e+00 -
] . . . 0
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Peptide List (double dick to dock / undock) &
T Text T iment=20 © £~
Best B~ Protein Obs. Calc. Mods PEP Delta PEP  :itaMo ppm
[Log Probl o prob) s Seduence Gycans Name Score |Clemage) z | oy m/z (variable) o legProbl e 1D Score e
010 0.27 763 = 1 90 L.NNAASIPSK[+162.05282]CNVNVPYTISPDIDCSR.I Hex(1)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 581.5 NRagged 3  980.7862 980.7953 K9(xgly / 162.0528) 6.8e-09 817 3831 39e-08 3831 -929
010 045 1313
010 1.02 1785 |
010 096 2044
010 067 210€
010 032 174.:
010 063 100<
013 042 2577
019 048 126€
0.24 073 160.
0.24 1.06 1805 < . »
gj; g;‘: ﬁ: Soech i (GoLble CheR o ok xiock) 8
033 057 ws |l elala ¢ @ SN e -m
040 097 779 I
0.55 081 826 : L.NNAASIPSK[+162JCNVNVPYTISPDIDCSR. I z=3,scan#=sample=1 period=1 cyde=859 experiment=20,scan time=12.6204
067 147 2403 1 25 20 15 10987654321
074 102 1502 35002 ] : o P occbccr
] b NNAASIPSKCNVNVPYTISPDIDCSR
086 118 1097 19978487800 24
0.88 198 2274
095 119 230 3.00e+02 -} =
1.09 101 3968 T
110 188 2487 ]
241119 119 214 295.2 E
25(118 1.8 191 2044~ 2500202
< [ | » 4
Protein Coverage (double diick to dock / undock) & ]
£ 2.00e+02
Protein Coverage g q o
Sample Protein Cove 1
name name e |~
2MC_20171219_... >Reverse >YGR... 14 of 104 ]
< n | » 1.00e+02 . -
] +
] o 8 @ & +
5.00e+01 | @ ® - i + + = -
] s z 3 i = @ 3
] n 38 v n g 5 Ifs
£ - = =
>Reverse >YGR209C TRX2 sepID:sod| ] | |l i |||| it ot o ||||||* ] ‘" whuim J||| i1 bty o |||J ﬂLn ||‘||| T |\||l|i|i|i||k||ul| il L J n h“n 11} |||||H|||L|| el i || | | | Ll
T T T
10 20 30 200 400 600 800 1200 1400 1600
VNSATAQRTAAPNAGVVRTVERGGRYFILT .00202 ] m/z errors, tol=75.0 ppm
40 50 60 400202
[PMSSVEARDAVDSVEDVDLRYFAADSYQEA ¢ - ¢ .
70 80 90 2.00202 . ..
.
[FREIMPATMRCPGCWTAFFDVVVLRDGSAL mEo.muoo - - + . * . 5
100 23 . .
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.

A ™D




File Edit Window Help %» Byonic ™ ~ anouwe (Editor),

E &S e

Peptide List (double diick to dock / undock) &

Best Protein Obs. Calc. Mods PEP Delta  PEP staMo ppm
[Log Prob| |Log Prob| Sequence Slycans Name Scoeel[Cleavage (2 m/z m/z (variable) 2D [Log Prob]| Score 10 Score  err.
010 0.27 1 n R.QTVCNCLK[+324.10565]GIAR.G Hex(2)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 3499 Specific 2 8153906 815.3947 K8(xgly / 324.1056) 0.00017  3.78 1519 000096 1519 -510
010 045
010 1.02
010 096
010 067
010 032
010 063
013 042
019 048
0.24 0.73
024 106 < i .
0.25 044
i &
030 074 Spe:trum (doubl:rdld( to dock / undock) —
033 057 | elala ¢ @ 9 © L | by [+ or
040 097 -
055 081 1:402+03 — o OTVCNCLK[+324]GIAR.G z=2,scan#=sample=1 period=1 cycle =785 experiment=17,scan time=10.3311
067 147 ]
0.74 1.02 4
086 118 1200403
0.88 198 4
095 119 m =
1.09 1.01 B
110 1388 1.00e+03 —|
119 214 -
128 191 g
[ .
Protein Coverage (double dick to dock /undock) & | 5%%*% 7]
Protein Coverage E] i j
Sample Protein Cove|| 6000002
name name sumr| . ™
2MC_20171219_... >Reverse >YGR... 14 of 104 - =
4,002+02 —
< n » 4
7 0
2.002+02 — 2 - ‘:
g = g @ =
b Y 2 [ @
[>Reverse >YGR209C TRX2 SGDID:SO 1 | J T [ 3 J | K | <
¢ 0.00e+00 —I_, il " [ lIil‘llll‘lIlJll ol s ! oo 1 it s 1 ! T b ok ol ! ki il | J e s aa i v : ....'LJ.‘. " 1l | e A ! ) ; [
10 20 an 200 400 €00 mz 800 1000 1200 1400
VNSATAQRTAAPNAGVVRTVERGGRYFILT o mfz errors, tol=75.0 ppm
10 50 60 200202
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70 80 90 100202 - *
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T rextfiter.. P-  Peptides T iment=10 @ £-
Be ~|| Prot. Protein Obs. Calc. Mods PEP Deta  PEP :taMo ppm  Off-
ILogProbl oo ¢ | Rank | P> S ErETE Name e m/z (variable) o [ogProbl o 1D score em  ByX
65140 2075 = |8 32 AGAACEPAQLAVCASAILGGTK(+32410565]PSGECCGNLRA  Hex(2)  >HORVU4HrLG089500.1 gene=HORVU4Hr1G089500 6712  NRagged 4 8186256 8186202  K2l(xgly/324.106) 33e13 1248 5511 1812 S511  -440 327
52807 2558
31997 1823 —
27688 1560
6102 2048
24031 1925
2223 1764
2137 1805
16371 1514
16179 1564
124.98 1445 < n 3
178 179 | spectum (Goubl cick to dock  undock) 8
¥ 7 F ) @] @ %
1324 1564 W\ alale oﬁe@ 2 © £
10342 1660
0126 1347 - A.GAACEPAQLAVCASAILGGTK[+324]PSGECCGNLR A 2=4 1 period=1cyce=95 10,5can time=15.1684
8230 1419 4 . - .
02500 1002403 LAVCASAT LGGTRFSGE?:‘CGNLR
6783 1395 _ A?ad” e 2 34
6345 1206 -
5589 1563 T =
5470 1243 1
5441 1373 5008402
4841 1367 J
4548 1364~ |
N
Protein Coverage (double dickto . 8|, |
Protein Coverage [g g B
Sample Protein b
name name b s 0t
il #
4.002+02 s |x =
3|z 3
4 +
i
g
< i ’ b =
i 3
2.002+02 + 2
| ] 3 + @
o2 = fo T e ] ]
i g P < o -
k3 = 3 % wg e
I JL ]l habsobil | sl | N [ S T
g 3
0.00e+00 -] | Ll bl h“ “\ ||I|..|l||||.m||| II"mu ||h|‘|||| .iL\hlhﬂIIhUl k1l “uLI\IL: It l"lJnnlililhllhulllllli\l liJllluli b 1 b " bl |Iluﬂi Ilull bt al il LI wih i IL bl b J | l | i 1 (I |
T T T T T 1
mz 1000 1200 1400 1600
m/z errors, tol=75.0 ppm
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.
200002 . . . 03 * 2
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nEo,oOeooo 4 .. * .« ° . - * * :
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. P-  Peptides " eriment=6 €3 O~
Be Prot. Protein Cale. m  Off-
Log Probl 1 o4 | pank | Pos: Sequence Glycans A s PP Byx
65140 2075 |=|[4 114 FVHPSILQQLNPCK[+162.05282)VF.L Hex(1)  >HORVULHr1G000990.4 gene=HORVULHr1G000990 6200011  Ki3(xgly /162.0528) 1884
52807 2558
31997 1823
27688 1560
6102 2048
24031 1925
2223 1764
2131 1805
16371 1514
16179 1564
12498 1445 || <] i v
1876 1706
! 8
W e | (double clck to dock / undock) '
11324 1564 W aela|e o@o@ 2 @ £ mﬂ T
10342 1660
9126 1347 | F.VHPSILQQUNPCK[+162)VF.L 2=3,scan#=sample=1 period=1 cyde=931 experiment=6,scan tie=14,4802
8239 1419 00e02 )
7025 1509 e
1 VHPSILQQI.NPCKVF
67.83 1395 EEEEER]
6345 1206 1 N
55.89 1563 1 3
5470 1243 J
5441 1373 —
4841 1367 :
45.48 1364 ~ 1
» .
Protein Coverage (double cickto .. & | _ 1
Protein Coverage @ _?_. 1
— = 2.00e+02
Sample Protein 1 -
name name 5
| ]
] 3
<« . » “ LQ
1.002+02 | + + 7 b3
b % Y] >
3 .82 2
598
] A s .
J = L K ®
J 3
oo 11k ha |||||||\||||J ||||“|| Lmu“l I ||||Jh ||||| i ||||I|||L I|||| |||||||||| i I I
T :
200
800202 —f /7 errors, tol=75.0 ppm
6.00202
400202
4%% 2.00202 L2
o:‘; 4 .
0,00e¢oo—_ v . - .o .
E o,
-2.00&42—_ * ry
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T riment=7 € £~

5.00e02

v . P
Obs. Mods staMo ppm  Off-
Log Prob| |LogF Sequence Glycans Score  Cleavage = T seore.| | By
651.40 2075 |=| |4 114 F.VHPSILQQLNPCK[+324.10565]VF.L Hex(2)  >HORVU1Hr1G000990.4 gene=HORVU1Hr1G000990 460.1 Non 683.0142 3570 12e-06 3570 -6.57 2047
528.07 2558
31997 1823 —
276.88 1560
261.02 2048
24031 1925
23223 1764
2137 18.05
16371 1514
161.79 1564
12498 1445 <[ LI} »
S 179 | spectum (double ik to dock/undodd 8
11324 1564 \Er‘ e lale og‘»@ ORNCREe )
10342 16.60
0126 1347 3502402 1 £ \1ipSIL QQLNPCK(+324)VF. L 2=3,5can# =sample =1 period=1 cyde =328 experiment=7,scan time=14,3872
8239 1419 1 .
7025 1509 ] vnpsxmb'l,npcxw-j
6783 1395 3000002 ] I FE e )
6345 1206 B -
5580 1563 1 2
54.70 1243 p
5441 1373 2.50e+02 —|
4841 1367 :
4548 1364 ~ i
» 4
Protein Coverage (double dick to .. 8| *®*"% ]
Protein Coverage E] 2 i
sam'ple Protein 1.502+02 |
name name i 2
1.00e+02 — I
a m 5 i E i
] o
1 E o 18 3
] £ 3 E -
5.00e+01 — 3
] =
' H | ‘ Hh M M U | h
aooesto] | b il |“|| || L|||||\ il |“ il il i\llnmlnllnhil ||||]||||| il b ud 8 i L
400 m 1600
1.00201 | 'm/z errors, tol=75.0 ppm
S.Weaz—-
LE 1 .
T . .l .
. . .
] .
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Peptide List (double dick to dock / undock)

' anouwe (Editor),

2
T iment=15 € £~

Proteins
.. P
Prot. Be ~.
Rank | 29 Pobl 1o

@11 65140 2075
@ 2|2 52807 2558

414 27688 1560
5|5 26102 2048
6|6 24031 195
717 2223 1764
8|8 2137 1805
919 16371 1514
10(10 16179 1564
111 12498 1445
12(12 11876  17.06
13113 1773 1364
14]14 11324 1564
15(15 10342 1660
16[16 9126 1347
17(17 8239 1419
1818  70.25 1509
19]19 6783 1395
20(20 6345 12.06
21|21 5589 1563
2|2 5470 1243
23|23 5441 1373
24|24 4841 1367
25(25 4548 1364
< (g »

staMo ppm  Off-
Score e  By-X

>HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550

313 31997 1823 —

Protein Coverage (double dick to ... &

Protein Coverage @

Sample Protein
name name

Sequence
1 23 R.AAVALNCGQVDSK[+324.10565]MKPCLTYVQGGPGPSGECC...
<[
Spectrum (double dick to dock / undock)
TGRSO
2006402 o AAVALNCGQVDSK[+324IMKPCLTYVQ CNGVR.D 2=4,5¢a
1.500+02 |

1.002+02 —|

Tntensity

5.00e+01 —

Hex-36

o IIVIIIhIIIII*II I||||‘|||I|||II||||||II|H|I|‘|IILI

le=1 period=1 cyde=974 experiment=19,scan time=15.8192

AAVALNCGQVDSKMKPCLT

¥12++

¥10++
¥13++
4++

85 506 3933
»
8
.15 .109 8 654321
frec e G
YVQGGPGPSGECCNGVR
26 23 k' 33

_”JIJII'I iIIIIIIIIIIIIIIIIIIIIMIIII ||||||I|IE|||I¥|I”I ll |I|“||II|| III‘IIIII“II 1 LA

)‘I II’II“II I"IIIIII | I||I| Illllll ill‘ll‘lllllil INIIIIIIII |II|I||“ TRV AT IIiIIuIIIIIIIII|||I‘h|1

1500

m/z errors, tol=75.0 ppm
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z
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Byonic ™ “ anouwe (Editor),

RS e
Peptide List (double dick to dock / undock) -]
T rewe.. - T mente1s © P-
R | |Log Prob] “_Dgi: :E:lt Pos. Sequence Glycans Protein Score Cleavage z ?:/51‘ cn:}; (vg;‘ffk) P llogProb| et PEP - sftaMo ppm Sy“x
11 651.40 2075 |=|(]1 23 RAAVALNCGQVDSKMK([+486.15847]PCLTYVQGGPGPSGECC... Hex(3)  >HORVUS5Hr1G046550.1 gene=HORVU5Hr1G046550 562.0 Specific 4 10244950 10247135  Ki5(xgly / 486.1585) 18e-05 476 1295 98e-05 75 3150 -1 4094
2|2 52807 2558
33 31997 1823
4]4 276.88 1560
5|5 261.02 2048
6|6 24031 19.25
717 23223 1764
8|8 22137 18.05
16371 1514
161.79 1564
12498 1445 < n »
ﬁg ;: i;ﬁ Spectrum (double diick to dock / undock) -]
1324 1564 B/ ela)a ¢ @ 0 ® {3
;gigz i:ﬁ(‘; - R.AAVALNCGQVDSKMK[+486]PCLTYVQX CNGVR.D z=4, ple=1period=1 cyde=965 experiment=19,scan time=15.5414
8239 1419 1 35 20 2 20 a5 40987654321
70.25 1509 i § i P brerc brororh
6783 1305 4 I?I:\YITI‘J‘:(?(:}Q??S}QMSPCLT:Y)YQGGAP;GPSG:E’CCNGZR
6345 12.06 b
55.89 1563 1.50e+02
5470 1243
23|23 5441 1373 7
24124 4841 1367 4
25|25 4548 1364 ~
<[] » 7
Protein Coverage (double diick to ... & . 7
Protein Coverageg § oo
San’1p|e Protein :
name name
) +
=
< [ » s.ooe'm—_ g %
= = R . @, < +
1 =z 3 G £ &
oomeron | NI L ‘I |||||I||”| I‘I‘ [N 111 I‘ ||’ IIHIIIIIII XII T IIIII“III 1 IIMI ] IW\ [N IHI "Illill’ll I IIhIIIIhIII ||||Ii 1] |‘I|||||I|||I|I||Jlllh ‘Iill‘ll‘lull ||||| WIIIIIIIIIIIIIIIIIIIIIII ml |I| |I||||IIIII||I“||I‘|||‘ﬂllII|||||| ||||IJ|||J|I illllllllllllhllll]ll ‘
200 400 00 miz £00 1000 1200 1400
8.002-02 — m/z errors, tol=75.0 ppm :
s.mz—: -
4.ooeoz—: o *
.E ]
gﬁ 200002 ]
3 .
] .
0.002+00 P -
E .
-2.00202 -
] .
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Proteins

T Textfiter... P~

Byonic

Peptide List (double diick to dock / undock)

~ anouwe (Editor),

-]
T iment=21 € P~

R
Log Prob]| ||-°§eF—
65140 2075 |2
5807 2558
3097 1823
7688 1560
%102 2048
203 1925
ma e
23 1805
16371 1514
16179 1564
12098 1485
187 1706
w3 136
1324 1564
10342 1660
0% 1347
8239 1419
025 1509
78 1395
645 1206
5589 1563
S0 1243
sia1 1373
84 186
5548 1364 -

Protein Coverage (double dick to ... &

8

Protein Coverage

Protein
name

Sar;\ple
name

< m »

Prot. P s Gl Protein s cl Obs. Calc. Mods PEP Log Probl Delta PEP  :ztaMo ppm  Off-
Rank o equence yeans Name core |enmee| = m/z m/z (variable) o [ogProbl sooe 1D Score  em By
1 83 R.GIHNLNLNNAASIPSK[+162.05282]CNVNVPYTISPDIDC.S Hex(1)  >HORVU5Hr1G046550.1 gene=HORVUSHr1G046550 4902 CRagged 3 11535451 11535570  Ki6(xgly / 162.0528) 9.2e-06 504 20918 52e-05 2918 -1038 3458
< m »
Spectrum (double diick to dock / undock) &
B a[)o +[i]a o0
1 R.GIHNLNLNNAASIPSK[+162]CNVNVPYTISPDIDC.S z=3,scan#=sample=1 period=1 cyde=915 experiment=21,scan time=13.9945
3500402
£ 2.00e+02 —
H 4
z 4
= i %807.8270
J y:155.2
1.50e+02 —
] [
1002402 ]
] =)
] =
©
J ES
5.00e+01 —
4 I, .
=)
I | i o g i 1 bl |
0.00e+00 ] l‘ ||| 1 I|| I |l|||||| *l I ||||||||| ] I|| ’IIIi_!ﬂ (W] ||II n llllllI Linith ||'| ||I‘||||I|||| |||||i|||| ||I|||| || o o 1 |l|||||l|||| 1 b |||| |||||||]||||||||||||“ ||||||‘ ||||||||I||I||||||||||||H|il||||||||||| |||Ihﬂhl (AN Ihlllll kol | |i|||“|l|]|il frin ||“ il |||||||‘ |||I|| (W]
200 400 500 800 mz 1000 1200 1400 1600
71 m/z errors, tol=75.0 ppm
Z.OOe-OZ—: - .
] . .
1 .
| 100202 o
=5 ]
o%
S
0.002+00 - .
1 .
-1.002-02 —
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Peptide List (double ciick to dock / undock) &
T iment=20 € £~

