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Supplementary Figure 1: Transcriptomic expression levels of missing proteins
and all genes in hNPSCs and hTSCs. Distribution of average transcriptomic
expression levels (MRNA molecules per million of mMRNA molecules+1) for all genes
(black) (A, B), corresponding to all proteins identified in hANPSCs (red) (A) orin hTSCs
(blue) (B).

Supplementary Table 1: List of Missing proteins (PE2-PE4) with mRNA expressed
at more than 20 upm in the 3'SRP datasets

Supplementary Table 2: Proteins identified after using Mascot and Proline for
hNPSCs and hTSCs (lysis buffer, trypsin and merge) (Excel file)

Supplementary Table 3: Peptides identified using PaSER for hNPSCs and hTSCs
(lysis buffer and trypsin) (Excel file)

Supplementary Material 1: Spectra of peptides of interest identified with the PaSER

search engine.
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Supplementary table 1. List of Missing proteins (PE2-PE4) with more 20
upm in the 3’'SRP datasets

hNPSCs hTSCs
ESRG CBDWS5
TRIM61 SMIM30
CBWD5 RTL8C
ZNF676 MTRNR2L10
ZNF208 C190rf48
ZNF880 C120rf56
C190rf48 ESRG
SMIM30 ERVV-1
ZNF492 ZNF429
ARGFX
ZNF728
ZNF781
ZNF793

ZNF429




e hNPSCs
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Fragment lon View

Project name: 2224001
Sample name: HPP_CSnaives_Tampon_Lyse_Slot1_11_1_4632
Created date: 2022-06-16 17:30:20.0

il Protein: PODKX0

Peptide sequence: KDFNQSSHLTTHK.R

L] [
Scan number: 13664
Calculated M+H: 1414.671
Measured M+H: 1414.6743

Charge state: 2
File name: 0e085448-f297-46bb-9d2a-30bd2c0d9586_1655400612
search type: light

lons: DFNQSSHLTTHK, MH+ 1414.6710, m/z 707.8391
a2 (03° File: 0e085448-297-46bb-9d2a-30bd2c0d9586_1655400612, Scan: 13664, Precursor m/z: 707.8408, Charge: 2 e-As
b &1 C2°O3° 263.1026 1299.6440
cLhrlizr LB 3771456 | 3 1152575
x OOz O3+ 113%
v @12 O3 = Q 505.2041 | 4 1038.5327
z(O1r Oz O3 592.2362 | 5
[Deselect Al
679.2682
Neutral Loss: 95%
O H:0 (o) ) T
O NH; (%) 929.4112
O HsPO4 (%) 1030.4588
Precursor (#) 765
[ Precursor with 1131.5065
reduced charges 1268 5654
Mass Type:
@®Mono OAvg 57%| [Cck] to move table
Mass Tol: Static Modifications:
Opalton ®pPM C: 57.02146
(Update) 38% T
| 3
Peak Assignment: =
@Most Intense 3 T
ONearest Match >k
(OPeak Detect 19% = o
— - > > &
[_Precursor Removal Q i - <
i ) >
Peak Labels: 7
®@lonOm/z -
= % y v | . + —
ONone 200 400 600 800 1000 1200 1400 1600
Width: 750 . e oaaas
e Click and drag in the plot to zoom X:8 Y:(JJ [Zoom Out | [Print | ([CJEnable tooltip

Hexght: éSO

Precursor Neutral Losses
707.8425 [M+2H]

Show FullScreen

Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured miz Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons sP

1 K.DFNQSSHLTTHK.R 0 1414.67096 0.0 1.5917 0.8108 707.8408 1.02805 0.9874 NA 7 22 64.258
2 R.GQTEALEECLHK.H 0 1414.66308 0.8431 0.2418 0.838 707.8408 1.02805 0.9945 NA 2 20 9.51

3 K.KEEEATEWQHK.A 0 14146597 0.8681 0.21 0.1929 707.8408 1.02805 0.9705 NA 3 20 8.221

4 KHTTLHSSQNFDK.G 0 141467096 0.8749 0.1991 06373 707.8408 1.02805 0.9837 NA 3 22 T



Fragment lon View

Project name: 2224001

Sample name: HPP_CSnaives_Trypsine_Slot1_10_1_483
Created date: 2022-06-16 18:18:54.0

Search name:
Activation type: CID

Peptide sequence: K. 1GCTNVD§’:K v

Scan number: 75598

Calculated M+H: 1195.5082
Measured M+H: 1195.5178

Charge state: 2

File name: a754afec-1bf2-4f73-2e8d-d6685dcfd099_1855403527

search type: light

Protein: PODKXO0

High Quality

lons: IGCTNVDECK, MH+ 1195.5082, m/z 598.2577

a2 O3 File: a754afec-1bf2-4f7a-ae8d-d6685dcfd099_1655403527, Scan: 75598, Precursor m/z: 598.2626, Charge: 2 1140913 [ i

b @ (3 171.1128 | 2 N 108

el Ll LB 3311434 | 3 8 [1025.4026

x =+ 119

v 8@ 5 a 432.1911 | 4 7 | 865.3720

z [ e (O3 545.2341 | 5 6

[Deselect Al

] 645.3025 | 6 5 | 650.2814

Neutral Loss: 99%

K0 (o) 760.3294 | 7 4 0

CINH; () 889.3720 | 8 3 60

[ H,PO, (™) 2% 1049.4026 | & 2 0

Precursor (#)

() Precursor with L gl 147-1128

reduced charges ¢' Q] to mone tadie

‘ 66% = Static Modifications:

Mass Type: C: 57.02146

@nono OAvg

A_‘:a:\s Tot: 49% &

Obalton @PPM >

(Update) +

Peak Assignment: 33% 2

@Most Intense -

ONearest Match X

[CJPeak Detect 16%

[CJPrecursor Removal

Peak Labels: &

®@lonOm/z 0% L Ll L =

ONone 200 400 600 200 1000 1200 1400 1600

MS\% Click and drag in the plot to zoom X:@ Y:J (Zoom Out] [Print [ClEnable tooltip

Height: 450

Show FullScreen

Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured miz Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Expected lons SP
1 K.IGCTNVDECK.V 0 1195.50816 0.0 0.2538 0.494 598.2626 0.94128 0.8918 NA 18 499.0
2 K.(42.010565)SIGTFSDPCK(42.010585).D 0 1195.52996 1.0 0.0 NA 598.2626 0.94128 NA NA 18 -1.0
3 K.SM(15.994915)LEEMNVGK(42.010585).P 0 1195.53321 1.0 0.0 NA 598.2626 0.94128 NA NA 16 -1.0
4 K.(42.010565)K(42.010565)SECFSSPK(42.010565).T 0 1195.52995 1.0 0.0 NA 598.2626 0.94128 NA NA 16 -1.0
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Fragment lon View

Project name: 2224001

Sample name: HPP_CSnaives_Trypsine_Slot1_10_1_462!
Created date: 2022-08-16 18:18:54.0

Search name:

Activation type: CID

Peptide sequence: K.(42.010565)AFIWSSRLSEHK(42.010565).R
Scan number: 165868

Calculated M+H: 1544.78568

Measured M+H: 1544.765

Charge state: 2

File name: a754afec-1bf2-4f7a-ae8d-d6685dcfd099_1855403527
search type: light

Protein: PODKXO0

Medium Quality

lons: AFIWSSRLSEH K, MH+ 1544.7856, m/z 772.8964 “|—’
a2 O3* File: a754afec-1bf2-4f7a-ae8d-dé685dcfd099_1655403527, Scan: 165868, Precursor m/z: 772.8862, Charge: 2 -¥ g2
261.1234 -E 1
374.2074 | 3
110%r 1 || 560.2867 | 4
Q
7.3188 | 5
734.3508 898.4741
92% 890.4519 811.4421
1003.5360 655.3410
+ 1090.5680 542.2569
Ll Precursor (#) 3% -
O Precursor with S > 1219.6106 455.2249
reduced charges 1356.6695 | 11 2 | 326.1823
N : + 12 1 189.1234
55% P 2 (] 1o mene 3
Add to N-term: 42.010565
Obalton @PPM Static Modifications:
=i ) C:57.02146
(Update) 37% Variable Modifications:
5 K: 42.010565
Peak Assignment:
@Most Intense
Nearest Match 16% +
[JJPeak Detect ’ 2
[CJPrecursor Removal &
+ > +
Peak Labsls: v l e
®lonOm/z 0% | n
ONone 200 400 €00 800 1000 1200 1400 1600
Mig Click and drag in the plot to zoom X:@ Y: [Zoom Out | | Print] [CJEnable tooltip
Height 450
Show FullScreen
Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured miz Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons SP
1 K.(42.0105685)AFIWSSRLSEHK(42.010565).R 0 154478559 0.0 1.205 0.75723 772.8862 1.1015 1.0871 NA 7 21 11.994
2 K.(42.010565)QGK(42.010565)DIYTIDHTK(42.010565).P 0 1544.75908 0.2364 0.9201 0.7877 772.8862 1.1015 1.0664 NA 4 22 9.104
3 R.(42.010565)FHQSLNETNSRK(42.010565).K 0 154474519 0.2955 0.8489 0.6215 772.8862 1.1015 1.0524 NA 4 22 8.282
4 K.AENARMVVNIDNAK.L 0 1544.78494 0.2858 0.7403 0.1298 772.8862 1.1015 1.026 NA 9 23 7.281
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Fragment lon View

Project name: 2224001
Sample name: HPP_CSnaives_Tampon_Lyse_Slot1_11_1_4632

g;:e:t;dnd:;z:zozz-oms 17:30:20.0 P rotei n: PO D KXO

Activation type: CID

——
[ ]
Peptide sequence: K.YANIFHKCSNSK.R L O W Q a | I t y
Scan number: 27101 u
Calculated M+H: 1468.7002

Measured M+H: 1468.7067

Charge state: 2

File name: 0e085448-f297-46bb-9d2a-30bd2c0d9586_1655400612

search type: light

lons: YANIFHKCSNSK, MH+ 1468.7002, m/z 734.8537

a0z O3 File: 0e085448-297-46bb-9d2a-30bd2c0d9586_1655400612, Scan: 27101, Precursor m/z: 734.857, Charge: 2 1640708 -
b @12 (3 235.1077 11| 1305.6368
¢ 01Oz O 10 | 1234.5997
x OOz O3+ 118%
y @O O SN BEEES
z(O1 Oz (O3 609.3031 1007.4727
(Dssstec A 5 8] ¢ |

101% 746.3620 | & 7| 860.4043
Neutral Loss:
CIH,0 (o) 874.4570 | 7 6| 7233454
O NH; (%) 1034.4876 | & 5 | 595.2504
LIHsPO, (%) 84% 1121.5197 | 9 4| 4352198
() Precursor (#)
[ Precursor with 1235.5626 3| 3481878

reduced charges

! 67%|

Mass Type: 147.1128

@®mono OAvg [Click] to mave table

Mass Tol: 512 Static Modifications:

ODalton ®@PPHM y BRI

(Update

Peak Assignment: 34%

@Most Intense

ONearest Match

I:|Peak Detect 17%|

[_Precursor Removal +
| B ;3 &

Peak Labels: f; Q + 3

@®@lonOm/z 0% . | | ALl LLIM3L““1 i -'I | 1 Al 1 . .