.o

T Text

Be || Pprot. Protein Obs. Cale. Mods PEP Delta PEP  taMo ppm  Off-
ItogProb] oo e | Rank | Pos: Sequence Shycare Name Score |Clevage) z | oy miz (variable) p  Mo9Probl Soe 1D Score  em  Byx
651.40 2075 =1 83 R.GIHNLNLNNAASIPSK[+648.21129]CNVNVPYTISPDIDCSR.I Hex(d)  >HORVU5Hr1G046550.1 gene=HORVUSHr1G046550 7917 Specific 4  1047.7424 10477425  Kl6(xgly / 648.2113) 6Ge-14 1322 3438 33e13 873 -014 4
528.07 25.58
319.97 18.23
276.88 1560
261.02 2048
24031 19.25
23223 1764
22137 18.05
16371 1514
161.79 1564
12498 1445 < I} ’
118.76 17.06 S
W 13s | | e A dork e R ]
1324 1564 H oaelala ¢ @ UNNCEEe 3 T I
10342 16.60
91.26 1347 - R.GIHNLNLNNAASIPSK[+648]CNVNVPYTISPDIDCSR. I z=4,scan#=sample=1 period=1 cycde=890 experiment=20,scan time=13.2213
3.00e+02 —
8239 1419 ]
70.25 15.09 i
67.83 1395 4
6345 12.06 g
55.89 1563 2.50e+02 — @
5470 1243 T
5441 1373 :
4841 1367 i
4548 1364 ~ 2.00e+02 —
» i
Protein Coverage (double dick to ... & | _ ]
o 5 H i
ProtanCoverage [;] § 1500002 | .
Sample Protein ] & = o
name name ] = =
1,00e+02 —
‘ i » ]
] @
z
E 2 2
5.00e+01 — . Q £ = .
1 = E ¢ = ° + = o
] 1 l E l I I i ” U ) ME l m | )’- l H‘l é‘
0000400 RN |||| ||||||||||I L (1[I} MIIH 11 ‘I ||||H|I| hllllllllillillll ||||||||||H ““IIh |Il|||||| ||||||||||’|| 0 W 0 ’ll | | | Iuil ||||||||‘Iihl|||'“|ill “llull “Il“ "II"HH'IHI |” m “ ! H ”I || I.‘ ||||| || | I| | | I| |
B e e B A e E e e e B e e B e A T T — T 3
200 400 500 iz 500 1000 1200 1400
5.00=02 —
] m/z errors, tol=75.0 ppm
6.00e02
3 .
400202
2 3
3 E 200002 .
Ed ]
o - * *
= . * -
0.002+00 * . . .
E . . . .
— * *
] .
-2.00002 - .




anouwe (Editor),

Window Help “  Byonic
B &S @
Peptide List (double cick to dock / undock) )
' Textfter.. P-  Peptides T =riment=3 ©
RogProb 1ogir| ramk | P Sequence Siycons S Cege : [ OF (aratie B Meorebl oot T e T e
65140 2075 |=|[13 41 RVGK[+16205282]SIPINPLPACRE Hex(1)  >HORVU2HrIG122280.1 gene=HORVU2HrLG122280 4264 Specfic 3 5429653 5429676  K3ixgly/1620528) 18e07 674 3783 1e06 3783 429 16:
5807 2558
3007 1823
27688 1560
6102 2048
031 1925
223 1764
2137 1805
16371 1514
16179 1564
12498 1445 || <] i v
1187 1706
1773 138 | Spectum Gouble cick o dock /undock) : )
11324 1564 @ alala e&o@ o o O [y [
10342 1660 3
9126 1347 R.VGK[+162]; PACR.E 2=3, 1 period=1 cyd scan time=11.0272
823 1419 i 0987654321
0SR> 1) VGKSTPINPLPACR
67.83 1395 1 1274 8678016
6345 1206 2000403 N
5589 1563 1
5470 1243 |
sS4l 1373 4
841 1367 ]
448 1364 -
1 1500403 |
Sample Protein ) e
1008403 |
name name
« i D |
5.00e+02 —
4 = = 3
g [ a 2 8 I @ Z @
| l o 2 I 2 l ‘ i ow 5 S 3 g 3
ooerood___d . i b bt Mnn|.nl..ull.hl\l|h‘.d‘i.....lul.u.ﬁ..lyl..l. i, n.nl.m.,.\.].Jmh‘.L....‘LMln.u..\LI.LJ bt i v bl L ,|,, b boddidi 1w v e b b e Lo
T T T T T T T T T
200 400 miz 600 800
m/z errors, tol=75.0 ppm
3.00e-02
.
200002 A . :
o . .
25 10002
0.00e+00 L2
R . . . . M
. .

100202




Window

File Edit Help “ Byonic™ anouwe (Editor),
Peptide List (double clck to dock / undock) &
@ Texthter... O T iment=16 € £~
Be ~|| prot. Protein Obs. Calc. Mods PEP Deta PEP staMo ppm Off-
ltogProbl oo ¢rgl| Rank | PO Sequence Ghycas Name Score | Cleavage| 2 | miz (variable) p [logProbl g oo 1D | Score em | ByX
1)1 53551 1971 |=||20 E3 K.QQTSGMGGIK[+324.10565]PDLVAGIPSK.C Hex(2)  >HORVU4H1G022780.2 gene=HORVU4H1G022780 4154 Specific 3 7700333 7700578  Kl0(xgly/3241056) 59e-07 623 2834 23e06 2884 3176
212 4983 1715
313 4070 1713
414 35322 1595
515 33904 1487
6]6 25363 1950
717 23206 1895
HE 2113 152
9|9 19376 1332
10110 16849 1540
1|11 16740 1880 <[ i 5
1212 14260 1506
Spectn &
Bl s 1715 : um (double ciick to dock / undock) :
1414 13594 1320 @ elala ¢ [E] 2 @
1515 11895 1492
16|16 86.08 1413 4 K.QQ 4]PDLVAGIPSK.C 2=3, le=1 period=1 cyde=856 16,scan time=11.5656
17)17 8300 1630 3002402 2 e .
18[18 7819 1401 ] OQTSEMEGIRED:
1919 7153 1089 ] 1 NI H
20(20 6744 1411 1 8
2|21 6574 1362 250002 | ?
2]2 603 11.90 1 .
23] 6167 1301 ] =
24|24 5172 1303 ]
25025 4599 1752 7| 2000002
<L » ]
Protein Coverage (double dick to ... & | :
Protein Covera E i
&2 E 1.50e+02
Sample Protein T
name name 1
1.00e+02 — =
< i v ] -
] - o =
5.00e+01 — g ‘ o8 I +
] - e
&
1 kS =
ooesoo | ‘I H IIIIIIIII llll IIII |||’Ihllill I[IIMJLIMIIH'IIllhlhilll “‘LII“lIIILIHI‘|IIIm“IIhIIIIL|III ImIILIII|IIII\IIIIII’IIIIIIIhIIII‘I[IIMII|I Illihhlml IIII|I|MI IIIJI‘Iﬁii\lllltlullllhl‘il]ll‘l\lllllll (1IN | I‘HIIIIH il |II||IIILIIJII[| | I| |. , || | i . ,
200 400 500 mz 500 1000 1200 1400
 mizerrors, tol=75.0 ppm
1.00e-02 4
] . .
] .
] .
0.00e+00 -] . +
# ] .
% Loe2 4 *
] .
-2.00e-02 —
3.00002 >
] .

11:16 AM
20/08/2020
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Peptide List (double dick to dock / undock) -]
T iment=14 © £~

Proteins

] Prot. Be * Protein Obs. Calc. Mods PEP Delta PEP  :=taMo ppm  Off-
vl Rank ILogBrob{ |Log F Sequence Chcans Name ScorciCleavage iz m/z m/z (variable) 2D [LcoBrob] Score 1D Score e By-X
@11 53551 1971 |=|[15 102 L.GVALADDK[+324.10565]ATVAEVFPGCR.T Hex(2)  >HORVU2Hr1G122260.1 gene=HORVU2Hr1G122260 5072  NRagged 3  748.3657 7483631  K8(xgly/324.1056) 34e-06 547 3400 13e05 3400 346 2243
22 47983 1715
3|3 440.70 1713
4]4 35322 1595
515 33904 1487
6|6 25363 1950
717 23296 1895
88 23113 1532
9|9 19376 1332
1010 16849 1540
1111 16740 1880 < il 5
2l e e ,
14]14 13594 1320 W oalala @ [E 9 0 -.
15115 11895 1492 ﬁ A% mﬂ m
16116 8608 1413 2002402 —| L-GVALADDK[+324]ATVAEVFPGCR. T 2=3,5can #=sample=1period=1 cyde =888 experiment=14,scan time=12.5398
17|17 8300 1630 | e s eeias
18]18 7819 14.01 DKA:TrVr & "p'E;c'i\
19119 7153 10.89 1 X :JALAD’J' PORAT, AEVF_
20]20 6744 1411 g
2121 6574 1362 ] 3 o
2|22 6303 11.90 % _
2|23 6167 1301 1502402 £ =
4|24 5172 13.03 g
25125 4599 1752 ~ ]
<« [om » ®°
Protein Coverage (double dick to ... & -
= b =
Protein (:overage E;] § 1.00e+02 -
San’\ple Protein 1 3
name name i l;
1 = =
a’ i ’ 5.00e+01 —| Z :E . T L
3 . . h -
£ ‘ l } [ ‘ - -
= o
| ‘| L1 !H‘ it ||| |J||H||| \| |I|\M| Ilni‘ ifl ||||||||\ Il i\lll||‘|l||uﬁ|||||MMI |Mm|||H|Mu‘|\|“||hJ ||‘||||||‘”||u||||| ﬂluu‘inn‘linhnl“n b duf NN ||k TN
600 miz 500 1000 1200
600002 _: m/z errors, tol=75.0 ppm
400602 —: *
o E 200002 . .
'3‘5 ] . .
0.00+00 D . . < . . . . .
g . . . .
-2.00e-02 g
E *
-4.00e-02 — *




File Edit Window Help # Byonic anouwe (Editor),
B S e
Peptide List (double click to dock / undock) a
Laad T iment=16 © £~
Prot. Be Protein Obs. Calc. Mods PEP Deta  PEP =taMo ppm Off-
V1 Rank | ILo9Probl g Sequence Glycane Name e m/z m/z (variable) o IegProbl o 1D score em By
1)1 53551 1971 |=||1 8 N.LNNAASIPSK[+648.21129]CNVNVPYTISPDIDCSRLY Hex(d)  >HORVUSHI1G046550.1 gene=HORVUSHrLG046550 3534 Non 9139050 9139299  KlO(xgly/648.2113) 00007 316 210 00028 2310 -2126 365
2)2 479.83 1715
3|3 440.70 1713
414 35322 1595
5|5 339.04 1487
616 25363 19.50
717 23296 1895
88 2113 1532
9|9 193.76 1332
10110 16849 1540
1|11 16740 1880 < i 5
12|12 14260 1506 5
8
313 13 a7as | SPectum (Gouble doktodock undod) :
4|14 13594 1320 W alala ¢ [E] UNNCEE e 3 T M B
15115 11895 1492
16(16  86.08 1413 N.LNNAASIPSK[+648]CNVNVPYTISPDIDCSRL.Y z=4, 1 period=1 cyde=94 16,5can tme=14.1249
2.00e+02 —
17117 8300 1630 25 2 a5
18|18 7819 1401 1 L
LNNAASIPSKCNVNVPYTIS.
L 0 ] 1734467891 3
20020 6744 1411 | .
2|28 6574 1362 o o
2|2 60 1190 T
23|22 6167 1301 1.502+02 — .
4|14 5172 1303 ] b
25125 4599 1752 ~ =z
< [am) » 1
Protein Coverage (double dickto .. & | _ T _
Protein Coverage § 1000402
= - .
Sample Protein g 1 3] .
name name 2 2

(I

°
¥
8
l L

‘ I|I I“ I} || I|I‘ I| |||I|‘|II||”II‘I‘Ilm |JHIL|“I||I|[I [ II‘III [ | III

.
1
E

IIIIIMI“ mllhlltlmilllllll h‘l‘“ ’ |\I| |III|IL ‘I||||I|III

I\ I||‘ ‘III Ii %J Il I‘ iIIIII 1] “\Illl huk “ In

P2l

¥t

i |

T T
1400

{ m/z errors, tol=75.0 ppom




File Edit Window Help “ Byonic™

X 5 @
Peptide List (double cick to dock / undock)

anouwe (Editor),

a

T iment=16 @ O~

T 7extfiter.. P-  Peptides
Be ~|| prot. Protein Obs. Cale. Mods PEP Deta  PEP staMo ppm Off-
1tog Probl oo ¢ Jl| Rank | Pos Sequence Glycans Name Score | Cleavage| z | m/z (variable) o [ogProbl goe 1D Score  em  ByX
5351 1971 |2 [L 89 N.LNNAASIPSK(+810.26412]CNVNVPYTISPDIDCSRLY Hex(5)  >HORVUSHrLG046550.1 gene=HORVUSHr1G046550 4358 Non 4 0544065 9544431  KlO(xgly/810.2641) 305 453 3633 000012 3633 -3840 3814
47983 1715
w070 1713 L
35322 1595
33004 1487
25363 1950
2329 1895
2113 1532
19376 1332
16849 1540
16740 1880 ||| i D
14260 1506
193 1315 | Specirum Gouble cick o dock/undock) : &
13504 1320 B/ alala ¢ @ ORNCEEe MY I
1895 1492 .
808 1413 N.LNNAASIPSK[+8 10]CNVNVPYTISPDIDCSRL Y 2=4,scan=sample=1 period=1cycle=336 experiment=16,scan tme=14.0024
83.00 1630 s i a5 109
5. T L J LNNAASTPSKCNVNVDYTTS
7153 1089 ] R DU P TS E R 4
6744 1411
6574 1362 . 1 E
6303 1190 00e102
6167 1301 1
5172 1303 1
459 1152 - 1
« 3 J
2000402 |
Protein Coverage (double click to .. 8| _ ]
Protein Coverage § b
Sample Protein ]
name name I
. +
X
« i v 1 3
B +
+ &
1.00e+02 — ; < " .
i 2 - o - ~
] o T T = o
‘ ) \ I ] | \ l ) *
J ] : IS
0.002+00 | Ll ”an 1 1||||||I‘|||H||1" | h hin l“l||| |H|I“I!||||| MJI”"HI ||||| | m mn'm qulimlllllh"\lll ||\|||||[ Il‘ ” I |||”IIIIMIIHI |M| ||IH|I It |I|]| || || ."l‘ " |||| 1l IM" | ”|. ||I ‘ ‘ll. | x , ! | l. | ,
200 400 600 800 mz 1000 1200 1400 1600
8.00e-02 —
m/z errors, tol=75.0 ppm
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1200

1400

1600

File Edit Window Help # Byonic™ anouwe (Editor),
= ® @
Proteins Peptide List (double dick to dock / undock) z
T e . - Peptides T iment=17 @ P~
 Prot. Be ~|| Pprot. Protein Obs. Mods PEP PEP :ztaMo ppm  Off-
Rank ] °9P05! o i | Rank | PO N T Name Score | Cleavage| z | p (variable) 2 Score 1D Score em.  ByX
11 53551 1971 |= (|45 25 Q.TVNNHPNAGWTAGHNPYLANYTIEQFKHMLGVK([+648.2112... Hex(d)  >HORVU4HI1G010390.26 gene=HORVU4HI1G010390 3480 Non 6 7947003 K33(xgly / 648.2113) 0081 0081 201  -1680 476:
2]2 47983 1715
33 4070 1713 L
414 35322 1595
5|5 33904 1487
616 25363 1950
717 2229 1895
8|8 2113 1532
919 19376 1332
10[10 16849 1540
111 16740 1880 <[ i 3
12|12 14260 1506 5
8
5313 103 a5 | SPectum (bl dikto dode/ undods) =
1414 13594 1320 @|la|a ¢ [E URNCEE & B I I s
15[15 11895 1492
16/16 8608 1413 J stesg | QTVNNHPNAGWTAGHNPYLANYTIEQFKHMLGVK[ +648]PTPP.G 2=6,scan# =sample =1 period=1 cycle=727 experiment=17,scan tme=7.6167
17|17 8300 1630 ’ ]
18|18 7819 1401 1
19]19 7153 1089 ]
20|20 6744 1411 3.00e+02 | N
21|21 6574 1362 ] s
2|2 6303 1190 ]
2|3 6167 1301 g
24|24 5172 1303 2502402 1
25|25 4599 1752 ~ ]
<o) » ]
Protein Coverage (double dickto ... & | 2.00&-02—-
Protein Coverage g E ]
Sample Protein 1 T
name name 1.50er02 g
<« n [ X.OOevoZ—_ I
] a &
< o -
4 E | o s
] e £ i3
5.002+01 2 k]
] @ 3 -
| Al | l b it | : I
=
P | e l Wh il sl I||L||W|I||”I|||| ubdi i |i||i|||h|| ||||||||J||||n||“| ||||||||||||||||i|||||i|||hlluilnllmllhh]J||||JII|h|| ik il“ ilthl ol oo o 4w ol NN I ||||||| Lo
400 600 800