ONone 200 400 600 800 1000 1200 1400 1600

Width: 750 . - M M i

—_———— Click and drag in the plot to zoom X:® Y:J [ Zoom Out [JEnable tooltip

Height: éSO

Show FullScreen

Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured mi/z Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons sP

1 K.YANIFHKCSNSK.R 0 1468.70015 0.0 0.4336 0.0578 734.857 1.02478 1.018 NA 4 22 14.929
2 R.DISDKLQEMDFK.L 0 1468.69879 0.2872 0.309 0.0253 734.857 1.02478 1.0234 NA 4 21 10.578
3 K.ISDFGTSK(42.010565)ELSDK.S 0 1468.71655 0.3377 0.2872 6.0E-4 734.857 1.02478 1.0426 NA 6 23 9.814

4 R.IDSLM(15.994915)DEISFLK(42.010565).K 0 1468.72394 0.4786 0.2261 0.0514 734857 1.02478 1.0188 NA 4 21 7679



Fragment lon View

R Protein: Q5EBN2

Sample name: HPP_CSnaives_Trypsine_Slot1_10_1_483!
Created date: 2022-06-16 18:18:54.0

Search name: [ ] [ ]
Activation type: CID
Peptide sequence: K.FISNPQLGSLTEIAK.Q

Scan number: 146143

Calculated M+H: 1817.8846

Measured M+H: 1617.8909

Charge state: 2

File name: a754afeo-1bf2-4f7a-ae8d-d6685dcfd099_1655403527
search type: light

lons: FISNPQLGSLTEIAK, MH+ 1617.8846, m/z 809.4460 B
al =27 File: a754afec-1bf2-4f7a-ae8d-dé6685dcfd099_1655403527, Scan: 146143, Precursor m/z: 809.4491, Charge: 2
b & 2 (3* 264.1598
cOh= s O3+
U= L= L 348.1918
Exmp
y @ &2 b al | .
z(Oh* (e (O3* + 559.2875 E
Desslect All] | -
[—l] 104% = 687.3461 1059.6045 I
Neutral Loss:
0 K0 (o) 800.4301 931.5459 [RECRRITS
CINH; (%) 91% “ 818.4618
LIH,PO, (%) n 761.4403 [EAEEE
Precursor (#) 78% &
O Precursor with T CLLELTY m St
‘ reduced charges 561.3243 [REIRELH
Mass Type: 65% 1287.6579 460.2766 [PELXTIL]
I O
@ono Oava 1400.7420 | 13 EXTRETLN 165.1205
52% 14717791 | 14 2 | 218.1499 | 109.578s
Cositon GeeM 15 1 | 147.1128 | 74.0600
. 7.1128 | 74.
393 s
Peak Assignment: : + - T Static Medifications:
-3 > C: 57.02146
@Most Intense 26% . a . Rd
ONearest Match 8 & &
[CJPeak Detect = .4 +
[CIPrecursor Removal 13% . = =
| 3 < 5 & =
Peak Labels: E by g b~
®@lonOm/z 0% bl ol R I T JL' b i 11
ONone 200 400 £00 200 1000 1200 1400
Mig_ click and drag in the plot to zoom X:8 Y:CJ Print| [CEnable tooitip
Precursor Neutral Losses
809.4465 [M+2H]
Show FullScreen
Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured miz Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons SP
1 K.FISNPQLGSLTEIAK.Q 0 1617.88484 0.0 3.158 0.1002 809.4491 1.137023 1.06884 NA 15 25 40.732
2 K.IYSVNLQKQPWNK.M 0 1817.87474 0.6428 1.1285 0.6969 809.4491 1.13703 1.0905 NA 5 22 14.412
3 K.FNLSPPSICKVLDK.P 0 1617.86687 0.7767 0.7052 0.4298 809.4491 1.137023 1.0824 NA 4 24 8.921
4 R.PQVHINMLYYVIK.S 0 1617.88212 0.813 0.5908 0.9939 809.4491 1.137023 1.0972 NA 6 21 7.436
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Fragment lon View

Project name: 2224001
Sample name: HPP_CSnaives_Tampon_Lyse_Slot1_11_1_4632

g;eaar:dnd:;ii:2022—06—16 17:30:20.0 P rotei n : Q5 E B N 2

Activation type: CID

——
[ ] [ ]

Peptide sequence: K.FISNPQLGSLTEIAK.Q

Scan number: 144113

Calculated M+H: 1617.8846

Measured M+H: 1617.8917

Charge state: 2

File name: 0e085448-f297-46bb-9d2a-30bd2c0d9586_1655400612
search type: light

lons: FISNPQLGSLTEIAK, MH+ 1617.8846, m/z 809.4460
a3 File: 0e085448-f297-46bb-9d2a-30bd2c0d9586_1655400612, Scan: 144113, Precursor m/z: 809.4495, Charge: 2 148.0757 | 1 =
b @1 2 3 261.1598 | 2 14| 1470.8162
c l:H - \:IZ‘ |:l3’ 3 13
x O+ Oz O3+ 107%
v @1 [ - & Q 462.2347 | 4 12 | 1270.7001
zO1 Oz O3° T 9.28 5 1
[Deselect Al
92% 687.3461 | & 6] 1059.604
Neutral Loss: =
O H,0 (o) Lk | 7
CINHy () + 8 8
= . ) o
\:I H3POs (%) 77%) > 9444836 | 9 7 0
() Precursor (#)
(D Precursor with 057.5677 6 | 674.4083
reduced charges + 1158.6153 | 11 5
i . 61% s
Mass Type: > 1287.6579 |12 4| 4602766
@®@Mono OAvg
1400.7420 |13 3| 331.2340
Ij\ass Tol: 465 1471.7791 |14 2| 218.1499
ODalton @PPM
) 15 1| 147.1128
| [Update | [CBok] to move table
Peak Assignment: 31% S Static Modifications:
@Most Intense T . C: 57.02146
ONearest Match =
Olpeak Detect 15% Nl b4
[CJPrecursor Removal g, ‘ § I
! B ‘
Peak Labels: ‘ ‘ | +
( |
®lonOm/z o ‘ d | J Jw I} l | H_ I 3 | T
ONone - 200 400 600 800 1000 1200 1400 1600
Width: e )
Ligth: 720 Click and drag in the plot to zoom X:8 Y:(J (Zoom Out ] (Print] (JEnable tooltip
Height: éSO
Show FullScreen
Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured miz Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons SP
1 K FISNPQLGSLTEIAK.Q 0 1617.88464 0.0 2.8581 0.1258 809.4485 1.13213 1.0684 NA 14 25 55.064
2 K.FNLSPPSICKVLDK.P 0 1617.86687 0.7676 0.6642 0.4994 809.4495 1.13213 1.0834 NA 4 24 12.622
3 K.IYSVNLQKQPWNK.M 0 1617.87474 0.7961 0.5827 0.7837 809.4495 1.13213 1.0905 NA 5 22 11.046
4 R.PQVHINMLYYVIK.S 0 1617.88212 0.8166 0.5241 0914 809.4495 1.13213 1.0972 NA 5 20 9913



Fragment lon View

Project name 001
Sample name: HPP_CSnaives_Trypsine_Slot1_10_1_4830
Created date: 2022-08-16 18:18:54.0

Search name:

Activation type: CID

Peptide sequence: K.LEEYNAPWK.E

Scan number: 37895

Calculated M+H: 1149.5575

Measured M+H: 1149.5696

Charge state: 2

File name: a754afec-1bf2-4f73-2e8d-d86885dcfd099_16554025
search type: light

Protein: Q5EBN2

Medium/low Quality

LEEYNAPWK, MH+ 11495575, m/z 575.2824 [ |
File: a754afec-1bf2-4f7a-ae8d-dé685dcfd099_1655403527, Scan: 37895, Precursor m/z: 575.2885, Charge: 2 B °
S 1o
B 7 08
116%¢ N 5
Q AS
649.2828 N 5
720.3199 Al 4 0
96% Bl 3 | 430.2449
- ( B 2
[ H;PO, (™) o [l 1| 147.1128
Precursor (#) 7%
[_J Precursor with . Static Modifications
1C N 13l ons:
reduced charges 31 % C: 57.02146
Mass Type: =
@nono OAvg 58%
MassTol: 30 |
Obalton @PPM
(update) 39%
Peak Assignment:
@Most Intense
ONearest Match .
= 19%
[JPeak Detect
[CJPrecursor Removal + <
& il + Tl e
Peak Labels: = 2 22
®@lonOm/z 0% | l 1 | (B
ONone 200 400 600 800 1000 1200 1400 1600
wﬁ_@_ click and drag in the plot to zoom X: Y:J (Zoom Out) (Print] ([CEnable tooitip
Height: 450
e . .
Precursor Neutral Losses
575.2899 [M+2H]
Show FullScreen
Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured miz Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Expected lons SP
1 K.LEEYNAPWK.E 0 1149.55748 0.0 0.2372 0.2798 575.2885 0.90525 0.8778 NA 14 51.092
2 -.PSASSVLSNCK.T 0 1149.55684 0.6828 0.0752 0.5127 575.2885 0.90525 0.8748 NA 18 16.094
3 K.(42.010565)VFEETK(42.010565)GQK.Y 0 1149.57861 0.7032 0.0704 0.0022 575.2885 0.90525 0.9062 NA 16 15.048
4 K.(42.010565)EIM(15.994915)LKNDTK.V 0 1149.58197 1.0 0.0 NA 575.2885 0.90525 NA NA 16 -0.165
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Fragment lon View

Project name: 2224001

Sample name: HPP_CSnaives_Trypsine_Slot1_10_1_463(
Created date: 2022-08-16 18:18:54.0