I
200

7| mizerrors, tol=75.0 ppm

[* & 32 S
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Peptide List (double dick to dock / undock) &
. P-  Peptides T eriment=6 € £~
Be ~|| prot. Protein Obs. Cal. Mods PEP Delta  PEP :taMo ppm Off-
[Lerls) JLog f okl o= SO b Name Eeme e m/z m/z (variable) on (logPrbl| o | 1p. | Scom | ey, By-X
535.51 1971 |=||7 55 R.ALVK[+324.10565]LECVGNRVPEDVLR.D Hex(2)  >HORVU6Hr1G001150.1 gene=HORVU6Hr1G001150 363.7 Specific 4 584.3355 5843110 Kd(xgly / 324.1056) 24e-07 663 3637 94e-07 3637 4198 2334
479.83 1715
440.70 1713
35322 1595
339.04 1487
25363 1950
2229 1895
23113 1532
193.76 1332
168.49 1540
167.40 18.80 < m >
14260 1506 5
iz g5 | ectum(Goule dckto cock/undoc) : 8
13594 1320 W\ alala ¢ @ Qo0 L | by ol
11895 1492
26,08 1413 | R.ALVK[+324]LECVGNRVPEDVLR D 2=4,scan#=sample=1 period=1 cyde=877 experiment=6,scan time=12.2012
8300 1630 1.000+03 ]
7819 1401 1
71.53 1089
67.44 1411 T o
65.74 1362 b -
6203 1190 8000402 —|
6167 1301 |
5172 13.03
25|25 4599 1752 ~ T
< [ » i 5
Protein Coverage (double diick to ... & 6.00e+02 — 15 +
z = i
Protein Coverage 5 ] o 2 <
Sample Protein | T
name name
4.00e+02 — ]
4 > +
£ :
i £ ° =
« i » 8 = - = =
53 =
2000402 Tz 1
+
0002400 1 il | ||\unhl| Lol “ (i Wik ﬂ.li]ﬂlllluh]ﬂllul|||||I||||I IILI'I | ”u il Il |l||| i nhhn il lulll III !L | |I|| il I iiln T B VW ll - . o ol |
200 400 00 mz 500 1000 1200 1400
| m/z errors, tol=75.0 ppm
4,00002 —
] -
Z.OOeOZ——
L 3
2 E ] . . . .
S 0.002+00 . e, 3 *
1 e *
b .
-2.00e-02 —




File Window  Help Byonic ™ anouwe (Editor,
Peptide List (double click to dock / undock)
£- iment=17 € £~
Be ~ Protein Obs. Calc. Mods PEP Deta PEP :taMo ppm  Off-
ILog Probl ) oq ¢ Sequsnce Glvcans Name Score |Geavage| 2| iz m/z (variable) o ogPrbl gore  1p score e
53551 1971 |=[18 61 RCAVGDQQUPDVLK[+16205282]QQCCRE Hex(l)  >HORVU2H1G122280.1 gene=HORVU2HrLG122280 3876 Specific 3 7179963  717.9992 72e06 514 2991 28e05 2991 -407
983 1715
won 1713
332 1595
33004 1487
25363 1950
2206 1895
2113 1532
10376 1332
16849 1540
16740 1880 || <[ i
iﬁ‘gg 322 Spectrum (double dlck to dock / undock)
13504 1320 @ oalala ¢ 2 o -lu.ﬂ
11895 1492 J
86.08 1413 7 R.CAVGDQQVPDVLK[+162]QQCCR.E 2=3, nple=1 period=1 cyd 17,scan time=11.2003
8300 1630 5
T 3500402 -] CAVGDQQVPDVLK
715 1089 ]
6740 1411 1
6574 1362 ] =
63.03 1190 3002402
6167 1301 ]
st 1303 1
5% 175 —
<L y ]
Protein Coverage (double cick to .. & _ ]
Protein Coverage E 2002402 o 7
= o 3
- +
Sample Protein o :
name name = £
1.50e+02 ¥
] t
5] =)
< [ ] 1.on=~oz—: . ;, N E
n 8 5 & =
1 2 2 4
] ] . < S
] s z
5.00e+01 — -
- i l ' U l J v L m'm \ ]
] 22 =z
] 5 2 7
ek Al b ] i 1 lh.l.u bl hulu.ﬂh ] il i “h. i) b I il ]
T T T
m 1000 1200
£:00202 m/z errors, tol=75.0 ppm
6.00e-02
E .
400202
.'SE .
3s . .,
o, - .
+ v . r R 0 . 0 . . .

-2.00e02

[AEEETEEE




ow Help

Byonic ™

Peptide List (double diick to dock / undock)

“ anouwe (Editor),

8
T zriment=9 @ £~

7] % | lLog Prob| |Lo§er7
@11 53551 1971 =
2)2 47983 1715
313 440.70 1713 L
414 35322 1595
515 33004 1487
616 25363 19.50
717 23296 1895
8|8 2113 1532
9|9 193.76 1332
10110 16849 1540
1111 16740 1880
14260 1506
14136 1715
13594 1320
15015 11895 1492
16]16 8608 1413
17117 8300 1630
7819 1401
7153 1089
6744 1411
6574 1362
6303 11.90
6167 1301
4|24 5172 1303
25025 4599 1752 ~
< [ »

Protein Coverage (double cick to ... &

Protein Coverage [;]
Sample Protein
name name

« m »

Seauence Giyens e Soe Cewge 2 A F (orabiel B Mookl ot T e e myx
16 57 RCFTMK[+32410565]DFPLTWPTKW Hex(2)  >HORVUSH1G000660.3 gene=HORVUSHr1G000660 3179 Specific 3 6803220 6803178 KS(xgly/324.1056) 57e06 520 3026 23e05 3026 621 x;
gl i v
Spectrum (double cick to dock / undock) 8
®m al@e +[@)¢c
| R.CFTMK[+324]DFPLTWPTK. W 2=3,¢ nple=1 period=1 cyc time=14.5507
] 0387654321
1 CFMGJFHLT'WFR
- Y
4 o
3
150e02 2
b =
a
- 4 o
2 1 | =
J ]
£
1.002+02 —| E
i ]
] + ©
S 3
- e
5008401 [
1 l 2 =
8
J i
o T | |h | ||||||‘||||||| 1 LHM i““h h l\llll ||||‘||M|M|||| ||||H||||l“| \"‘lli“l“ll‘llllll|||J ||l| I ||“||“|i|“|||| I ||”|]|||‘||i||| \l“llL ’“l‘ll ‘||||||| ||”| il |||| I
I E e E e e S T s E e L T T T T T T

mlz

1000

1200

mfz errors, tol=75.0 ppm
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' anouwe (Editor),

File Edit Byonic ™
&S e
Proteins Peptide List (double dick to dock / undock) .
Peptides T iment=13 @ £-
e [ wesrn 5[ e e Coge + O B hegpen TP e e ot
@11 53551 1971 % 3 48 R.DYVLQQTCAVFTPGSK[+162.05282]LPEW.M Hex(l)  >HORVU4HrlG081640.1 gene=HORVU4Hr1G081640 CRagged 3 8153780 8153945  Ki6(xgly /162.0528) 85e-09 807 4345 3408 4345  -20.30 2444
22 47983 1715
3|3 4070 1713
414 35322 1595
515 33904 1487
616 25363 1950
717 23296 1895
88 2113 1532
9|9 19376 1332
10]10 16849 1540
1)1 16740 1880 < i »
g : g iﬁgg i;‘l’g Spectrum (double diick to dock / undock) 8
4[4 1359 1320 wm oelale ¢ [E] 0 © £
1515 11895 1492
16|16 86.08 1413 | R.DYVLQQTCAVFTPGSK[+162]LPEW.M z=3,scan#=sample=1 period=1 cycle=997 experiment=13,scan time=15.8625
17)17 8300 1630 1500002 -] a5 0587 32
18(18 7819 1401
19(19 7153 1089 g 1? ’ ';?%%TLPG'S‘KLPEYI‘
20]20 6744 1411 : b -
2|21 6574 1362 b 3
2|2 6303 1190 |
23|23 6167 1301 @
24|24 5172 1303 E ", n
25|25 4599 1752 ~ E
<[ D 1.002+02 —| =
Protein Coverage (double dick to ... & . B o 2
Protein errage [3 E - T
San;ple Protein — =}
name name 3
i b
5.00e+01 — + + é i a:i
< [ » ] : é %‘, T 4; %
b =
I ‘ II‘I Iil (NI |’||I [ ‘IIIIII’I‘II I II‘IIIMI IIIIIINIIIII IIIIM“ ] Iillll |I||I||‘ ||III|| I‘ ||I||i|li|||l| IIiIIIIII“ illll"ll"llil ill‘llll‘l‘ll Il |II||I|I I|||||I il ‘IIIIIIII Ml I‘III | i
200
m/z errors, tol=75.0 ppm
3.00e-02
2.00e02 " oy *
4
. 'E 1.00e-02 . . .
gfo.ooeoo +* -— — - *
1,002-02 * . * . .
-2.00e-02

1:20AM |
i
"6 20/08/2020



File Edit Window Help

Byonic ™ “ anouwe (Editor),
&S e
ProteinsE Peptide List (double dlick to dock / undock) 8
T iment=15 @ £-
R | JLog Probi |Logel: e Glycans Protein Score)[Cieavege| = ?“b/‘l' f:}; (v“ﬁﬂf.e) PE  logbrob| D2 PEP dtaMo ppm Bo;'x
11 53551 1971 |= |1 83 R.GIHNLNLNNAASIPSK[+324.10565]CNVNVPYTISPDIDCSRLY  Hex(2)  >HORVUSHr1G046550.1 gene=HORVUSHL G046550 5007  CRagged 5 7961781 7961911  Ki6(xgly /324.1056) 75e-06 513 1963 3e05 193 -1634 3976
2|2 47083 1715
313 44070 1713
44 35322 1595
5|5 33004 1487
6|6 25363 1950
717 2329 1895
8|8 23113 1532
9|9 19376 1332
10]10 16849 1540
1111 16740 18.80 <[ m »
JEIZ 08 B | e i b .
18|14 1359 1320 W oalala # @ 9 © {3
15]15 11895 1492
16]16 8608 1413 2.002+02 —| R GIHNLNLNNAASIPSK[+324]CNVNVPYTISPDIDCSRLY z=5,scan#=sample=1period=1 cyde=937 experiment=15,scan tine=14.0321
17)17 8300 1630 B
18|18 7819 1401 ]
19]19 7153 1089
20|20 6744 1411 1
2|21 6574 1362 E 2
2|2 603 1190 1.50e+02 ]
23|23 6167 1301
24|24 5172 1303 b
25025 4599 1752 ~ 1
< (i D i
Protein Coverage (double cick to ... & | _ i
Protein Coverage E] é 1.002+02 — ::;_ v
Sample Protein 1
name name 4
1 2
T
< i » 5.00e+01 -] N
| 3 + &
5 i 3 ‘ J @
i E o =
| =
soesto__| ’I ‘IIIII|‘I | H“I Iml I“MI ill‘ IIIMI |||\|l|||||\ ‘IIIIIWII il “IIIIII”IIIII JIII IhthMll‘llﬂlllllllll ‘I|‘I|“| I|II|‘I| Illl‘l I”LIIIIIIINI“ Ihlllil Ii[ll ‘IIIIMI’lllllMII|H||||I||III“IIII|II£I||| ||I||I||||I|I||I‘I|I|II|I||‘|II|||\||III’ ‘ ” ‘ ] . .
200 400 1200 1400
40002 ] M/z errors, tol=75.0 ppm
3.00e-02 -
.
2.00e-02 .
=
|2 E 1.00e02
03 . * *
0.00+00 . * . P . .
1.00-02 * *

G %

21 AM
20/08/2020
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Edit Window Help % Byonic anouwe (Editor),
w5 @
e — Peptide List (double click to dock / undock) )
T 7extfier.. P-  Peptides T iment=13 @ P~
8e ~|[ prot. Protein Obs. Cale. Mods PEP Deta  PEP  staMo ppm  Off-
ItogProbl oo ¢ | Rank = PoS Sequence Shycans Name Score |Cleavage| z | p m/z (variable) o IogProbl e 1D Score em  ByX
53551 1971 |=|[30 58 RUGEHNIDVLEGNEQFIN[+098402]AAK(+129642259]THPNF... Hex(8) >sp|PO0T61[TRYP_PIG Trypsin OS=SusscrofaPE=1SV=1 3411  CRagged 5 901419 9012086  Ni7(Deamidated/0984); K20(rgly /129642.. 00025 260 850 001 57 1152 1 4503
983 1715
o0 1713 L
™2 1595
339.04 1487
25363 1950
229 1895
8113 1532
193.76 1332
16849 1540
16740 1880 ||« i »
ijfﬁ i;?: Spectrum (double diick to dock / undock) -]
mu vo | [H elala o‘?p@ 2 @ {3 -m
1895 1492 = J
86,08 1413 | R LGEHNIDVLEGNEQFIN[+JAAK[ +1296]IITHPNFNG.N 2=5,5can =sample =1 period=1 cydle=1006 experiment=13,scan time=16.1387
8300 1630 P
7819 1401 E LGEHNT!
715 1089 1 R
6744 111 ]
6574 1362 I
63.03 11.90 n
6167 1301 ]
5172 1303 1
5% 1752 < ]
~ 4.002+02 —
Protein Coverage (double dick to ... & b 2
Protein Coverage E 4
— S 3.00e+02
Sample Protein ] .
name name N o
] +
2.00e+02 — +
1 <
< i v ] 3
] - "
E E‘ + o
1.00e+02 ] g Y 3 3 2 5
+ o
1 i
] E 3
2 o
' ol i ) ‘ ||H|H ifbuagt I bl I IHMW | i
e IR A A b a0 bt ook bl okl oL R b ]
S T T T
200 400 600 mz 500 1000 1200 1400
80002 11z errors, tol=75.0 ppm
5.00e-02
.
4.00e-02
L F 300002
5o
3%
< 200002 -
*
1.00e-02
0.00e+00 T . . . . .




File Edit Window Help

E &S e

Byonic ™

Peptide List (double dick to dock / undock)

Bela
|Log Prob]| |LogeF7

535.51 1971 |z
479.83 1715
440.70 1713 -
353.22 1595
339.04 1487
25363 19.50
23296 1895
23113 1532
19376 1332
168.49 1540

1111 16740 1880
12]12 14260 15.06
13|13 14136 1715
1414 13594 1320
15|15 11895 1492
86.08 1413

83.00 1630
7819 1401
7153 1089
6744 1411
65.74 1362
63.03 1190
6167 1301
51.72 1303
25125 4599 1752 ~
< i ’
Protein Coverage (double dick to ... &
Protein Coverage D
Sample Protein
name name
< 1 »

Gh Protein Mods
lycans R Score Cleavage z (variable)
6 290 R.QFSMYILLPGAQDGLWSLAK[+162.05282]R.L Hex(1)  >HORVU4Hr1G013480.1 gene=HORVU4Hr1G013480 4189 K20(xgly / 162.0528)
< [
Spectrum (double diick to dock / undock)
@ aelala ¢ @ 0
] R.QFSMYILLPGAQDGLWSLAK[+162]R.L z=3,scan#=sample=1 period=1 cyde=1024 experiment=12,scan time=16.6918
: QFSMY i LPGAQDGLWSLAKR
1.502+02 —
) &
1.002+02 — é
5.00e+01 —|
| . ; .
£ < & =
i Hu |||N|||\|Lu|||||||‘ L1l |||\|”||||||||ﬂ|| i 1||| “i I I>|||I|i||\|m i ||| |X| [ | “uul T i LR L |
200 400 1200 1400
1.50e-01 —| 'm/z errors, tol=75.0 ppm




Window Help 4 Byonic™ anouwe (Editor),
o x O @
Peptide List (double diick to dock / undock) -
' 7extfler.. P-  Peptides T sriment=8 € £~
Be ~|| Pprot. Protein Obs. Cale. Mods PEP Delta  PEP staMo ppm  Off-
ogProbl 1 S| Rank | Pos Sequence Glycans o Score Cleavage z - — (variable) o logProbl o8 o e er Byx
53551 1971 |=1||9 116 R.SHPDWSVLK[+162.05282]DLPGCPK.E Hex(1)  >HORVU7Hr1G035020.1 gene=HORVU7Hr1G035020 5113 Specific 3 647.6629 6476522 K9(xgly / 162.0528) 32e-07 650 4073 13e-06 1359 1648 1940
47983 1715
44070 1713
35322 1595
33004 1487
25363 19.50
23296 1895
2113 1532
19376 1332
16349 1540
16740 1880 < i »
14260 15.06
pectrum 8
136 1715 | SPectum (ouble ick o dock /undock) :
13594 1320 @ alala ¢ @ 90 {3 | by |+ or
11895 1492
2608 1413 2502403 ~ p SHPDWSVLK[+162IDLPGCPK.E 2=3,5can#=sample=1 period=1cycle =300 experiment=8,scan time=12.8960
8300 1630 ]
7819 14.01
7153 1089 1
67.44 141 T o
6574 1362 2002403 s
6303 1190 R
61.67 13.01 b
5172 13.03 g
4599 1752 ~ i
D 1.50e+03 —
% 4
Sample Protein g
name name 1.006+03 |
< m » 1
] o z
5.00e+02 —| = ] _ ‘:
- < = +
| £ b E T
+ = -
] “ “ “. I i i T ig I = 2 )
3 ° =
0.00e+00 r.Hm.“.lﬁ lL. i |n|.|.m albd bl 11 i i Ll sl d Lot L i I. RTIN I PR Ilull .IH I TR TR TR I " [ ' v . .
ey T T T T T T T T T T
200 400 00 mwz 500 1000 1200 1400
6.00e-02 — m/z errors, tol=75.0 ppm
400002 .
2.00e-02
g R .
2 5 000e00 * * - e e . . . . : *
“ .
-2.00e-02
. .
4.00e-02 *
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File Edit Window Help

Byonic anouwe (Editor),
o) ® @
Peptide List (double cick to dock / undock) )
T Textfler.. P-  Peptides T iment=10 @
Be +|[ Prot. Protein Obs. Cale. Mods PEP Deta PEP :taMo ppm Off-  (
ILogProbl yogg | Rank ~ PO= Sequence Glycanc Name Scoieiiciiaage m/z m/z (variable) o logProbl s 1p Score em By |
5151 1971 2|9 116 RSHPDWSVLK[+32410565DLPGCPKE He2)  >HOI 1 gene=Ho} 340 016706 7016699 Klxgly/324.1056) 3905 a4l 262 000015 1919 111 202
47983 1715
w0 1713
32 1595
3904 1487
25363 1950
229 1895
213 132
19376 1332
16849 1540
16740 1880 <L i D
14260 1506
]
3% Do | spectnum (oubl dikto dodk  undod)
| o) ¢ 2 ») '} v || rrr
358 B2 | f e 4 2k | by o] g
11895 1492
86.08 1413 i R. PK.E 2=3,: 1 period=1 ,scan time=12.7202
800 1630
7819 1401 e
7153 1089 1
644 1411 1 .
6574 1362 | 3
6303 1190 ]
6L67 1301
5172 1303 1.50a+03
5% 1752 1
r 4
Protein Coverage (double cickto .. 8| _ i
Protein Coverage i 1
= = 1.00e+03 -
Sample Protein
name name 1
<[ . » T
5000402 ] . o
J 2 = 2 g
o00er00 112 ‘.LLL Llud.hu | s et i 1 Jn [ dub Ladid |\ (YR " vl|||l"‘L‘ ot i il PR Y YT i , N ' AT
T T T T T T T T T T T
Py 00 &0 0 1000 20 1900
 m/z errors, tol=75.0 ppm




FEile  Edit

indow
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Help

Protein
Name

PEP
20

>HORVU7Hr1G035020.1 gene=HORVU7Hr1G035020

59e-10 923

Byonic ™
Peptide List (double diick to dock / undock)
Peptides

;;:tk Pos. Sequence Glycans
9 116 R.SHPDWSVLK[+324.10565]DLPGCPKEPQR.D Hex(2)
< [0

Spectrum (double dlick to dock / undock)

Be(s]e +[5] o0

q m

T Textfiter... P-

-

£ | ILog Prob |L°§e;*

11 535.51 1971 |=
2|2 479.83 1715

3|3 440.70 1713
414 353.22 1595
5|5 339.04 1487
616 25363 19.50
717 23296 1895
8|8 23113 1532
919 19376 1332
10|10 16849 1540
1un 167.40 18.80
12|12 14260 15.06
1313 14136 1715
14|14 13594 13.20
15|15 11895 1492
16|16  86.08 1413
17117 83.00 16.30
18|18 7819 1401
19119 7153 10.89
20|20 6744 1411
21121 6574 1362
22122 6303 1190
23|23 6167 13.01
24124 5172 13.03

25|25 4599 1752 ~
<[] »

Protein Coverage (double dick to ... &

Protein Coverage

Sal{\ple Protein
name name

6.00e+02 —

b2

5.00e+02 —

4,00e+02 —

Intensity
!