Search name:
Activation type: CID

Peptide sequence: K.GFSSVSTLNTHK.A

Scan number: 24489
Calculated M+H: 1277.84
Measured M+H: 1277.845

Charge state: 2

File name: a754afec-1bf2-4f7a-3e8d-d6685dcfd099_165540352

search type: light

84
8

=~

Protein: Q8N7Q3

High Quality

lons: GFSSVSTLNTHK, MH+ 1277.6484, m/z 639.3279
a (O 2 O3 File: a754afec-1bf2-477a-a8d-d6685dCFd099_1655403527, Scan: 24469, Precursor m/z: 639.3265, Charze: 2 5002087 o8 =
b @1 (2° O 05.09 2 11 [ 1220.627
cO 2O 92.1292 |8 10 R
x (= 2= O o
y‘ * O " \‘1 379.1612 | 4 9
z (e C* (3 i 5 8
[Desslect Al s
" 565.2617 | 6 7 00
Neutral Loss: 97%
[ H,0 (o) 7 6
CINH; () 8 5
I H;PO, () 81% 893.4363 | 9 Bl 499
Precursor (#) =
) Precursor with 994.4840 | 10 3 | 385.2194
reduced charges 1131.5429 | 11 2 | 2841717
! 65%
Mass Type: 12 1 147.1128
@nono OAvg Q8] 1o Mo tazie
Mass Tol: ll- . Static Medifications:
£ e 49% C: 57.02146
Obalton @PPM
(Update)
Peak Assignment: 32%
X -
@Imt Intense . 3 ; 3 S
(ONearest Match 4 > i 3l - - <
[CPeak Detect 16% n a >
[CPrecursor Removal * ’
o +
i o h o o |
Peak Labels: | 21 =1 l |
®@lonOm/z 0% | 1l Il 1 l l
ONone 200 600 800 1000 1200 1400
Lthﬁg click and drag in the plot to zoom X:4 (Zoom Out) (Print] (JEnable tooltip
Precursor Neutral Losses
639.3314 [M+2H]
Show FullScreen
Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured m/z Measured 1/K0 Predicted 1/KO Corrected 1/K0 Matched lons Expected lons SP
1 K.GFSSVSTLNTHK.A 0 1277.84844 0.0 1.4448 0.2124 639.3265 0.99254 0.96923 NA 8 19 80.497
2 R.GFHFTVDGNKR.A 0 1277.63855 0.7665 0.3374 0.6278 639.3265 0.99354 0.981 NA 3 it/ 18.616
3 R.LAPPAPEESNPR.G 0 1277.84842 0.8694 0.1887 0.0401 639.3265 0.99354 0.9224 NA 4 20 10.208
4 K.THFIITNMMK(42.010565).G 0 1277.63806 0.9504 0.0718 0.7957 639.3265 0.99354 0.9578 NA 4 AT 3.764
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Fragment lon View

Project name: 2224001

Sample name: HPP_CSnaives_Trypsine_SIot1_10_1_453({}
Created date: 2022-068-16 18:18:54.0

Search name:
Activation type: CID

Peptide sequence: K.(42.010585)AFSWSSILTEHK(42.010565)IIHTGEK(42.010565).P

Scan number: 190984

Calculated M+H: 2310.17685

Measured M+H: 2310.147

Charge state: 2

File name: a754afec-1bf2-4f73-3e8d-d6685dcfd099_1655403527

search type: light

Protein: Q8N7Q3

Low Quality

lons: AFSWSSILTEH KIIHTGEK , MH+ 2310.1765, m/z 1155.5919
a2 O3* File: a754afec-1bf2-477a-a28d-d6685dcFd099_1655403527, Scan: 190964, Precursor m/z: 11555771, Charge: 2 114.0550 |Bf L
b @1 R (O3* 2 18 | 2197.1288
cbe L2 L3 348.1554 | 3 17 | 2050.0604
x Oht= e O3+ )
v 8- T 3 1083 Q 534.2347 | 4 16 | 1963.0284
z [ e (O3 621.2667 | 5 15 | 1776.9450
[Deselect Al
;‘ 708.2988 | & 14 | 1689.9170
Neutral Loss: 505 4"
;0 (o) ' = Z 13 [ 1602.8850
CInH; ) 934.4669 | 8 12 | 1489.8009
LJH;PO, (%) 0 s B 11| 1376.7169
Precursor (#) 72%
O Precissos with 1164.5572 [ 10 10 | 1275.6692
reduced charges 1301.6161 | 11 )
Mass Type: 1471.7216 | 12 8 | 1009.5677
@nono OAvg 54% 1584.8057 | 13 7 | s39.4821
1697.8897 [ 14 6 | 726.3781
Obalton @PPM
1834.9486 [ 15 Bl 613.2940
i (Update) % 1935.9963 [ 16 4 | 476.2351
Peak Assignment: 1993.0178 | 17 3 | 375.1874
@uost Intense 2122.0604 | 18 2 | 318.1660
(_DNearest Match e
[_JPeak Detect 19 1 | 189.1234
[CJPrecursor Removal > & Q] to more tabie
* Peak Labets: 8 b3 < o 3 Add to N-term: 42.010565
7 > 2 ey -
®@lonOm/z 0% ‘ PR TN oYY VTRV & 10 (PRRTAR TR Static Modifications:
ONone 200 400 600 200 1000 1200 1400 1600 |C:57.02146
Variable Modifications:
Width: 730 Click and drag in the plot to zoom X:(2 [CEnabie tooltip B2 010565
Height: 450
Precursor Neutral Losses
1155.5757 [M+2H]
Show FullScreen
Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured miz Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons SP
1 K.(42.010565)AFSWSSILTEHK(42.010565)IIHTGEK(42.010565).P 0 2310.17645 0.0 0.2987 0.0014 1165.5771 1.31729 1.3432 NA 5 23 27.983
2 K.DAFDRNPELQNLLLDDFFK.S 0 2310.14007 0.2162 0.2326 0.7649 1155.5771 1.31729 1.2837 NA 5 23 21.909
3 K.(42.010565)MFSGTANLK(42.010565)IHQNIHSEEK(42.010565).P 0 2310.11829 0.8777 0.0282 0.0221 1165.5771 1.31729 1.3245 NA 5 24 3.325
4 R.(42.010565)SAGVIDSIFTPWHKPWEQK(42.010565).L 0 2310.15533 0.9465 0.0159 0.0138 1155.5771 1.21729 1.3282 NA 4 23 1.393
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Fragrﬁént lon View

Project name: 2224001

Sample name: HPP_CSnaives_Trypsine_Slot1_10_1_4630
Created date: 2022-06-16 18:18:54.0

Search name:

Activation type: CID

Peptide sequence: K.DFSVILK(42.010565)SNHISMTSK.V
Scan number: 174717

Calculated M+H: 1848.9524

Measured M+H: 1848.9567

Charge state: 2

File name: a754afec-1bf2-4f7a-ae8d-d8685dcfd099_1855403527

search type: light

Protein: A4D1E1

Low Quality

lons: DFSVIL KSNHISMTSK, MH+ 1848.9524, m/z 924.9798 F
a3 File: a754afec-1bf2-4f7a-a28d-d6685dcFd099_1655403527, Scan: 174717, Precursor m/z: 924.982, Charee: 2 pleee
b &1 - 13- 263.1026 15 | 1733.9255
el |:lZ' U 350.1347 14 | 1586.8571
5 "Lz 126%
y 8t T (3 3 aQ 449.2031 13 | 1499.8250
z(Oh* e O3 562.2871 | 5 12 [ 1400.7585
[Deselect All]
) 11 | 1287.6725
Neutral Loss:
sty 105%) 7.
I H:0 (o) T 845.4767 1174.5885
CINH; () ? 932.5088 9 | 1004.4830
— A =2
LIH;PO, () T 1046.5517 8 | 917.4509
Precursor (#) 84%
() Pracuiree with 1183.6106 | 10 7 | 803.4080
reduced charges 1296.6947 6 | 666.3491
Mass Type: 1383.7267 553.2650
Mo DA g
®ono OAvg 63% 1514.7672
Mass Tol- 1615.8149 | 14 335.1925
ODalton ®@PPM
1702.8469 | 15 2 | 234.1448
i (Upcate] Sz 16 1 | 147.1128
Peak Assignment: QK] to mone tadie
@Most Intense + Static Modifications:
ONearest Match ! > C: 57.02146
[CPeak Detect 21% " Variable Modifications:
ClPrecursor Removal 2 " o K: 42.010565
i ~ ~
Peak Labels: l h [ | li H 5
®@lonOm/z 0% 1 I A A i |
ONone 200 400 600 800 1000 1200 1400 1600
M_ click and drag in the plot to zcom X: Y- [CJEnabie tooitip
Heig_gt: 450
Precursor Neutral Losses
924.9723 [M+2H]
Show FullScreen
Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured m/z Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Expected lons SP
1 K.DFSVILK(42.010565)SNHISMTSK.V 0 1848.95239 0.0 0.4848 0.2568 924982 1.22315 1.205 NA 26 17.912
2 R.GFTEFLVCRPGLDAPK(42.010565).T 0 1848.93127 0.402 0.2775 0.751 924.982 1.22215 1.1774 NA 26 10.615
3 R.(42.010565)PIDSFETIPLIPSAHK(42.010565).F 0 1848.97417 0.4288 0.2608 0.719 924.982 1.22315 1.1766 NA 27 9.968
4 R.IENTLPAMSVLLTYNK(42.010565).N 0 1848.97753 0.6226 0.1754 0.2689 924.982 1.22215 1.1625 NA 27 6.639
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Fragment lon View

Project name:£224001

Sample name: HPP_CSnaives_Trypsine_Slot1_10_1_4830
Created date: 2022-06-16 18:18:54.0

Search name:
Activation type: CID

Peptide sequence: K.CQEQSSNVEISSNSCK(42.010565).S

Scan number: 21309

Calculated M+H: 1898.7854
Measured M+H: 1898.7878

Charge state: 2

File name: a754afeo-1bf2-4f7a-ae8d-d86885dcfd099_1655403527

search type: light

Protein: A4D1E1

Low Quality

lons: CQEQSSNVEISSNSCK , MH+ 1898.7855, m/z 949.8964
a O e O3 File: a754afec-1bf2-477a-a28d-d6685dcfd099_1655403527, Scan: 21309, Precursor m/z: 949.8976, Charge: 2 161.0579 | 16
b @1 R (3* 289.0965 | 2 15 | 1738.7548
clhe (23 418.1391 | 3 14| 1610.6963
x O+ Ches O3+ o
v @ T O 8 Q 546.1977 | 4 13 [ 1481.6537
z(Ch* (e (O3* 633.2297 | 5 12 | 1353.5951
[Deselect A} 106%|
7202617 | 6 11 | 1266.5631
Neutral Loss:
[ H,0 (o) 54% 834.3047 | 7 10 0
ONey () 933.3731 | 8 9 | 1085.4881
LIH;PO, () 835 1062.4157 | 9 8 | s6s.4197
Precursor (#) =
[ Precursor with 10 7 | 837.3771
reduced charges | 743 1262.5318 | 11 6 | 724.2930
Mass Type: 1349.5638 | 12 5 | 637.2610
" 1
®nono OAvg 59% 1463.6067 | 13 4 | 550.22:
Mass To 1550.6387 | 14 [l 3 [ 436.1880
Obalton @PPM 47% +
S 1710.6694 | 15 2 [ 340.1540
(o) -
; 35% e 16 K| 1 [ 189.1234
Peak Assignment: QK] to move tadis
@Most Intense | Static Modifications:
ONearest Match 24% C: 57.02146
[CJPeak Detect | [l Variable Modifications:
CPrecursor Removal ;| 123 | 1 K: 42.010565
Peak Labels: ‘ [ ‘ |
®lonOm/z 0% | 1 |
ONone 200 400 £00 800 1000 1200 1400
M Click and drag in the plot to zoom X:8 Y:(J [CIEnabte tooltip
Heig_gt: 450
Show FullScreen
Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured miz Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons SP
1 CQEQSSNVEISSNSCK(42.010565).5 0 1898.78546 0.0 0.2168 0.1992 949.8976 1.13201 1.1148 NA 2 26 70.928
2 K.ICEQGMNAWSNGSMWK.R o 1898.79823 0.8241 0.0381 0.2945 949.8976 1.13201 1.1107 NA 1 24 12.097
3 K.(42.010565)NHAGSPGCEESDAGK(42.010565)EK(42.010565).L 0 1898.78209 1.0 0.0 NA 949.8976 1.13201 NA NA 0 27 -0.454
4 K.(42.010565)GNECFQK(42.010565)GDYPQAMK(42.010565).H 0 1898.80475 1.0 0.0 NA 849.8976 1.13201 NA NA 0 21 -0.454
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Fragment lon View