3.00e+02 —

2.002+02 —

imm_H

1.00e+02 —

s b ...nJl.l.L..““hJ“ lﬂu.h..

200

+

| R.SHPDWSVLK[+324]DLPGCPKEPQR.D z=4,5can#=sample=1 period=1 cycle=871 experiment=7,scan time=12.0191

¥3

-

I .hll. |...|..|.||.||.| b sl i |.|ja|...|..u b millish wim II.L....lLu bl ll...l.L..n.. Il.l.a..mlnll ki

400

M-18

bs-18

I|II“1II IIIIIIIJ i II“IIII |l IIIIII il L‘IIIiIIIJII 1 b b b |

¥9

©
2

|Log Prob|

@

1288

o
=

oy 1w i § i 11

] m/z errors, tol=75.0 ppm

0.002+00 —| ¢ D

0bs
Cale mfz

-5.00-02 —|

.o




File
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Edit Window Help

T 7ext

Byonic ™

Peptide List (double diick to dock / undock)

anouwe (Editor),

-]
T iment=18 € £~

S
[Log Prob]| |Loger*
53551 1971 |=
47983 1745
w070 1743
35322 1595
33004 1487
25363 1950
23296 1895
2113 1532
19376 1332
16849 1540
16740 1880
14260 1506
1136 1745
13594 1320
11895 1492
86.08 1413
83.00 16.30
7819 1401
7153 1089
67.44 1411
65.74 1362
63.03 11.90
6167 1301
5172 1303
459 175
»

Protein Coverage (double dick to ... &

Protein Coverage [;]

=
Sample Protein
name name

< i »

s Gl Protein s a Obs. Calc. Mods PEP Log Probl Delta PEP  :taMo ppm  Off-
cquence yeans Name core S22gS /B2 m/z m/z (variable) 2D [Log Prob] Score 1D Score err. By-X
7 100 Y.AALGVGGGPEEVFPGCQK[+324.10565]DVMK.L Hex(2)  >HORVU6Hr1G001150.1 gene=HORVU6Hr1G001150 5357 NRagged 3 8383778 8383977 K18(xgly / 324.1056) 2.2e-07 6.66 3829 87e07 513 -2374 2513
<[ m »
Spectrum (double diick to dock / undock) -]
B o[)o ¢80 0 0
1.00e+03 —} Y.AALGVGGGPEEVFPGCQK[+324]DVMK.L z=3,scan#=sample=1 period=1 cyde=877 experiment=18,scan time=12.2112
E a5 4321
AALGVGGGPEEVFPGCOKDVMK
. EER i et
1234987891 14 24
£.002+02 =
6.002+02
£ i
2 _
4.002+02 —
+ 1 5 “
4 5 t
g
w
2.00e+02 —|
i -2 E N 2 i 2
i EE o 5 Z z
£ T +
4 = * & g 5 H &
] Wit bbb bl J l Laadisss Luiina bl Labbly . Lyl i
0000400 bl |hll. ||ll|l||| b o il b ot ol 18 bt bt s o kil || AT T T A PR e L Y Y T d o | [
T T T T T T . T v T
200 200 50 = 500 1000 1200 100
800202 1 2 errors, tol=75.0 ppm
400202 -} .
o 200002 ]
wE b
5 S a .
o3 ] .
“ 0.00e+00 - S . .
i o o * .
- *
_ . *
-2.00e02 .
< *
400002 ] L2

11:23 AM
20/08/2020
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Byonic ™

Peptide List (double diick to dock / undock)

“ anouwe (Editor),

-]
T iment=14 © P~

1)1
22
3|3
408
5|5
66
717
8|8
9|9
1010
111
12|12
13]13
1414
15[15
16|16
17|17
18|18
1919
20]20
2|2
2|2
23|23
24|24
V] 25125
< g

Be *
ILogProb] | %

82138
461.62
296.69
258.55
218.79
202,51
200.27
168.49
15163
131.66
12846
12071
98.39
67.18
65.39
6173
60.83
5470
5203
5017
46.00
4572
4464
4284
4111

1960
1821
1744
1933
1648
1388
1595
1841
1488
16.69
1142
1486
1277
16,63
1295
1486
1088
1247
1413
15.03
16.10
1362
11.88
113
13.23

D

Protein Coverage

Protein Coverage (double dick to ... &

Sample
name

<[ i

Protein
name

2MC_20171219_... >HORVU5HG...

70

80
'CNCLKGI

[ENQAQSSGDRQTV

G Protein PEP  :taMo ppm  Off-
equence Glycans i Score |Log Prob)| Scm 1D Score am ByX
1 27 A.LNCGQVDSKMK([+162.05282]PCLTYVQGGPGPSGECCNGVR... Hex(1) >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 11046 NRagged 6 K11 (xgly / 162.0528) 19.14 8262 48e-19 170 -18.25 47¢
< il )
Spectrum (double dick to dock / undock) 8
@ ael@e +(@)e o & (wm
4.00e+02 ] ALNCGQUE [+162]PCLTYVCX CNGVRDLHNQAQSSGDR.Q =6, nple=1period=1 cyde=564 14,scan time=11.1768
| mccgvnsmpcmwgccpcpscﬁccncvxb’i.’iﬁ«g’kb""s GDR
3.00e+02 —
& 1 = >
£ 2o E E
) 1 8
1 .
g T
) kS 3 “‘;‘ + .
1.00efoz—— : % a % T
| gl 7 - 2 % i
' } H“!W!H ‘ m i il HH“ il
E =
e L LUK |‘“ bl |i||||||!I|| i|||| ik |||I|i||n Il ||m|||||li||||||\\ |||||h|||I||M|“|||i||ﬂ ||‘l|| LT i n||||||iu|||li||n||||I||||”|I||| IRITRN L]
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mo miz 800 1400
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Peptide List (double diick to dock / undock) g
T eriment=5 £ P~

fter... P~ Peptides

Be « || prot. Protein Obs. Cale. Mods PEP Delts  PEP staMo ppm  Off-
1LogPrebl jiog | Rank PO e £ Name e m/z (variable) o logProbl e 1D Score em  ByX
82138 M‘E 4 31 D.AGAACEPAQLAVCASAILGGTK([+162.05282]PSGECCGNLRA  Hex(1)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 761.0 NRagged 4 7958634 795.8752 K22(xgly / 162.0528) 86e-15 1407 6133 57e-14 6133 -14.89 31
6162 1821
2660 1744 |
2855 1933
2879 1648
2251 1388
2027 1595
16849 1841
15163 1488
13166 1669
12846 142 || i v
12071 1486
)
w59 1277 | Seectum Goubl cick o dock/undodd) )
6718 1663 m alala ¢ @ OGRS N TN
6539 1295 .
6173 1486 D.AGAACEPAQLAVCASAILGGTK[+162JPSGECCGNLR. A 2=4, 1 period=1cyd i time=15.3355
6083 1088 O
5470 1247 . Gan CASAT
5203 1413 ] l? :‘fﬁ??i%ﬁax Rt
5017 1503 ] -
600 1610 ] =
52 Be PP
w6 1188 ]
28 113 ]
a1 133 < ]
< land D
Protein Coverage (double cick to... 8| 300402
Protein Coverage Q é ]
Sample Protein 1
name name 1
2MC_20171219_... >HORVUSHAG..|| 202 0%
+ =
] t 2
‘ (T v 1 s
1 i
1006402 - + F
i + 4
] o x . t oy -
i = T . B S A N ENE =
2 e l 232 ToE o7 l 22 o - 3o t
1 2 3 3 =~ 535 E
oo0eso0 b1 |’| ‘I 11L||||||L||liJ|||||\ Jllil HJIhd i ||||J||||H|||h InJ“nmh“|||II|\h\|||I||J uLIu i lan o ||“||i| “ ||||||| \llhmhumh||\|I||||l||| |||||h||||||i oo o ccdwe o b v o ol o mo
1000 1500
J mizerrors, tol=75.0 pom
&mz—_
3 . . .
4.00-02 — * *>
s ]
25 R .
% 200002 — .
3 . . .
] ) .
O-WQOW—_ L - r . - . . 3
1 . . .
L ] . . .
= AZ‘NZ—_ * * .
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Proteins Peptide List (double dick to dock / undock) .
. P-  Peptides T iment=14 © £~
Prot. Be ~ Prot. Protein Obs. Calc. Mods PEP Delta PEP  staMo ppm  Off-
Rank | 9Pl 1Log | Rank | PO Sequence Glycans Name Score |Cleavage z | ., m/z (variable) 2p |ILo9Probl oo | 1D | Score | em. | By-X
11 82138 1960 |- | |4 33 G.AACEPAQLAVCASAILGGTK[+162.05282]PSGECCGNLR.A Hex(1)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 3372 NRagged 3 10181072 10181450  K20(xgly / 162.0528) 46e-05 434 1230 00003 1230 -37.23 3052
2|2 461.62 1821
313 20669 1744 ||
414 25855 1933
515 21879 1648
6|6 20251 1388
717 20027 1595
8|8 16849 1841
9|9 15163 1488
10110 13166 16.69
11 12846 1142 < [0 )
1212 12071 1486 o (double cick to dock / undock) )
13113 9839 1277 - N
14]14 6718 1663 wm oalala ¢ [E] ORNCEE e )
15]15 6539 1295 -
16|16 6173 14.86 | G.AACEPAQLAVCASAILGGTK[+162]PSGECCGNLR. A z=3,scan#=sample=1 period=1 cyde =696 experiment=14,scan time=15.2566
17|17 60.83 1088 1.402+02 —| 25 20 15 10987654321
4 i i i i i
A5G40y 107 ‘AACEPAQLAVCASATLGGTKPSGECCGNLR
119 5203 113 ] 1 1234887886 Y 0 24 4
20]20 5017 1503 T ;;
2|21 46.00 1610 1.20e+02 — =%
22122 4572 1362 :
23|23 4464 11.88 i
24]24 4284 1113 100es02 )
25125 4111 1323 ~ i
< n » -
Protein Coverage (double diick to 5000401 —|
Protein Coverag b
San:ple Protein B
name name 6.00e+01 —
2MC_20171219_... >HORVUSHrG... :
@
i s Z
< 1 ] > 4002+01 = 3
- _ = .
i I . 3+ z
2,00e+01 | I i + =
] g 2 Ble i |5 t 3 l g 3 3 :
= .. E 8
=
0.00+00 | | I il IIMI |||||i||l‘|J|“| IIkII“II IIII‘II]I ||Ih “I Illllillull I||||I||III“ MIIIII‘I IIIIIIM “IIII“II ||I|ili|||l|“||||IhLIII IIII&IIIII]IIIIIIII"IIII'lIIlII “I IIlIIIIIIIIiII IIM IIIILII|I|IIIIIIIH | “II IIIIIIIIJIIIII | ‘ | | | |
T -
500 = 1000 1500
8.00202 — m/z errors, tol=75.0 ppm
600202 -
] .
4.00e-02 —
. E‘- -
@ *
S 3 200002 LJ 2 - A .
a1 . . . .
0.00e+00 — -
- *
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200202 - *
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anouwe (Editor),

8
T iment=13 @ P~

Be *
|Log Prob]| Log e
82138 1960 -
46162 1821
296.69 1744 |
258.55 1933
218.79 1648
202.51 1388
200.27 1595
168.49 1841
15163 1488
13166 16.69
12846 1142
12071 1486
98.39 1277
67.18 16.63
65.39 1295
6173 1486
60.83 1088
5470 1247
5203 1413
5017 1503
46.00 16.10
4572 1362
44,64 1188
4284 1113
4111 1323 ~
»
Protein Coverage (double dick to ... &
Protein Coverag @
Sar;ple Protein
name name
2MC_20171219_... >HORVUSHrG...
< m »

s Gl Protein s cl Obs. Calc. Mods PEP Log Probl Delta PEP  :taMo ppm Off-
equence ycars Name core_| Seavage, _z m/z m/z (variable) 20 [togProbl g ore 1D Score e  ByX
4 33 G.AACEPAQLAVCASAILGGTK[+324.10565]PSGECCGNLR.A Hex(2)  >HORVU4Hr1G089500.1 gene=HORVU4Hr1G089500 4287 NRagged 4  804.3567 804.3738 K20(xgly / 324.1056) 9.8e-07 601 3511 6.5e-06 3511 -21.34 3214
< 0 »
Spectrum (double diick to dock / undock) -]
B efo)o +[a)e o0
7| G.AACEPAQLAVCASAILGGTK[+324]PSGECCGNLR. A z=4,scan#=sample=1 period=1 cyde =692 experiment=13,scan time=15,1349 70612
4 1129,
1.20e+02 | 25 2
B AACEPAQLAVCJAJSAJIJILGGTKPSGECCGNLR
m 78916 d
1 5]
1,002+02 —|
8.00e+01 |
= 6.00e+01 -] 1
4 + =
1 =
m ry
3
4.00e+01 —|
i +
i .| ¥ o8 z 2.
5 =3
2.00e+01 — E ‘ )
1 ©
] i I ’ ‘ | ‘ H ' ‘ ‘ ’ ‘ ‘ “ i ‘ i i H i ' | I
weee UL T LRVARR LA RARRRMAERERTAA HHHIII AT 0 O A A |||WII|||\HII|I LT O CH UM O HI! IIH LI
mjz errors, tol=75.0 ppm
£.002-02
6.00e-02 *
L 400202
@« E .
3 E
S 2.00002 . +
7 - * . .
0.00e+00 P S . -
] -
200202 ¥
E .
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Peptide List (double dlick to dock / undock) 8

T Textfiter.. P~ T -iment=11 ) £~
Be 4 Protein Obs. Calc. Mods PEP Delta PEP  =taMo ppm  Off-
ILog Prob| o ¢ Seguence Glycans Name Scorclycleavage iz m/z m/z (variable) o  1o9Probl goe 1D Score  em  ByX
82138 EH‘E 1 86 H.NLNLNNAASIPSK[+324.10565]CNVNVPY.T Hex(2) ~ >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 3518 Non 3 8237132 8237320  Ki3(xgly/324.1056) 000013 387 1562 000088 1562 -22.75 2469
461.62 1821
296.69 1744 L
258.55 1933
218.79 1648
202,51 13.88
200.27 1595
168.49 1841
15163 1488
131.66 16.69
12846 1142 < UL >
;;';;1 i;?g Spectrum (double dick to dock / undock) -]
6718 1663 m alala oﬁo@ a2 @ 3 -m.m
65.39 1295 ﬂ
6173 1486 H.NLNLNNAASIPSK[+324]CNVNVPY.T 2=3,scan#=sample=1period=1 cyde=624 experiment=11,scan time=13.0255
6083 1088 1
5470 1247 b
5203 1413 i
5017 1503
46.00 1610 1502403 S
4572 1362 4
4464 1188
4284 1113 T
a1 1833 < i
i ,
Protein Coverage (double dick to ... &
Protein Coverage
Sample Protein |
name name
2MC_20171219_... >HORVUSHHG... )
« n » 5.00e+02
= 4
¥
7 > = - ® E
: = 3
1o et el TR O VR 2
ooeso0 I L | 4 ,n..,..n,‘ul.n.la”] :J Il..|.,‘.,u.:L..n.ln...u... P NOE N TR PO P TR ek L.t bk I‘n } :uuh.lhl e b ||||l||I|Ih.I| TR ¥ S NI o ST . . L
400 500 miz 800 1000 1200 1400
3.00=02 —| m/z errors, tol=75.0 ppm
2.00202 R *
E . . .
100202
s 1
2
S 0.002+00 4 . *
3 . .
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10002 .
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Peptide List (double dlick to dock / undock) 2
. P-  Peptides T iment=15 © £~

Be ~|[ prot. Protein Obs. Cale. Mods PEP Deta  PEP ctaMo ppm  Off-
ltog ||| Rank = Po= Sequence Slycans Name Score |Cleavage) z | p miz (variable) o MegPobl cT8 p CCoe fon By
1[4 8243870719600 _ ([49 380  KDAAWETAEAAK[-16205282IDTAWETAEAAKG Hexl)  >HORVU4HrGO74750.1 gene=HORVUAHIGO74750 3755  Speciic 3 8333600 8333783  Kil(xgly/1620528) 11e05 498 204 7e05 206 2202 2%
212 46162 1821
313 20669 1744 |
44 255 1933
5|5 21879 1648
66 20251 1388
717 200.27 1595
)8 16849 1841
9j9 15163 1438
1010 13166 1669

|Log Prob|

1)1 1846 1142 || <] i B
12]12 12071 1486 ) =
B3 w17y | Peumobeddio -
14]14 6718 1663 W oalala + ClF e}
1515 6539 1295
16116 6173 1486 _| K.DAAWETAEAAK[+162]DTAWETAEAAK.G z=3,5can#=sample=1 period=1 cycle =616 experiment=15,scan time=12.7817
17]17 6083 1088 g .
1.40e+02 — t t H
ig:ig :‘;';‘; ﬁg ] DAAWETAEAAKDTAWETAEAAK
. : 1 Pdeisnud I
020 5017 1503 ]
2021 4600 1610 1 200s02 ] =
2|2 4512 13682 ] 3
23|23 46 1188 B 5
4|24 428 1113 R
25125 4111 1323 ~ 1.002+02 —
<« [, > 1
Protein Coverage (double dick to ... & -
Protein Covera = g soa] o
ge 2 1 a4
Sample Protein ]
name name coes0r ]
2MC_20171219._... >HORVUSHHG... g
B =
< n J > 4.we+m—— - 5
i 1 - z = 5
2 i +
2.00e+01 | e e 3 ® = z ]
i L 3 &
0yt o i o i i s i | [
a1 DO 000 A0 0O 010000 000 0000 0O OO O WA T
200 400 600 800 miz 1000 1200 1400 1600
m/z errors, tol=75.0 ppm
.
.
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Peptide List (double ciick to dock / undock) -]
T iment=16 € £~

T Textfiter... P-
Be | Protein Obs. Cale. Mods PEP Deta PEP :taMo ppm Off-
lLog Prob| g Sequence Chcane Name Score |Cleavage| z | 0 m/z (variable) o IogProbl e 1D Score em  ByX
L K[+ VR ) > i gene=| i pecific (gl ) e ¥ e =
82138 1960 . |1 36 KMK[+16205282]PCLTYVQGGPGPSGECCNGVR.D Hex(1)  >HORVUSHr1G046550.1 gene=HORVUSHLG046550 9794  Specific 3 8390197 8300410  K2(xgly /1620528 19e19 1873 8302 12e18 802 2535 2515
46162 1821
2660 1744
25855 1933
21879 1648
0251 1388
20027 1595
16849 1841
15163 1488
13166 1669
12846 1142 <[ n »
12071 1486
&
98,30 1277 Swm (double dick to dock / undock) —
e1s 1663 | [ @[a]a ogo@ o o £ [y [0
6539 1295
6173 1486 | kMK[+162PCLTYVQ CNGVR.D z=3,scar ple=1 period=1cyde=543 experiment=16,scan time=10.5424
6083 1088 J
5470 1247 ]
5203 1413 o .
5017 1503 : &
46.00 1610 1 =
572 1862 1
a6 1188 1
28 1113 1
411 1323 || 3g0es0s]
)
Protein Coverage (double ik to .. & | _ . 1
Protein Coverage E b
Sample Protein 300000 ] .
name name i =
2MC_20171219_... >HORVUSHG... 1 . o
i + = ] T
1 > E] & =
Cl —— v ] < = S1 7 z
1.002+03 N =% ® -
a + = =
4 < + b
g = & -
i = = + = = b3 = [}
i Fown 7 |a .2 3 o
1 3 - kS 3 5 5 T 8 2 by T 23 T
- bl il s L L b L ng 2
sooestod 0111 bbb bbb Ul o] bbbl s ki biadidudunedibids _r.|l l ....] .|.|..|:u| lla b eui l| i i ) '. PR T T [ A |l L
- 1 - _r 1 T T T T T T T T
600 800 1000 1400
| m/z errors, tol=75.0 ppm
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Peptide List (double diick to dock / undock) —
T iment=19 @ £~

Proteins

. Prot. Be Protein Obs. Calc. Mods PEP eta  PEP  staMo ppm  Off-
Rank [Log Prob] |Log F Sequence Glycans Name Score | Cleavage | z m/z m/z (variable) 2D [Log Prob| Score 1D Score err. By-X
1 82138 1960 |- | |1 36 K.MK[+324.10565]PCLTYVQGGPGPSGECCNGVR.D Hex(2)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 979.0 Specific 3 893.0252 893.0586 K2(xgly / 324.1056) 16e-19 1880 9102 1le-18 9102 -37.44 2677
2|2 461.62 18.21
313 296.69 1744
414 258.55 1933
515 218.79 1648
6|6 202.51 1388
717 200.27 1595
8|8 168.49 1841
919 15163 1488
10110 13166 16.69
111 12846 1142 <[ n »
12112 12071 1486
Spectrum (double &
13113 983 1277 pecirum (ovble okt dock / urdock) .
1414 6718 1663 | aelala ¢ @ 00 L3 [ by [
15|15 6539 1295
16|16 6173 14.86 | K-MK[+324]PCLTYVQ CNGVR.D z=3,scar nple=1 period=1 cyde=541 experiment=19,scan time=10.4846
17117 60.83 10.88 4.00e+03 —|
18|18 5470 1247 4
1919 5203 1413 |
20120 5017 1503 i
2|21 46.00 16.10 T - =
22122 4572 1362 b
3|23 M6 1188 3000403 -]
24|24 4284 1113 |
25|25 4111 1323 -
< i > 1
Protein Coverage (double dick to ... & T
Protein Coverage
Sample Protein | ]
name name
i o
2MC_20171219_... >HORVUSHIG... n =
i + &
b > 3 = @
< [ » € 2 4 2 .
1,00e+03 — E = i z
- i '; n -3 =
I
B B o “
2 8 = 2 2
1 = 5 2 2 z3
' | i LL.u | 1a L 0
=
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Peptide List (double diick to dock / undock)
Peptides

anouwe (Editor),

2
T iment=13 @ £~

|Log Prob] |Lo§ef
82138 1960 .
6162 1821
20660 1744 ||
25855 1933
21879 1648
0251 1388
20027 1595
16849 1841
15163 1488
13166 1669
12846 1142
12071 1486
83 1277
6718 1663
6539 1295
6173 1436
60.83 1088
5470 1247
5203 1413
5017 1503
46,00 1610
52 1382
4464 1188
428 1113
a1 1323 -

»

Protein

Score
Name

Sequence Glycans

Cleavage z

Obs.
m/z

Calc.
m/z

Mods
(variable)

PEP
20

Delta PEP
Score 1

Off-
By-X

staMo  ppm

ILogBrch] Score e

10794

7981290

7981510

/0984) 19e-20 1972 8654 13e-19 1549 -2762 3986

K.MK[+324.10565]PCLTYVQ! SGECCN[+0.98402]GVRDL... Hex(2)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 Specific 5

K2(xgly / 324.1056); N20(D

<[ I
Spectrum (double dick to dock / undock)

B e (s]e +[6]2 2 o [GFH

Protein Coverage (double dick to ... &

Protein Coverage
Sar:\ple Protein
name name
2MC_20171219_... >HORVUSHrG...
< i »

70 80
HNQAQSSGDRQTVCNCLRGT

| K.MK[+324]PCLTYVQGGPGPSGECCN[+1]GVRDLHNQAQSSGDR. Q z=5,scan#=sample=1 period=1 cydle =533 experiment=13,scan time=10.4183

2.502+02

2.00e+02 —

L
¥1

1.50e+02 —

Intensity

L
¥22 3+

1.002+02 —|

imm_H
yll++

imm_L

5.00e+01 —

oo ]| IMI |

¥10++

[ |{| “}“‘thd.hh “"IMH i Jnﬂh

i unnm |||WUI| T

24 3+

¥

26_3+

ki

¥8

!

| m‘um |||LI|

¥27 3+

2 a5 10987
ricer Cirr

mQCLTw"QGGpGPSGECCNcVRDLHiQAQSSGDR

12345678916 15 25

yit

¥20++

¥23++

2
&
3

cji il i ‘l |

m/z errors, tol=75.0 ppm
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0.002+00
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Proteins Peptide List (double cick to dock / undock) )
. o-  Peptides T iment=20 @ £~
Prot. Be ~ Pert. Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm  Off-
ol Rank ILog Prob] |Log F Rank b= Sequence Glycans Name ScoreliCleavage [z m/z m/z (variable) 20 [LogBicbl Score 10 Score  em  By-X
1)1 82138 1960 |- | |14 29 N.DVGGGGGSQQCPQERPNLGSCK[+324.10565]DYVMER.C Hex(2)  >HORVU5Hr1G000660.3 gene=HORVU5Hr1G000660 3284 NRagged 4  823.5875 8236104 K22(xgly / 324.1056) 0.0038 242 1334 0022 1334 -2782 SE]J
2|2 46162 18.21
33 296.69 1744 L
4)4 25855 1933
5|5 21879 1648
6|6 20251 1388
717 20027 1595
8|8 168.49 1841
9|9 15163 1488
10110 13166 16.69
1111 12846 1142 <[ m ] »
e R e e ;
1|14 6118 1663 Hmoelala ¢ @ 9 <
15|15 6539 1295
16|16 6173 1486 | N.DVGGGGGSQQEPQERPNLGSCK(+324]DYVMER. C 2=4,scan#=sample=1period=1 cycle=532 experiment=20,scan time=10.2102
17117 6083 1088 1502403 — as . 321
18]18 5470 1247 Lyl
DVGGGGGSQQCPQERP‘NLGSCKDYVMER
19]19 5203 1413 b $9¢2c 78 918 13 2
20]20 5017 1503 -
21|21 46.00 16.10 7 '°
22|22 4572 1362 j
23|23 4464 1188
24|24 4284 113 T
25|25 4111 1323 ~
« » 1.002+03 —
Protein Coverage (double diick to _ 1
Protein Coverage g E
Sample Protein i
name name
2MC_20171219_... >HORVUSHrG... )
5.00e+02 —
<[ I, » d
3
i = -
= 2
L g
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.
.
002+00 - R




File Edit Window Help
&S e

Text fiter... P+

Byonic ™

Peptide List (double dick to dock / undock)

Be *
JLog f

1 89 N.LNNAASIPSK[+972.31694]CNVNVPYTISPDIDCSRLY

Sequence

Protein
Name Score  Cleavage
>HORVU5Hr1G046550.1 gene=HORVUS5Hr1G046550 4558 Non

<1

Spectrum (double dick to dock / undock)

@ ela)a ¢[@)e

G

R

|Log Prob]
82138 1960 .
46162 1821
20660 1744
25855 1933
21879 16.48
20251 1388
20027 1595
16849 1841
15163 1488
13166 16.69
12846 1142
12071 1486
9839 1277
6718 1663
6539 1295
6173 1486
6083 1088
5470 1247
5203 1413
5017 15.03
46.00 1610
4572 1362
4464 1188
4284 113
4111 13.23
»
Protein Coverage (double dlick to ..
Protein Coverage
Sample Protein
name name

2MC_20171219_... >HORVUSHrG...

=

7.002+02

6.002+02

3.00e+02 -
Z.oﬂe~02;
ez E
P 8%2
i | |
T _wld | i b ! il 1 ] ILIu.In.‘L wibith b Il‘muliluulh il

N.LNNAASIPSK[+372]CNVNVPYTISPDIDCSRLY z=4

Y8+

Yo+

||||||\||LI|‘|| i

200

7,5can time=13.9579

I

Y134+

Yla++

l I|.Ju.1.h.|.

ullary kit o i ‘\IIHI

+ [

m/z errors, tol=75.0 ppm

¥9

biS++

¥10

|h||\\h||||“|m\ I |Iu|\||\|m||||“ il i ||'. I |||ul|| il




File Window Help “% Byonic

&S &

Peptide List (double dick to dock / undock)
T 7rextfier.. P-  Peptides

anouwe (Editor),

&

T iment=13 € P~

— brot. Be ~|
Rank | 297" iog 87| Rank

[v]1]1 82138 1960 .[35 108

2|2 461.62 1821
3|3 296.69 1744 L)
414 258.55 1933
5|5 21879 16.48
6|6 202,51 1388
717 200.27 1595
8|8 168.49 1841
9|19 151.63 1488
10|10 131.66 16.69
nmm 12846 1142 <

12112 12071 1486
13|13 9839 1277
14|14 6718 1663

Prot. Protein Obs. Cale. Mods PEP :taMo ppm  Off-
Pos. Sequence Glycans s Score Cleavage z mz iz raable) 1D Score | em. | ByX
N.SDEPDTVK[+324.10565]YCNLGCR.A Hex(2)  >HORVU1Hr1G087800.2 gene=HORVU1Hr1G087800 3816 NRagged 3  675.2968 675.2872  K8(xgly / 324.1056) 2712 000017 2712 1428 2023
99
| . >
-]

Spectrum (double diick to dock / undock)

@ ael@e ¢[@e o & ([whls

15|15 6539 1295
16|16 6173 1486

7| N.SDEPDTVK[+324]YCNLGCR. A 2=3,scan #=sample=1period=1 cyde=517 experiment=13,scan time=9.7439

17|17 6083 1088 1200003 -] el
18|18 5470 1247 i ]
19|19 52.03 1413 i
20(20 5017 15.03
21|21 46.00 16.10 " i 3
2|2 572 136 o0z
23|23 4464 1188 1
24|24 4234 113 T
25125 411 1323 ~ 7
<[ » 5.002+02
Protein Coverage (double cick to .. & | _ ]
Protein Coverage E] % 1
= = 6.00e+02 - o -
Sample Protein 4 =
name name i
2MC_20171219_... >HORVU5HrG... 4 ~
4.00+02 |
« i 5 1 -~
i o @
- E o & o _
2002402 — £ = . 2 i1
] £ = - N
T P ®
] 1 \ \ \ ‘ \ ] j ;
% = ~
] ?
0.00e+00 ) ||.J| 1 Ih.]l ““ hlhhl'“""ﬂhltm hl“““ll]lllll‘” 1tk biy Iulililllhihll]llln i ld“m'lli ||‘||M|]|lm| || I i |Hll it ikl III ln l|l| ||I|I | |k|.|||l|:|l||“ L llllll i1l ||| ||l 1l il [ |
T T T T T T T . T
200 400 500 mz 500 1000 1400
m/z errors, tol=75.0 ppm
300202
2.00e02 *
100202 . . . .
LE .
£ < 0.00e400 + - .
- M M . .. M
100202 .
200002
E 3.00202

S Nl [

20/08/2020



Window Help

5 @

|Log Prob| |Lo§e:*
82138 1960 -
46162 1821
20669 1744
25855 1933
21879 1648
20251 1388
20027 1595
16849 1841
15163 1488
13166 1669
12846 1142
12071 14.86
98.39 1277
67.18 1663
65.39 1295
6173 1486
60.83 1088
54.70 1247
5203 1413
5017 15.03
46.00 1610
4572 1362
4464 1188
4284 1113
4111 1323 ~
»
Protein Coverage (double dick to ... &
Protein Coverage
San‘1pla Protein
name name
2MC_20171219..... >HORVUSHIG...
« i ] »
= -
50 60
/OGGPGPSGECCNGVRDL

[

Byonic ™ “ anouwe (Editor),
Peptide Lit (double dlck to dock / undock) )
T iment=17 @ £~
Protein Obs. Calc. Mods PEP Delta PEP  :=taMo ppm  Off-
Sequence Glycans Name LY m/z (variable) 2 [LogProbl g e 1D Score er.  ByX
21 115 RGASSDYCTPSAQWPCAPGK[+32410565IR.Y Hex(2)  >HORVUTHrG121860.1 gene=HORVU7H G121860 3 8026566 8026790  Ki(xgly/324.1056) 41e06 538 %815 27e05 2815 2191 2405
< [0 »
Spectrum (double cick to dock / undock) E)
FIGYEIE ogo@ 0 © £3 [oy [
] R.GASSDYCTPSAQWPCAPGK[+324]R.Y z=3,scan#=sample=1 period=1 cyde=535 experiment=17,scan time=10.2991
i GASSDYCTPSAQWPCAPGKR
123458678910 15 26
1.50e+02 —
%’: 1.00e+02 — =
5.00e+01 — 2
: 3 2
i . ®
Z 3
]| M |‘N||| MhlJLMHHIIJ& m il | an I H I ‘LN”'“”HH ” |H|,| || | [
200 1000 1200 1400
20002 m/z errors, tol=75.0 ppm
.
.
* . .
. *
- *
* - 4
.
. . . . . . . s . . . ; . . . . . . . .
600 800 1000 1200 1400
T R oo m 1133AM
i» s 1% 0087202




File Window Help # Byonic™ anouwe (Editor),
e N
Peptide List (double click to dock / undock) )
T 7extfer.. P-  Peptides T iment=14 © P~
Prot. Be +|[ Pprot. Protein Obs. Cale. Mods PEP Deta PEP staMo ppm  Off-
Rank | °9Pl 1ogf | Rank = PO Sequence Giycans Name e m/z (variable) legProbl e 1D Score em  ByX
|1 e238 1960 - [1 8 RGIHNLNLNNAASIPSK[+324.10565]CNVNVPYTISPDID.C Hex(2)  >HORVUSHrLG046550.1 gene=HORVUSHrLG046550 4658  CRagged 4 8801450 8801805  Ki6(xgly/324.1056) 93e06 503 2875 62e05 2875  -4035 3517
12 46162 1821
13 20669 1744 |
|4 25855 1033
|s 21879 1648
16 20251 1388
17 20027 1595
|8 16849 1841
]9 15163 1488
0/10 13166 1669
111 12846 1142 || <] i S
2112 12071 1486
Spectrum (double )
S e 17 ecirum Goble cck to dock undock) :
414 6718 1663 @\ oalala o%o@ 3 [ by [of s
515 6539 1295
6116 6173 1486 | R.GIHNLNLNNAASIPSK[+324]CNVNVPYTISPDID.C 2=4,scan #=sample=1period=1cyde =646 experiment=14,scan time=13,7064
7017 6083 1088 1
318 5470 1247 1
9|19 5203 1413 2502402 —
0[20 5017 1503 ]
202 4600 1610 ] B
2|2 572 1368 ]
3023 4464 1188
2.00e+02 —
4124 28 113 ]
25025 4111 1323 - ] w
«[om » ] -
Protein Coverage (double dickto ... & 1
=) 5 rsoern2
Sample Protein ]
name name 1
2MC_20171219_... >HORVUSHIG...|  1.008402 | N
] s
Rh v ] b n
€
T +
5.00e+01 — E + + 2 i
& 1 : i o
1 o & 4 g g
A m I ‘ ‘ 3 ‘ Ll ‘
o ol 1 mml.h l \M|||||||| || |||||||d| N [ ] i
400 1200 1400
#9092 'z errors, tol=75.0 ppm
G.MZ——
] .
400202
[VNVPYTISPDIDCSRIY 3 .