Project name: 2224001

Sample name: HPP_CSnaives_Tampon_Lyse_Slot1_11_1_4632
Created date: 2022-06-16 17:30:20.0

Search name:

Activation type: CID

Protein: PODJDO

Low Quality

Peptide sequence: -.M(15.994915)NVM(15.994915)GFNTDR.L
Scan number: 4556

Calculated M+H: 1216.5085

Measured M+H: 1216.5121

Charge state: 2

File name: 0e085448-f297-46bb-9d2a-30bd2c0d9586_1655400612
search type: light

lons: MNV MGFNTDR, MH+ 1216.5085, m/z 608.7579
a0 Oz O3 File: 0e085448-1297-46bb-9d2a-30bd2c0d9586_1655400612, Scan: 4556, Precursor m/z: 608.7597, Charge: 2 vl
b &1 2 3 262.0856 | 2 9 | 1069.4731
. ::::’ :::; :::g’ 361.1540 | 3 55,4302
x (D1~ O2° O3 G
v @1 - O3 . Q 508.1894 | 4 856.3618
z(r* (2 (3° 565.2109 | 5 709.3264
[Deselect All]
712.2793 | 6 652.3049
Neutral Loss: 90%
D H;0 (o) - 8263222 | 7 505.2365
O NH; (%) 927.36%9 | 8 391.1936
LI HsPO, (%) 1042.3968 | 9 290.1459
[ Precursor (#) 725
[ Precursor with + 10 175.1190
reduced charges b4 [Cck] to move table
‘ Mass Type: Static Modifications:
@Mon)opgA . C: 57.02146
s 54% Variable Modifications:

Mass Tol: M: 15.994915
Opalton ®PPM

Update ] 36%
Peak Assignment:
@Most Intense
ONearest Match )
[CPeak Detect 18%
[CPrecursor Removal - +

i 2 =

Peak Labels: ‘ ‘
®lonOm/z 0 I | l | |
ONone - 200 400 600 800 1000 1200 1400 1600
Width: 750 ) . M M ;
e Click and drag in the plot to zoom X:8 Y:(J [CJEnable tooltip
Height: éSO

Show FullScreen

Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured miz Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons SP

1 -.M(15.994915)NVM(15.994915)GFNTDR.L 0 1216.50851 0.0 0.4447 0.0096 608.7597 0.89008 0.8887 NA 3 18 13.57
2 K.(42.010565)EGWK(42.010565)CHCR.N 0 1216.49861 0.1536 0.3764 0.0 608.7597 0.89008 0.9129 NA 2 14 11.458
3 R.SM(15.994915)RNESM(15.994915)SSR.L 0 1216.50447 0.2721 0.3237 0.0018 608.7597 0.89008 0.8959 NA 4 16 9.829
4 RAYGAMTCTDGK(42.010565).L 0 1216.49727 0.6895 0.1381 0.0 608.7597 0.89008 0.9123 NA 3 18 4.09



Fragment lon View

Project name: 2224001

Sample name: HPP_CSnaives_Tampon_Lyse_Slot1_11_1_4632
Created date: 2022-06-16 17:30:20.0

Search name:

Activation type: CID

Peptide sequence: R.ERLELYDEHVSSR.S

Scan number: 127401

Calculated M+H: 1632.7976

Measured M+H: 1632.816

Charge state: 2

File name: 0e085448-f297-46bb-9d2a-30bd2c0d9586_1655400612
search type: light

Protein:

MediliftiQuality

lons: ERLELYDEHVSSR, MH+ 1632.7976, m/z 816.9025
a2 O3 File: 0085448-f297-46bb-9d2a-30bd2c0d9586_1655400612, Scan: 127401, Precursor m/z: 816.9117, Charge: 2 130.049 |8 £
b &1 C2° (3 o i 12 | 1503.7550
c U027 (B3 399.2350 | 3 11 | 1247.6539
x (Ot Oz O3 17%
v @12 - Q 4 10 | 1234.5699
z(O1* 2 (3 5 9 | 1105.5273
[Deselect Allj ]
102% 804.4250 3 8 | 992.4432
Neutral Loss:
O H,0 (o) o I 7 | 829.37%%
[CINHy %) 88% 1048.4946 | 8 6 | 714.3529
U HsPO, (%) 1185.5535 | 9 B 585.210
[ Precursor (#)
[ Precursor with 73% 1284.6219 | 10 4 | 4482514
i reduced charges 1371.6539 [ 11 3 [ 349.1830
gﬁss Type: 1458.6859 | 12 2 | 262.1510
Jit OA .
ono VE 58% 13 1| 175.1190
Mass Tol: 2 [CBck] to move table
Opalton @PPH - o Static Modifications:
r—— C: 57.02146
|Update |
Peak Assignment: )
@Most Intense 29%
ONearest Match P 3
[Creak Detect 2 §
[OPrecursor Removal | 15%| . +
o~
Peak Labels: o g R
®@lonOm/z 0% J i I 2
ONone 200 400 600 800 1000 1200 1400 1600
Width: 750 P )
]=C Click and drag in the plot to zoom X:8 Y:(J [ Zoom Out | [ Print | CJEnable tooltip
Height: éSO
Show FullScreen
Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured miz Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons SP
1 R.ERLELYDEHVSSR.S 0 1632.79758 0.0 0.39 0.9119 816.9117 1.09206 1.0534 NA 6 18 14.387
24 R.(42.010565)VGADVTFFK(42.010565)QATHK.L 0 1632.83803 0.1098 0.3472 0.0 816.9117 1.09206 1.1453 NA 4 18 12.793
3 K.LEVGADNLSIEESTR.S 0 1632.80749 0.1601 0.3276 0.665 816.9117 1.09206 1.0479 NA 3 22 12.062
4 R.(42.010565)SLTLTKM(15.994915)NTHICR.A 0 1632.81959 0.2352 0.2983 0.0047 816.9117 1.09206 1.1031 NA 5 19 10.972