[* & 12



File Edit Window Help % Byonic™ anouwe (Editor),
wmx B @
Proteins Peptide List (double dlick to dock / undock) ]
7 Jextfiter.. P~ Peptides T eriment=9 € £~
Be * Prot. Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm  Off-
|Log Prob| JLog F Rank Pos. Sequence Glycans M Score Cleavage z miz mz (variable) 0 |Log Prob| Score 10 Score em.  By-X
821.38 1960 - | |1 83 R.GIHNLNLNNAASIPSK[+162.05282] CNVNVPYTISPDIDCSR.I Hex(1)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 7281 Specific 5 7411561 7411638 Ki6(xgly / 162.0528) 3e-13 12.52 3850 2e12 3850 -10.30 3701
461,62 1821
296.69 1744 L
258.55 1933
21879 1648
20251 1388
200.27 1595
168.49 1841
15163 1488
131,66 16.69
12846 1142 < (T »
;;03;1 32 Spectrum (double dlick to dock / undock) &
18 1683 | [ @ |a|e 4 @ 2 @ £
65.39 1295
6173 14.86 2.00e+03 — R.GIHNLNLNNAASIPSK(+162JCNVNVPYTISPDIDCSR. I z=5,scan#=sample=1 period=1 cyde =635 experiment=3,scan time=13.3641
60.83 1088 4 30 20 .15 10987654321
S TOR1047) J GIHNLNLNNAASTPSKCNVNVEYTTSPDIDCSR
52.03 1413 R 262 H 24
12345678910 13 6 23 30
5017 15.03 T -
46.00 16.10 4 -
4572 1362 1502403 |
44.64 1188 '
4284 1113 7
4111 1323 ~ 4
< »
Protein Coverage (double dickto .. &/ i
Protein Coverage E 1.00e+03 —| -
San;ple Protein T
name name -
n
2MC_20171219_... >HORVUSHr1G... j + T
hS i
4 o = 3
3
d Ul b 5.002+02 — 2
- © +
N T + T n 5 [ 2 =} o
i - & 1 = = + - =
> = = < 7 3 1 < +
i = o o 3] -
. =] 3 =8 s}
b Ll diddad L diLulill iy T Y l
oooeso0 ik ol d ol ld o “ml I L hitld |||i|l|luw||i i e it ullanll Jn I||h“ﬁ ||||1l1 ]Ahl |L ol |L|| ol kil & .J...Ilhd.l l“l“"lll Hll ilm' iadl | ]llmIL ‘lllll InhllnllI i ||'I|L| vl r | hid | i “ 1 | TV ETS mLh i i || -ll o
ol 0 T, 6
2 20 o = 20 o 12 o
4,00-02 —] M/z errors, tol=75.0 ppm
2.00e02 .
110 2.00e-02
[VNVPYTISPDIDCSRIY __;.?
_||°E 100202 +— = * .
El * *
* *

11:35 AM
20/08/2020

A N




File Edit Window Help

B =S e

Text fiter... P+

Byonic ™

Peptide List (double dlick to dock / undock)

|Log Prob| |Lo:EF
@138 1960 .
®162 1821
296.69 1744 |
258.55 1933
21879 1648
202.51 1388
200.27 1595
16849 1841
15163 14.88
13166 1669
12846 1142
12071 14.86
98.39 1277
6718 16.63
6539 1295
673 1486
60.83 10.88
54.70 1247
5203 1413
5017 15.03
600 1610
4572 1362
4464 11.88
o8 11
4111 1323 ~
< [aiig 3

Protein Coverage (double dlick to ... &

Protein Coverage:
Sample Protein
name name

2MC_20171219_... >HORVUSHG...

110
VNVPYTISPDIDCSRIY

Calc. Mods
m/z (variable)

805.9619 805.9849 Ki6(xgly / 486.1585)

23e-13

3963 15e-12

Prot. Protein

Reop | Pos. Sequence Glycans o
1 8 RGIHNLNLNNAASIPSK[+486.15847]CNVNVPYTISPDIDCSRI  Hex(@)  >HORVUSHrLGO46550.1 gene=HORVUSHrL GO46550
< 0
Spectrum (double diick to dock / undock)

& ald)e og,@ o o £ (b Mo

6.002+02 —

Y7+

3

bi0++

o

.

bit++

s T TN

‘ll”Ll wil nI’ Llwhl ol B IL||ILTM ull

| R.GIHNLNLNNAASIPSK[+486]CNVNVPYTISPDIDCSR. I 2=5,scan=sample=1period=1 cyce =632 experiment=15,scan time=13,2780

¥6

Fl124+
174+

ub b ||L||i

o o

J\ LT TR (TR

»

&

T
1000

&
3

I 3
T

1200

+00e02 ] /2 errors, tol=75.0 pom

3.00e02
200202

1.00202

Cale iz

0.002+00

-1.00e:02

200802

S s I

— y22e+




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

Peptide List (double cick to dock / undock) 8

Proteins
v N T iment=16 @ £~
Be ~|| Prot. Protein Obs. Calc. Mods PEP Deta  PEP  :ztaMo ppm  Off-
ItogProbl oo | Rank = PO Seqrence Clycans Name Sccieh|\Cevace [z i m/z (variable) o 1ogPrbl geore 1D Score em.  By-X
90128 1904 || [1 21 ALNCGQUDSK+162.05282IMKPCLTYVQGGPGPSGECCNGVR... Hex(1)  >HORVUSHr1G046550.1 gene=HORVUSHrG046550 6384  Non 4 8943557 8943989  KO(xgly/1620528) 1908 7.3 5357 11e07 13 -4831 3574
58094 1735
20673 1547 ||
0126 1804
27857 1650
2067 1831
16145 1536
15279 1410
150,02 1328
14780 1347
13513 1224 <L 0 D
11008 1010
-]
10057 1335 | Seectrum (ouble cickto dock/undodd)
9890 1314 m oalala ¢ o o £ [ by [Ffmr
9497 1433 3
8972 1344 ] A.LNCGQ\ [- )l CLT L period=1 cyde=700 experiment=16,scan time=11.6148
8153 1128 1 .
45.56 1438 1 H ol H rroerr
00202 -] LNCGQVDSKMKPCLTYVQGGPGP
4551 1168 ] + 17 3 sod 7 QG:?
4451 1179 R &
4438 1221 1 =
20 1037 I~
213 1386 ]
063 1044 g
%645 1513 ]
L 2.00+02 =
" ssoen02 ]
name name ] b=}
1] k-
1008402 t
« [ » 7 - = o
] n 8 H + i 1 H
] : = = o 3
5000401 - = 2T & = 3 H n o
] g l - - j o { S - =%
] 3 = 9 3 H
oc0escs L |n|||||||\|‘||| |I||\I||||[|||L|H||\||i|u|m|||I |iL|||lim||miL|| J\Jullummu\uhl hmuuui\\lu o nnuhnn‘nlll bbbl l]|n| i L ik b i |Ii||||lﬂ||h|||||||il|l|“I [ ||| ‘| | || |
T T
200 400 500 mz 800 1000 1200 1400
100201 T 1oz errors, tol=75.0 ppm
.
50002
] *
= ] ‘ . * .
N ] M
R + . < . + . R = . .
.
1 .
50002 .
1 .




Window Help
5 @

Byonic ™

Peptide List (double diick to dock / undock)

~ anouwe (Editor),

8

. P T iment=11 € £~
Prot. Be ~ Protein Obs. Calc. Meds PEP Delta PEP  :taMo ppm  Off-
Rank [Log Prob| |Log F Sequence Slycans Name ScorcliiCleavage (2 m/z m/z (variable) 2D [LcgRob] Score 1D Score  em  By-X
11 901.28 1904 |- (|1 34 D.SK[+162.05282]MKPCLTYVQGGPGPSGECCNGVR.D Hex(1)  >HORVU5Hr1G046550.1 gene=HORVUSHr1G046550 5206  NRagged 4 6833198 6833143  K2(xgly/162.0528) 25e-06 560 3200 15e05 67 810 2730
2|2 580.94 1735
33 296.73 1547 |
414 291.26 18.04
5|5 278.57 16.50
6|6 22967 1831
717 16145 1536
8|8 15279 1410
9|9 150.02 1328
10|10 147.80 1347
1111 13513 12.24 <[ i »
1212311008 2010 Spectrum (double diick to dock / undock) -]
13|13 10057 1335 - .
14]14 989 1314 Hmoala|a ¢ @ 2 @
15|15 9497 1433
16]16 8972 1344 | D.SK[+162JMKPCLTYVQGGPGPSGECCNGVR.D z=4,5can#=sample=1 period=1 cycle =651 experiment=11,scan time=10.1223
17|17 8153 128 2.502+02
18|18 4556 1438 B
19119 4554 1168 B o
20|20 4451 179 B c
21|21 4438 1221 E £
2|2 4220 1037 2.002+02
23|23 4213 1386 B
24|24 3963 1044 B
25|25 3645 1513 ~ B =}
<« [m » i @ -
©
Protein Coverage (double dick to ... & | 1.50e+02 — =
A i 1
Protein Coverage 8 H ] i :
= R a
Sample Protein = = L3
name name b
1,00e+02 —
< [ » 1 ~
4 o =
5,00e+01 —| > £ b =
1 H 3 3. ’%“
i £ o
ooossoo |1l } il ||II || ||| Il |||II‘|III "Ihll |I|| W IIHI \|||i|[h|||| ’Ill It ill‘llm|III||“|I||I|II|III’I|I’II‘ I“IIiIIIII i |||||||||I Illlllli n HIII"'I ||| |I|I|||I IIIIIIiIIIIIIII‘IIHII |I I|||I|| L] IIMIIIIM TG III||||II||I|II |||||II I II||I|||]I ||| I | ’ |
—_— —T T 71 T T
00, S0 1000
4.00=-02 =" m/z errors, tol=75.0 ppm
] .
2.00e-02 —
2 ] . R . . .
22 0.002+00 I . * *
S B R . .
u . .
-2.00e-02 - *
B -
-4‘002402—_ *




Window  Help
5 @

>

Byonic ™

Peptide List (double dick to dock / undock)

anouwe (Editor),

-]

T iment=13 © £~

Text fiter... P+
Be ~|| Pprot. Protein Obs. Calc. Mods PEP Delta  PEP :taMo ppm
ILog Probl g ¢ | Rank = PO Sequsace Shons Name Score, | Cleavage| z | m/z (variable) o legProbl Soe 1D score e
90128 1904 | (|1 % K.MK[+162.05282]PCLTYVQGGPGPSGECC.N Hex(l)  >HORVUSHrLG046550.1 gene=HORVUSHr G046550 3930  CRagged 3 6969720 6969630  K2(xgly/162.0528) 47e07 633 3123 29e06 3123 1286
58094 1735
20673 1547 ||
20126 1804
27857 1650
2067 1831
16145 1536
15279 1410
15002 1328
14780 1347
13513 1224 ||« il :
11008 1010 5
w057 1335 | Seecium Goubledck o dock/undocd) 8
8% 1314 @/ alale oﬁo@ 0L | by [o|f o
9497 1433
2072 1344 1 KMK[+162JPCLTYVO C.N 2=3,scar ple=1 period=1 cyde=697 experiment=13,scan tme=11.5206
8153 128 ] s 05 21
5 SOR. 458 1402402 MKPCLTYVOGGPGPSGECC
a5 AL ] 1734d8785d 7"
4451 1179 B
4438 1221 1
220 1037 1202402 pa
4213 1386 ]
3963 1044 |
3645 1513 ~||  100e+02
< 5 |
Protein Coverage (double cick to .. & i
Protein Coverage 8.00e+0t ]
Sample Protein ]
name name I
] = b 2
E &
1 = 9 b4
3 &
< i ] > 4,002+01 — 3 3
. i 3 2 -
] £ 3 P 2
[ I =307 % z
2.00e+01 — o E @ 3 2
| oA
1y i IHHHHM MHHHI i Ml HH“H o HH M 1 i ]
s 3|10 00 0000 00 0 000 10 00000 0 000 00O O 0 A0 OO O
200 400 00 miz 500 1000 1200 1400
600202 - M/z errors, tol=75.0 ppm
s.ooeoz—; .
4.00202
o F 200002 * - . .
EF E . .
25 0.00e+00 .o . .
X 3 e . . -
200202 . * *
4.00e02 .
E .
-5.00=02 .




anouwe (Editor),

File Edit Window Help “ Byonic™
= B @
Peptide List (double click to dock / undock) )
T 7extfiter.. P-  Peptides T iment=19 © £~
Be ~|[ Pprot. Protein Obs. Cale. Mods PEP Deta PEP =staMo ppm  Off-
Itog Probl e Jl| Rank = PO Sequence Giycans Name e e m/z (variable) o legProbl s 1D score em  ByX
0128 1904 || [1 36 KMK[-48615847PCLTYVQGGPGPSGECCNGVR.D Hex(3)  >HORVUSHrLG046550.1 gene=HORVUSHrLG046550 7934 Specific 3 947022 0470762 K2(xgly/4861585) 22e14 1365 7502 1d4el3 7502 -4968
58094 1735
20673 1547 ||
20126 1804
27857 1650
2067 1831
16145 1536
15279 1410
15002 1328
14780 1347
13513 1224 ||<] i ] v
11008 1010
)
10057 1335 | Seectum Gouble dikto dock /undodd) )
%0 1314 @ elala ego@ o o £ [wllm
097 13 Ty
89.72 1344 ; K.MK[+486]PCLTYVQ CNGVR.D z=3,: period=1 cyde=667 experiment=19,scan time=10.6145
8153 118 7] B s e
P chrrecbrce
5SOR 4 58 ] MKPCLTYVQGGPGPSG]
4554 1168 R ) o
4451 1179 1.002+03 o ) )
w8 02 1 =
220 1037 B
213 1336 J
3963 1044 8000402
3645 1513 < ]
\
i + N
Protein Coverage (double dick to .. & | | & i
§ eo0er02 - =
Sarple Protein ]
name name
4.00e+02 —
J o
‘ i v i e
+ =
] & © S H
Z.WE‘DZ—_ . = ° 1 = - E’
€r = o th < = o}
] bl L st | : L :
5 k = 3
0002400 - ol || | .|LhL| | iilbh 1 \I|||| b i L .Jlnl\h‘..dul..'l.lll.||\|.l.u|.L|.L|..IlA|I' ||I\|I||| |I\|i| hith 0 rlll ILV Tl [ I II T [T STIRYTTI 4| [N | il
200 200 500 mz 500 1000 1200 1400
m/z errors, tol=75.0 ppm
4.00e-02
.
200002 *
.
. e
2 Eooerco . ’ A .
L i . . . . ¢
o * .
200002 * *
.
.




Edit Window Help » Byonic ™ anouwe (Editor),
E = B @

Peptide List (double clck to dock / undock) &
T Textfiter... P~ iment=18 € £~
Be ~ Protein Obs. Calc. Mods PEP Deta  PEP staMo ppm  Off-
ILog Probl ) oq ¢ Sequsnce Glvcans Name Score |Geavage| 2| iz m/z (variable) 0 o9Probl gore 1D Score em.  ByX
0128 1904 |- [1 36 KMK[+16205282]PCLTYVQGGPGPSGECCNGVRD.L Hex(1)  >HORVUSHrLG046550.1 gene=HORVUSHr1G046550 8012  CRagged 3 8773450 8773833  K(xgly/1620528) 3el5 1452 7900 18e-14 7900 -4261 2630
58094 1735
20673 1547 ||
20126 1804
27857 1650
2067 1831
16145 1536
15279 1410
15002 1328
14780 1347
13513 1224 ||« i 5
1008 1010 /o trum (double cick to dock /undock) 8
10057 1335 8 . =
98.90 1314 i @ |alQ e%@ 2 e O3 -lﬂ.ﬂ
0497 1433
8972 13.44 + KMK[+162]PCLTYVQS Lz= le=1period=1 cyde=672 experiment=13,scan time=10.7669
8153 1128
455 1438
4554 1168
w5l 17 b
@3 2 ] =
220 1037 6:00e+02
4213 1386 ]
3963 1044 1
3645 1513 || 5o0es0a]
\ ]
Protein Coverage (double dick to ... & _ B .
Protein Coverage E 4002402 &
Sample Protein
name name.
3.00e+02
« i V| 200er02 N
] b -
] = 2 T o 0
] i 1 Tt = = o 2 a1 =
1.002+02 o = 2 3 ® TE e = 9 =«
| l bbb P il 1 Lo it i 1] i
R N ml|h At bl L.m...un .Llﬁ.]n..l I ot il .i..l-ih.«.hu.u 1 i ] o e bl | ln-\ A |||| i L I 1 || . | L L1 L | i
200 400 i 500 1000 1200 1400
6.00e-02
| m/z errors, tol=75.0 ppm




File Edit Window Help “ Byonic™ “ anouwe (Editor),
EEE N
Prote Peptide List (double clck to dock / undock) .
T rextfiter... P+ T iment=21 @ £~
Brot. ge ~|| prot. Protein Obs. Calc. Mods PEP Delts  PEP =taMo ppm Off-
Rank  [109Probl oot | Rank | Pos: Sequence Chvce Name Score |Cleavage) z | m/z (variable) o MogProbl soe 1D Score em  ByX
0128 1904 |_|[L 36 KMK[+32410565]PCLTYVQGGPGPSGECCNGVRD.L Hex(2)  >HORVUSHrLG046550.1 gene=HORVUSHrLG046550 7977 CRagged 3 9313571 9314000  K2Gxgly /324.1056) 313 1252 7454 18e12 7454 -4646 279,
58004 1735
2673 1547 ||
2126 1804
7857 1650
2067 1831
16145 1536
15279 1410
15002 138
w80 1347
1513 n2a ||« il v
11008 1010
Spectry 8
0 133 ectum (double o todok ndocd) :
8% 1314 B\ alala e&c@ 90 L | by |01
%497 1433
89.72 1344 7.00e+02 — K.MK[+324]PCLT JCNGVRD.L z=3,: e period=1 cyde=670 experiment=21,scan time=10.7088
8153 1128 ] e s
(8o ) ] MKPCLTYVOGGPGPSGECCNGVRD
4550 1168 ] triadereddt  w ad
4451 1179 6.00+02 o B h
w3l L2 j =
220 1037 1
213 138 s ]
3963 1044 i
345 1513 :
> ]
4.00e+02 —
s i
3008402 -}
1 +
b E
2.00e+02 — T
‘ i v ] N
7 E +
g £ z 1
] z i ® o
1002402 o = ;; Il 2 z 9 2 o
] ] = 2 = T - e
j : J 2 ® L3 | T g z 2
. A h..a.‘lll.\l.u|..a‘l.u.||...|..‘ .‘|.||||Hu|..L...‘...u..l:u|.|..|..u., sl o b e ool ot 1l ol :m.a.\.‘La..Lll...n..lll.. L S ST S P R RTU B il L, il
200 400 500 mwz 500 1000 1200 1400
8.00e02 7 m/z errors, tol=75.0 ppm
6.00e-02
.
400002 .
L2 20002 . . .
% *
S 0.00e+00 . . . - . PO * * .
200002 . * * .




File Edit Window Help % Byonic™ anouwe (Editor),
wx & @
Peptide List (double dlick to dock / undock) -]
£~ T iment=21 € £~
Be ~|| Pprot. Protein Obs. Cale. Mods PEP Deta PEP =taMo ppm Off-
ItogProbl oo (W[ Rank | PO T £ Name Score | Cleavage| z |/, miz (variable) [o9Probl e 1D Score e ByX
90128 1904 |_|[1 36 K.MK[+162.05282]PCLTYVQGGPGPSGECCNGVRDLHNQAQSS... Hex(l)  >HORVUSHI1G046550.1 gene=HORVUSHILGO46550 9808  Specific 4 9566326 9566777  K2(xgly /162.0528) 45e-16 1534 7421 28e15 7421 -4719 3823
58094 1735
296.73 1547
012 1804
27857 1650
22967 1831
161.45 1536
15279 1410
15002 1328
147.80 1347
13513 1224 <[ m ¥
11008 1010
pectrum 8
W57 133 | |G GOk o] .
s wBu | @ efala @ o o & [ [(m
9497 1433
2072 1344 MK[+162]PCLTYVQGGPGPSGECCNGVRDLHNQAQSSGDR. Q 2=4, nple=1period=1 cyce =664 experiment=21,scan time=10.5241
81.53 11.28 3500502 ] 30 15 10987 1
45.56 1438 B H : H ) H (23 i
] MKPCLTYVQGGPGPSGECCN! LHNQAQSSGDR
4554 11.68 4 1 45678916 13 2% % E 3
4451 1179 ]
4438 1221 3000402 |
4220 1037 ]
4213 1386 e
3963 1044 I
3645 1513 ~ ) ]
< fatnd ’ 1
Protein Coverage (double click to b
£ 200e+02
Protein Coverage g ]
Sample Protein ]
name name 1502402
] =
< " ] » 1.00e+02 —
] +
] & 1
1] & 8
4 = + o=
5.00e+01 — E + +
E X & 22 o
- ’ ‘ ‘ ‘ foual \ ﬁ . i l | \
0.00e+00 [N | 1 ’II |I|IIH III|II‘II\I||‘II i I IIl IIIIIIII| I“IIlIIIIIlIII ‘IIIII[]II LI i I| JINILITTATE I[I IIL hl IIIIII“II\I IIIIIIIII 1] IIiIIIIIiIiI ‘[]|III|||I 11} I|IIII|II IIlIhi ‘II IIilllllll]lllllillﬂllIIII III 11 [T II]I'\IlIIII['IIII [T II]‘ HIIIII Hl IIIIII | Ih IIII 1l III | ||||I [ ||I
500 mz 1000 1500
6.00e02 \/z errors, tol=75.0 ppm
400202 .
200002




File Edit

Window Help

® @

It

T Textfi

Byonic ™

Peptide List (double diick to dock / undock)

anouwe (Editor),

-]

T iment=16 €@ £-

8|8
919

10]10
11
12]12
1313
14]14
15|15
16|16
1717
18]18
19119
20]20
2121
2|2
23|23
24|24
25125

<

Be *
ILog Probl (%

901.28
58094
296.73

19.04
1735
1547
18.04
16.50
1831
1536
1410
1328
1347
1224
1010
1335
1314
1433
1344
11.28
1438
1168
11.79
1221
1037
1386
1044
1513 ~
»

Pos. Sequence

Glycans

Score

Obs.
m/z

ztaMo ppm
err.

Off-
By-X

1 92 N.AASIPSK[+162.05282]CNVNVPY.T

Hex(1)

>HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550

4223

812.8740

8128980  Ki(xgly/162.0528)

-2953

1624

<[

Spectrum (double diick to dock / undock)

B o[a]c ¢(ae a0

Protein Coverage

Protein Coverage (double dick to ... &

Sar;ple
name

< "

Protein
name

Intensity
L

7 N.AASIPSK[+162JCNVNVPY. T 2=2,5can#=sample=1 period=1 cydle =683 experiment=16,scan time=11.0917

+
I
S

=
L

%749.4806
v:3100

- b10-54

——— b12-18

o
o

o seuittlih] L d
T

| mjz errors, tol=75.0 ppm

.o




File Edit Window Help # Byonic™

TV Textfiter... P~

Peptide List (double dick to dock / undock)

Sequence

Obs.
m/z

18 82 REK[+324.10565]CCQQLSQIAPQCR.C

>HORVU5Hr1G000660.3 gene=HORVUSHr1G000660

<[

i

ific 3 6869802

Spectrum (double click to dock / undock)

| oalala e%o@ 00 L3 [ by o

Best Best = -
ILogProbl |\ o5 prob|  Score  Spectra| |
010 027 65.3 1 L
010 077 1308 1 3
0.10 025 2582 1
010 034 762 2 P
0.10 024 1673 1
010 053 1513 3
010 052 638 1
0.10 025 1313 1
010 024 897 1
0.10 038 561 1
010 094 491 1
010 087 236 2
011 040 2146 1
027 048 036 2
0.28 054 1327 1
032 096 1563 2
032 0.36 %02 2
045 074 2669 1
056 080 270 1
061 092 1508 1
0.77 183 2004 1
084 171 438 2
093 097 1771 4
104 178 was 1
106 170 204 1
114 173 1363 1 -~
< n [3
Protein Coverage (double dick to dock / undock) g
Protein Coverage Q
Sample Protein Coverage  ‘overag
name name summary percenl

4,002+02 —

3.00e+02

Tntensity

2.002+02

1.00e+02 —|

0.00e+00 —___I

7| RAEK[+324]CCQQLSQIAPQCR.C 2=3,scan =sample=1period=1 cyde =772 experiment=14,5can time=9.7986

¥s

¥6
¥

bit++

@

.JIJ

b9-18

2
3
|

— ¥ 13
— b10

IIIIIHIIIIIIII\I L O O O [}

1000

m/z errors, tol=75.0 ppm

100201

;

Obs -
Cale mjz

0.00+00 g

500202

e




File Edit Window Help “ Byonic™ anouwe (Editor);
B = ® @
Peptide List (double click to dock / undock) )
T Textfiter... P~ Peptids@ T iment=15 € £~
Best ~|| prot. Protein Obs. Cale. Mods PEP Deta PEP :itaMo ppm  Off-
Itog Probl o proby[ || Rank = PO* SSqusace Sheans Name Score | Cleavage| 2 | 1 m/z (variable) 2 1o9Probl e 1D Score em.  ByX
11 sms3  wel |2 8  HNLNLNNAASIPSK[+16205282]CNVNVPYTISPDIDCSRL Hex(l)  >HORVUSHrLG046550.1 gene=HORVUSHr1G046550 6995  NRagged 4 8493898 8494118  Ki3(gly/1620528) 1511 1083 5038 69e-ll 5938  -2596
212 35407 1536
313 25037 1767 L
414 2056 1448
5|5 20006 1337
616 14370 1525
717 10047 1236
818 10327 1354
9]9 10001 1119
10[10 9303 1456
11 061 1460 gl i 5
12]12 %000 1447 s
ouble 8
1313 5024 964 Spectrum (dt dick to dock / undock)
W[4 682 1247 @ aflala ¢ @ 9 €
1515 6076 1249 =
16116 5596 1437 J H.NLNLNNAASIPSK+162JCNVNVPYTISPDIDCSR. 1 2=4,5can  =sample =1 period=1 cycle =892 experiment=15,scan time=13.7912
17|17 5531 1672 3502402 -
18[18 5505 1150 ]
19]19 418 1352 ]
0(20 4138 1154 2000002 ] .
2021 4132 1505 ] 2
2|2 M 125 1 N
23|23 3626 1147 ]
4|24 3618 124 2500402
25025 358 1244 < 1
< AL » i
o] N
i 1 +
Protei Coverage (double cck o cock .. 8| 3 g0escz ] &
Protein Coverage Q § ]
Sample Protein i
name name 1.50e+02 ——
2MC_20171219_... >HORVUIHHG... 34 i o
] . "
] i i
< I ] » 1002402 ~ o = kS 3
- 7 o o
< i > =
10 20 1 £ N N ° e .
MARRLVLFVAVIVALVALTT = 5.002+01 . & & T &
30 40 | “ o
e o2 0l kol b o bl \ 1Al | | |
w0 o o B 0o oo Moo ot ool i 11 ot d i il |||| L el | |I - ' [N
ICERELQESS LEACRRVVDQO 1200 1400
3 m/z errors, tol=75.0 ppm
6.00e02
E .
4.NZ—_ »
70 80 . 200002 5 . .
LVGQLPWSTGLOMOCCOQLR 2 E 7 . .
© 5 0.00e+00 — >t T . . . - .
E ‘ ’ . . . i .
-z.ooeaz—_ - *
4.00202
6.00=-02 -

11:44 AM
20/08/2020

[ s |t



File Edit Window Help
LK.

Peptide List (double dick to dock / undock)

" anouwe (Editor),

v

iment=19 € £~

|Log Prob|

Score 10 Score

Deta  PEP  :taMo ppm

off-
er.  ByX

N.AASIPSK[+162.05282]CNVNVPYTISPDIDCSR.I >HORVU5Hr1G046550.1 gene=HORVUSHr1 G046550

1370 7609 9de-14 7609

-4347

Spectrum (double dick to dock / undock)

afala ogo@ 9 ®

| N-AASIPSK[+162]CNVNVPYTISPDIDCSR. I z=3,scar

Y124+

¥7

Intensity

T 7extfiter...
Best

ILog Probl o Brop
52835 1767
35407 1536
25937 1767
22956 1448
209.96 1337
14370 1525
10947 1236
103.27 1354
100.01 1119
93.03 1456
9061 14,60
90.09 1447
69.24 964
6829 1247
60.76 1249
5596 1437
5531 1672
5505 11.50
4184 1352
4138 1154
4132 1505
3974 1250
36.26 1147
3618 1242
3586 1244

<

Protein Coverage (double dick to dock ...

Protein Coverage

Sample Protein
name name

2MC_20171219_... >HORVULHAG...

¥10

¥9

10 20
MARRLVLFVAVIVALVALTT

30 10
AEREINGNNIFLDSRSRQLQ

50 60
CERELQESS LEACRRVVDQQ

70, 80
LVGQLPWSTGLOMOCCOQLR

bd-18

i
b3-18
11++
154+
¥it
b12-54

a4

¥7++
¥13++
¥20++

—

T I..‘....w.nlm.\h“1||m|| |)|_..I|.u il

e —
— r13

— 14

Py
Lt
Ll 4w
1 R ; !
1000

wlalaly

A Nl

12:34 PM

20/08/2020




est g

File Edit Window Help
X B @

-

Log Prob|

1)1 52835 1767
2|2 35407 1536
313 259.37 1767
414 229.56 1448
5|5 209.96 1337
6|6 14370 1525
717 10947 1236
8|8 103.27 1354
919 100.01 119
10(10 9303 14.56
11 90.61 14.60
12|12 9009 1447
13|13 6924 9.64

14|14 6829 1247
15|15  60.76 1249
16|16 5596 1437
17117 5531 1672
18|18 5505 1150
19|19 4184 1352
20|20 4138 11.54
221 432 1505
22|22 3974 1250
23|23 3626 1147
24|24 3618 1242
25|25 3586 1244

Sample Protein
name. name

2MC_20171219_... >HORVU1HMG...

4 I

10 20
MARRLVLFVAVIVALVALTT

30 a0
IAEREINGNNIFLDSRSRQLO
50 60
ICERELQESSLEACRRVVDQO

70, 80
LVGQLPWSTGLOMOCCQOLR

Best 4
Log Prob|

Byonic ™
Peptide List double cick o dock / undock)
frot | pos. Sequence Glycans
R GIHNLNLNNAASIPSK(+16205282C.N Hex()  >HORVUSHG046550. gene=HORVUSHGO46550

344

>

(EA

6433328 6433229 Ki6(xgly / 162.0528)

Spectrum (double dlick to dock / undock)
# aelala ¢

3.00+02

2.500+02

2.00e+02

Tntensity

1.502+02

1.00+02

5.002+01

] R.GIHNLNLNNAASIPSK[ +162]C.N 2=3,scan=sample=1 period=1 cyde =795 experiment=11,5can time=10.8011

imm_H

imm_L

¥+

%

1 bk ..L M J | l\ il \....M i ﬂ|||Jm.V.LW.J

ol 111 I

P!

y4-54

b10++

b6

bi2++

¥6-54

2

5
T

500

4.00202

3.00e02

200002

1.00e-02

Obs -
Calemfz

0.00e+00

-1.00202

-2.00202

3.00e02

m/z errors, tol=75.0 ppm

¥7-54

2
&
3

85

bio

— bi1




File Edit Window Help Byonic ™ “ anouwe (Editor),
=S e
Proteins Peptide List (double dick to dock / undock) 8
T Textfiter... P- T eriment=8 € £-
=
Best “|| Prot. Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm  Off-
ILegBrotl |Log Prob Rank b= Sy Name ScorchiiCicaaos (e m/z m/z (variable) 20 Leg Prob| Score 10 Score em.  By-X
452,04 17.80 27 93 RIETPGPPYLAK[+162.05282].Q Hex(1)  >HORVU4Hr1G081660.1 gene=HORVU4Hr1G081660 5369 Specific 2 6743626 674.3557 Ki1(xgly / 162.0528) 45e-07 634 3581 24e06 3581 1014
37861 1725 £
363.38 16.03
188.24 16.01 L
126.21 1232
94.64 1219
59.26 1014
57.70 1226
56.11 11.96
55,61 1236
4743 1425 <1 I ’
o Spectrum (double cick to dock / undock) )
02 1017 ®e@eae ¢+@e aH
3947 825
3872 1114 7| R.IETPGPPYLAK[+162].Q z=2,scan#=sample=1 period=1 cycde=806 experiment=8,scan time=10.4094
3741 1015 -
3635 1114 4
3 93 .
3348 1228 8002402
320 108 1 s
33.01 581
3195 1204 b
3018 839 1
6268 Tl e
Protein Coverage (double cick to dock... & | _ | 9 8
a z T
Protein Coverage E] E 1 =
Sample Protein 4002402 -] .
name name o = -
2MC_20171219_... >HORVUIHG... 29 1 £ t T
i N + <
- E by
< i, > b g‘ = k=
= - o - &
- 2.002+02 - > - b & 2 7 @
i 2 = =
10 20 2 @ i i " h
MARRLVLEFVAVIVALVALTT = d = 2 3 >
3g 0 3 3 &
e RN T TR AT | Ll tal LG L] | [, | i R
. 0 oooesoo__ 4 u ..|.|.| ool imlJJ i ilh.hn.ln i J|.1.|.|.||Jl..| hl ||. Il il II A bR ol el i e L o i l || Al 1l L RN | [
0 = _— T T T T T T T T T T T
[CERELQESS LEACRRVVDQO 200 400 00 miz 800 1000 1200
80002
- m/z errors, tol=75.0 ppm
60002 — .
40002
L2 |
2 E — .
5% 200002 ] 2 *
T -
= . . o N . . .
0.00e+00 —| P * * *
70 80 . - * . . * - . .
LVGQLPWSTGLOMOCCQOLR R
-2.00-02 —
1 .

A Nk

12:41 PM
20/08/2020



file Edit Window Help # Byonic™ “ anouwe (Editor),

B 5 @&

Peptide List (double diick to dock / undock) =

T Textfiter... P+ T iment=14 @ £-
Prot. Best ~ Protein Obs. Cal. Mods PEP Defta PEP staMo ppm Off-
Rank | °9P0bl 1109 prob Sequence Shcad Name Score |Clemage| 2| s m/z (variable) o logProbl S 1D score em  ByX
27 93 RIETPGPPYLAK[+324105651Q Hex(2)  >HORVUSHr1G081660.1 gene=HORVU4Hr1G081660 4890  Specific 2 7553678 7553821  Kll(xgly/3241056) 27e06 558 3065 1405 3065 -1898
< i v
Spectrum (double ciick to dock / undock) =l
@ a@e +(@e o & (whls
7 RIETPGPPYLAK[+324].Q 2=2,: period=1 scan time=10,3241
1 IETPGPPYLAK
734367531
8002402 ' serese
| =
6.00e+02 —
Protein Coverage (double cick to dock... &|| _ 1 N
Protein Coverage E
Sample Protein ao0escz ]
name name E
2MC_20171219_... >HORVUIHAG.. 29| 1 - 2
23
« i J D 1 o
3
7] 20002 =
o 2 &
10 20 4 ® . N 8 2
0 0 @ - =
MARRLVLEVAVIVALVALTT = £ % @ 2 FS & 2
30 20 ‘ g 2 o 8 B 3 .
[ e 1 dahal il ., | | | | L Ll | N :
50 60 0.00e+00 - N (1 I8 |n\.l.|fd\.llh|\|ul .l|l “ﬂ- ...Li!lnu ‘n.t..lm.l. 1 .l\lﬁ.d“u.m.“ijlnh\ Lo ‘l'- L .J.IHM..M b | i | “u‘ | '."" [1 N1 ‘ul\n [T '| | | . [ L [
0 0 IR A b R bl :
[ICERELQESS LEACRRVVDQQ 200 600 miz 800 1000 1200
400002 m/z errors, tol=75.0 ppm
3.00e-02 -
200002
5 F .
25 100002
0.002+00 .’ - . . L - -
. e . . .
70 80 100202 * . *
LVGQLPWSTGLOMOCCQOLR

12:41 PM
20/08/2020




File Edit Window Help
xS &

Proteins

Byonic ™

Peptide List (double dick to dock / undock)

~ anouwe (Editor),

&
T iment=16 € P~

Prot.
i Rank

l1|1

17.80
17.25
16.03
16.01
1232
1219
1014
1226
1196
1236
14.25
961

1220
1017
825

1114
1015
1114
932

1228
1028
581

1204
839

6.69 52

»

m

Protein Coverage (double diick to dock... &

Protein Coverage E]
Sarﬂple Protein
name name

2MC_20171219_... >HORVU1HAG... 29(

10 20
MARRLVLFVAVIVALVALTT
10
AERBINGNNIFLDSRSRQLQ
50 60
CERELQESSLEACRRVVDQO

70 80
LVGQLPWSTGLOMOCCOQOLR

Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm Off-
Sequence Chcans Name Score |Clewage 2 | m/z (variable) > 09Pobl o 1D Score  em  ByX
2 311 RLSTEPEFIENHIPK[+324.10565]QTVEVGR.F Hex2)  >HORVU4HrLGO13480.1 gene=HORVU4H G013480 3255  Specific 4 6875824  687.5060  Kld(xgly/324.1056) 58e-05 4.4 2112 000031 2112 -1981
< n »
Spectrum (double cick to dock / undock) a
@ ala)a ng@v o L3 [y (o]
| R.LSTEPEFIENHIPK[+324]QTVEVGR.F 2=4,scan#=sample=1 period=1 cyde =843 experiment=16,scan time=11.5634
E 15 10987654321
1 LSTEPEFIENHIPKE)'&'V%%GR
i - 6789 13
1.50e+02 — é
] .
£ 1.00e+02 — £
4 zu
_ £f
N 3
1 3
5.00e+01 —
o
1 T &
o @
i 3 ‘
el |‘| H\ ”H MIIWIJ Hmﬁ ||||J||||||Lhm|\ ||||h|Uluninlhﬂmuuu||’||||\||HM||||||||| “Ihllm |h|!||||||\|i||||L| m|H|i|ﬂ||“Hllnﬂuim i ||i|h||||lllimnl hlll |||||||||||h’||“||||| \ L \ |
400202 | mz errors, tol=75.0 ppm
z.ooeoz—: +
3 .
.éo.ooeoonz L . . . . .
'Eﬁ-z.mz—: L4
-4.00&02—?
-6.00&02::

1242eM |
2% 008200

S




File Edit

Window Help
&S e

Byonic ™

Peptide List (double diick to dock / undock)

~ anouwe (Editor),

T iment=13 @ £-

T 7extfiter.. P~  Peptides
Prot. Best * Pr’ot‘ Protein Calc. Mods PEP Delta PEP  :taMo ppm  Off-
Rank ILog Brebi |Log Prob Rank s Sequence Clycans Name ScoreliiCleavage m/z (variable) 2D Log Prob] Score 1D Score  er. By-X
1]1 452.04 17.80 106 289 R.SVGGLLCK[+648.21129].N Hex(4)  >YIL123W SIM1 SGDID:S000001385, Chr IX from 128151-1... 3169 Specific 7128156 712.8260 K8(xgly / 648.2113) 0.0074 213 876 00074 876 -14.61
2|2 37861 17.25 £
3|3 363.38 16.03
414 188.24 16.01 L
5|5 126.21 1232
616 94.64 1219
717 59.26 1014
8|8 57.70 1226
919 5611 1196
10110 5561 1236 o
111 4743 14.25 Ll [ [
B he  pa | e Geeddiod /) .
W[4 02 1017 W oalala ¢ @ 2 e £
15|15 3947 825
16]16 3872 1114 | R.SVGGLLCK[+648].N z=2,scan#=sample=1 period=1 cyde=835 experiment=13,scan tme=11.3112
17117 3741 1015 g
1818 3635 1114 7.00e+02 ]
19]19 3431 932 4
20]20 3348 1228 1 -
2|21 3329 10.28 6.00e+02 2
2|2 B0 581 -
23|23 3195 1204 ] N
24124 3018 839 B
25|25 2642 6.69 2 S.08a+12 ]
: ] 2
Protein Coverage (double diick to dock... & _ i
. @ £ 4000402~
rotein Coverage £ ]
Sar;ple Protein 7
name name 3.000+02 -}
2MC_20171219_... >HORVU1HrG... 29( ] o
)
« (I » 2000402
4 In
s
I ] ®
10 20 E &
MARRLVLFVAVIVALVALTT E 1.002+02 — = »
30 40 L E ’ E g
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Text fiter... P~ Peptides T iment=11 €@ P~
Prot. Best Bej® Pr:)t. Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm
Rank ILog Bicki |Log Prob|  Scq Rank Bes Sequence Shycans Name S0 |(@) 2 m/z m/z (variable) 20 |Leg Prob] Score 1D Score e
11 695.23 16.54 979.5 2 160 A.SLSLK[+162.05282]PSFEEL.A Hex(1)  >HORVU4Hr1G013480.1 gene=HORVU4Hr1G013480 497.0 Non 2 706.3664 706.3638 K5(xgly /162.0528) 76e-06 512 2465 39e-05 2465 3.80
2|2 42944 1357 897.0|-
313 13383 1164 7738
414 11842 1325 8171
5|5 95.29 87 6343
6|6 9198 9.28 6487
717 65.49 762 624.5
8|8 5247 814 599.5
919 49.70 1016 645.5
10|10 4045 1074 7763
11 37.24 9.80 694.6 < n 4
12|12 3530 755 586.0
Spectrum 2
B3 3127 913 en7| |EecchmiGabEdcheckfindock) -
1414 2837 760 584.0 m alala ¢ [1] URNCRE® 3 T | s
15115 2786 511 5175
16116 2637 965 6704 1200403 —] A-SLSLK[+162]PSFEEL.A z=2,scan# =sample=1 period=1 cyde=899 experiment=11,scan time=13.3344
17117 2145 6.55 4873 4 10987654321
18|18 18.76 648 5444 n SLSLKPSFEEL
19|19 1717 515 498.5 i 173773673018
20|20 16.84 539 5137 1.00e+03 -] o
pagpil 16.69 8,65 608.9 ] ’°
22122 1568 523 5255
23|23 1474 6.56 4761 N
24|24 1449 10.55 7109 1
25|25 1318 476 5237 ~ 8.00a+02 )
< i » i
Protein Coverage (double diick to dock /undock) & _ N
Z 1 =
Protein Coverage g 6.00+02 —}
Sarr:ple Protein Cover, 1
name name Sl]qu n
4.002+02 — 3 °
< . » ] g ©
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2.002+02 —
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¢ 15 e 2 8 = ] 4 = 2 w9
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T Textfiter... P+ T riment=9 € £~
Best Be ~|[ prot. Protein Obs. Cal. Mods PEP Detta  PEP ztaMo ppm
ILog Probl o prob|  scq Rank | PO Sequence Glycans Name Scorel(Cleavage (g2 m/z m/z (variable) o 1ogProbl g0 1D Score e
69523 1654 9795 |2 160 ASLSLK[+324.10565]PSFEELA Hex2)  >HORVU4Hr1G013480.1 gene=HORVU4HrG013480 4123 Non 2 7873801 7873902  KSlxgly/324.1056) 22¢05 465 2072 000011 2072 -1276
4048 1357 8970/
13383 1164 7138
u842 1325 8171
9529 871 6343 |
9198 98 6487
6549 162 6245
5247 814 5095
4970 1016 6455
4045 1074 7763
3724 980 6046 ||« m C
3530 755 586.0
8
g 013 17 Sﬁfivum(doubleddtmdod(lundod() -
2837 7.60 5840 @\ elala ¢ DRNCEE © 3N | i
2786 511 5175
2637 965 6704 | AsLSIK+324] Az=2 period=1cyde=89 time=13.2709
2145 655 4873
1876 648 5444 15002
1717 515 4985 ]
1684 539 5137
1669 865 6089 1 =
1568 523 5255
1474 6.56 4761 1
1449 1055 7109 J
1318 476 5237 - o
» 1002403 7
Protein Coverage (double click to dock /undock) & | g
Sample Protein Cover J o
name. name sumn
| ]
5.00e+02 — z
« m ] » ] <
) 2wz @ 2
E 4 oA L]
J E L g = " .
- pry 2
| | callllll) L 5
$3
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200 400 00 nid 00 1000 1200 1400
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T Textfiter.. P T iment=12 @ £~
Best Be 4 Protein Obs. Calc. Mods PEP Defta PP ztaMo ppm
Itog Prob| g prob]  Sce SR EEE Name e e R m/z (variable) o MogProbl e 1D Score em.
69523 1654 9195| |2 197 NSWVEQUTTGLIK[+16205282].Q Hex(1)  >HORVU4HrG013480.1 gene=HORVU4HrLG013480 4731  NRagged 2 7618979 7619036  Kl2(xgly /1620528) 306 553 3365 15e05 3365 745
4044 1357 897.0|
13383 1164 738
1842 1325 8171
95.29 87 6343
9198 9.8 6487
6549 762 6245
5247 814 5095
4970 1016 6455
4045 1074 7763
37.24 9.80 6946 || <[ i | ¥
;ﬁg ;:15: g‘g Spectrum (double ciick to dock / undock) 8
837 160 0 | @ fa|e 4 [E] 2 © {3
27.86 511 5175
2637 965 6704 | N.SWVEQUTTGLIK[+162].Q 2=2,: iple=1period=1cyde=929 12,scan time=14.2376
2145 655 4873 ]
18.76 648 5444 30002
1717 515 4985 ]
1684 539 5137 g
1669 865 608.9 E 3
1568 523 5255 2502402
1474 656 4761 ]
1449 1055 7109 ]
1318 476 5237 - g
« » 2.00e+02 —
Protein Coverage (double cick to dock /undock) 8| _ i =
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= = 1.50e+02
Sample Protein Cover| ] .
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] o
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Best Be * Prot. Protein Obs. Calc. Mods PEP Delta PEP  :taMo ppm
ILog Brobi |Log Prob]  Scq Rank b= Sequence Shycans Name ScoreiCltavage 2 m/z m/z (variable) 20 [Log Brchl Score i Score e,
695.23 16.54 979.5 2 197 N.SWVEQVTTGLIK[+324.10565].Q Hex(2)  >HORVU4Hr1G013480.1 gene=HORVU4Hr1G013480 487.2 NRagged 2 8429088 8429300 K12(xgly / 324.1056) 37e-06 543 3162 19e-05 3162 -2521
42944 1357 897.0 |-
13383 1164 7738
11842 1325 8171
95.29 871 634.3| |
91.98 9.28 648.7
6549 762 624.5
5247 814 599.5
49.70 1016 6455
4045 1074 7763
37.24 9.80 694.6 < . )
2530 55 2860 Spectrum (double dlick to dock / undock) &
3127 913 6217
231 760 5840 alala ¢ @ 9 ® {3
27.86 511 5175 q
2637 9,65 670.4 - N.SWVEQVTTGLIK[+324].Q z=2,scan#=sample=1 period=1 cyde=925 experiment=12,scan time=14.1145
2145 6.5 4873 ]
18.76 6.48 5444 3.502+02 —|
1717 515 4985 ]
16.84 539 5137 b o
16.69 8,65 6089 3.00e+02 -] <
1568 523 5255
1474 6.56 4761 ]
1449 1055 7109 q
1318 4.76 5237 < 2.502+02 —|
< » ] -
Protein Coverage (double click to dock /undock) & | _ ]
- Q F  2.00e+02
rotein verage E :
SamApIe Protein Cover, T
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71 3 @ e
4 2 =
5002401 — . i o 2 - ® 3
1 g £ I: 3
g byl ol i | b dunsl [ ] b o
E =
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Log Prob]| |L0217
80840 1919 |
5455 1698
30833 1802 ||
27926 1581
7916 1492
25650 1838
20165 1643
17335 1492
16918 1565
15635 1568
11428 1465
1313 157
%02 1100
8484 1284
7768 1381
6586 1177
5909 1400
5839

5412
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5064

4943

4440

4260 1152
4232 1189 ~

Protein

Sequence Glycans =

Score  Cleavage

Mods PEP o . Deta PEP ctaMo ppm Off-
(variable) 2p | IogProbl e 1D | Score | em | By-X

120 156 K.DGIVTAIPK[+324.10565].- Hex(2) ~ >YPL282C PAU22 SGDID:5000006203, Chr XVI from 8427-...

3728  Specific

< i

K9(xgly / 324.1056) 000012 392 2538 000012 2538 1284 1301

Spectrum (double dick to dock / undock)

W alala °3°@—‘ 043 | by [+ 0
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« I »
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ILog Prob| |Log F Sequence Chcans Name m/z 20 ILog Prob] Score 10 Score  em.  By-X
808.40 1919 i 36 K.MK[+486.15847]PCLTYVQGGPGPSGECCNGVR.D Hex(3)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 710.5590 K2(xgly / 486.1585) 17e-11 1077 4600 76e-11 4600 440 283
54556 16.98
39833 18.02 L
279.26 1581
27916 1492
256.50 1838
20165 1643
17335 1492
169.18 1565
15635 1568
11428 1465 < i »
11313 11.57
2023 11.00 Spectrum (double diick to dock / undock) . -]
8484 1284 W alala ¢ @ D0 L | by o o
7768 1381
65.86 177 - K.MK[+486]PCLTYV CNGVR.D z=4,scar nple=1 period=1 cycde=809 experiment=11,scan time=10.4491
59.09 14.00 ]
5839 1426 3.000+02 -]
5412 1310 -
52.28 127 b
50.64 17.05 7]
4943 133 2500402 -}
4440 1464 g
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b 2.00e+02 ]
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S = b 2% = =
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Prot. Be * Protein Obs. Calc. Mods PEP Delta PEP  =taMo ppm  Off-
Rank | -°9Prebl yog¢ Sequsnce Shcans Name Scoreh(Cleavage Rzl m/z (variable) o legProbl e 1D score em By
111 808.40 1919 || |3 179 K.TQSVDFQHK[+324.10565] TLEAVGQVNSWVEQVTTGLIK.Q Hex(2)  >HORVU4Hr1G013480.1 gene=HORVU4Hr1G013480 3850 Specific 4 917.4265 917.4651 K9(xgly / 324.1056) 55e-06 526 3305 24e-05 3305 -4207 3666
2|2 545.56 1698
313 39833 18.02 L
414 279.26 1581
5|5 279.16 1492
6]6 2550 1838
717 20165 1643
8|8 17335 1492
9|9 169.18 1565
10110 15635 1568
11 11428 1465 <[ LI} >
E : g ;i‘;‘j’ Efx?) Spectrum (double ciick to dock / undock) 8
14|14 8484 1284 m alala ¢ [1] 2 e 3
15115 7768 1381
1616 6586 177 | K.TQSVDFQHK[+324] TLEAVGQUNSWVEQVTTGLIK.Q z=4,scan#=sample=1 period=1 cyde=1036 experiment=16,scan tme=17.4193
17(17  59.09 14.00 £.00e+01 — 25 15 10987654321
T : i i : I 3
0]y 8 0 Ry 140 _ TQSVDFQHKTLEAVGQVNSWVEQVTTGLTK
1919 5412 1310 ] R DO Py o
20|20 5228 1277 4 o
pigpit 5064 17.05 5.00e+01 — =
2122 4943 1337 E
23|23 4440 1464 7
24|24 4260 11.52 ]
25125 4232 1189 ~ _
q ’:ﬂl o 4.00e+01 ]
Protein Coverage (double dick to ... & _ :
Protein Coverage z b
< E] Z 3.00e+01 .
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Be ~|| Prot. Protein Obs. Calc. Mods PEP Delta PEP  staMo ppm  Off-
[Log Prob| |Log Rank Pos: Sequence Name ScorcCleavage |2 m/z m/z (variable) 2D Log Prob| Score 1D Score err. By-X
808.40 1919 || |57 32 LTVCMPAITTGAKPSGACCANLGAQQGCFCQVYAK[+162.05282... Hex(l)  >HORVU4Hr1G089490.2 gene=HORVU4Hr1G089490 3242 Non 6 794.7107 794.7036 K33(xgly / 162.0528) 0.043 137 1034 011 979 899 476
545.56 1698
398.33 1802 [
279.26 1581
279.16 1492
256.50 1838
201.65 1643
17335 1492
169.18 1565
156.35 1568
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i -]
2023 1100 Spectrum (double diick to dock / undock) —
sgs 1284 B/ ela)la ¢ @ 2 ® {3
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» g
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Log Prob| lLogji Sequence Glycans Protein Score Cleavege 2 Oo% Coe (v“a’:i‘;fje) P lLogProb| ocfe  PEP chaMo ppm g;fx
80840 1919 |- (|1 7 M.K[+162.05282]PCLTYVQGGPGPSGECCNGVR.D Hex(1)  >HORVUSHr1G046550.1 gene=HORVUSHG046550 5050  NRagged 3 7953606 7953608  Kl(xgly/162.0528) 1e10 1000 4689 44el0 4689 -0.26 2384
54556 1698
3833 1802 ||
27926 1581
27916 1492
25650 1838
20165 1643
17335 1@
16918 1565
15635 1568
11428 1465 || <[ i .
1313 157
0093 1100 || Spectum (Gouble dickto dock /undodk) =
ua va |G e(@le ¢(@)e o & (whln
7768 1381
65386 11.77 7 MKI+162PCLTYVQ CNGVR.D z=3, le=1period=1cyde=793 19,5can time=9.9696
5000 1400 1
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:;:tk |Log Prob| |LozeFi Sequence Glycans F;;:::L" Score Cleavage z (’)"b/sl (r::;; (vz':i'::)sle) PZ%P |Log Prob| E:;: ';EDP E’;z:f: p::." g;f;(
808.40 1919 || |1 92 N.AASIPSK[+162.05282] CNVNVPYTISPDIDCSRLY Hex(1)  >HORVU5Hr1G046550.1 gene=HORVU5Hr1G046550 4239 Non 3 9424265 9424614 K7(xgly / 162.0528) 000015 382 2628 000068 2628 -37.05 2825
545.56 1698
39833 18.02 L1
279.26 1581
279.16 1492
256.50 1838
717 201,65 1643
] 17335 1492
169.18 1565
156.35 15.68
114.28 1465 < . »
i;:g nl | spectrum (doube ik to dock/undoc) 8
5] 8480 1284 w elala ¢ @ 2 ® {3
7768 1381 .
65.86 177 N.AASIPSK[+162]CNVNVPYTISPDIDCSRI.Y z=3,scan#=sample=1 period=1 cycde=912 experiment=17,scan time=13.6123
59.09 14.00 ) 25 20 ;15 10987654321
SN 400 200 AASIPSKCNVNVPYTISPDIDCSRT
5412 1310 g 23548789 1 i 24 2
20120 5228 127 4
5064 1705 |
4943 1337
4440 1464 T
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