Fragment lon View

Project name: 2224001 P t i . 043345
Sample name: HPP_CSnaives_Trypsine_Slot1_10_1_4830 ro el n L]

Created date: 2022-06-16 18:18:54.0

——
Search name: [ ] [ ]

Activation type: CID

Peptide sequence: KWSSTLSYHK.K ‘ I u | I l u a I y

Scan number: 14848

Calculated M+H: 1108.5421

Measured M+H: 1108.5559

Charge state: 2

File name: a754afeo-1bf2-4f73-ae8d-d8685dcfd099_1655403527
search type: light

lons: WSSTLSYHK, MH+ 1108.5422, m/z 554.7747

a0 2 (O3* File: a754afec- 1bf2-4f7a-aeld-d6685dcfd099_1655403527, Scan: 14846, Precursor m/z: 554.7816, Charge: 2
b 81 C2° 3° 274.1186 | 2
cO+2: O

187.0866 | 1

361.1506 | 3 08

6 | 748.3988

113% -
y @1 - (3° S Q 462.1983

z[Ch* e 3
[Desslect Al
Neutral Loss:
O H;0 (o)
CINH; (%) 8
O H,PO, (%)
Precursor (#)
[JJ Precursor with
reduced charges

575.2824

647

511

4 | 534.2671

94% 3 | 447.2350

Alz|<|w|r]|d4fn]|n]|Z
n

1| 147.1128

75%

Tcu] e
Static Modifications:
C: 57.02146

Mass Type:
©I~',ono & JAvg 57%
Mass Tol:
Onbalton @PPM

(update) 38%
Peak Assignment:
@Most Intense
ONearest Match
[_JPeak Detect
[_JPrecursor Removal

[M+2H]

y8+

y7+

19%

Peak Labets:
®@lonOm/z 0%
ONone 200 400

2

& + X

1 o

| 1 il
600

—bB+

200 1000 1200 1400 1600
Width:- 730 click and drag in the plot to zoom X:8 Y- (Zoom Out] (Print] (CEnable tooitip

Height: éSO

Precursor Neutral Losses
554.7791 [M+2H]

Show FullScreen

Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured m/z Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons SP
1 KWSSTLSYHK.K 0 1108.54217 0.0 0.2989 0.3293 554.7816 0.89762 0.8714 NA 7 16 33.732
2 K.WMADK(42.010565)LFR.A 0 1108.5608 0.2848 0.2535 0.0 554.7816 0.89762 0.9185 4 14 21.288

3 K.SVSENETSKK.N 0 1108.54802 0.828 0.08s¢ 0.8217 554.7816 0.89762 0.861 5.699

£ 5 3

4 K.SWNNSLLM(15.984915)K.1 0 1108.54555 0.9624 0.015 0.6716 554.7816 0.89762 0.8628 3 14 1.147
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Fragment lon View

Project name: 2224001

Sample name: HPP_CSnaives_Trypsine_Slot1_10_1_4620
Created date: 2022-06-16 18:18:54.0

Search name:

Activation type: CID

Peptide sequence: K MVVCK(42.010565)HWLR.G

Scan number: 104991

Calculated M+H: 1270.6547

Measured M+H: 1270.6668

Charge state: 2

File name: a754afeo-1bf2-4f7a-ae8d-d8685dcfd099_16855403527
search type: light

Protein: AGNMK7

Medium Quality

lons: MVVCKHWLR, MH+ 1270.6547, m/z 635.8310
EY I I File: a754afec-1bf2-4f7a-ae8d-d6685dcfd099_1655403527, Scan: 104991, Precursor m/z: 635.837, Charge: 2
= 234.1162
330.1846
= 12% =~ || 490.2152
= = Q
z [ e (3° 660.3208 781.4468
[Deselect All]
11.3412
Neutral Loss:
[ H;0 (o) 9% 983.4550 474.2823
CINH; (%) 1096.5430 288.2030
O H,PO, (%) 175.1150
() Precursor (#)
= 1Q5] to moe tatie
o ! Static Modifications:
67%) C: 57.02146
Variable Modifications:
K: 42.010565
+
. N
Obalton @PPM 45% *»
( Ugate]
Peak Assignment:
@Most Intense + té
earest Match 2% a
[_IPeak Detect
[CJPrecursor Removal +
: 3 @
Peak Labels: >
®lonOm/z 0% |
ONone 200 400 600 200 1000 1200 1400 1600
MSS click and drag in the plot to zoom X:88 Y:[J (Zoom Out) (Print) (JJEnable tooltip
Height: 450
L
Show FullScreen
Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured m/z Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons SP
1 K.MVVCK(42.010565)HWLR.G 0 1270.65471 0.0 0.2428 0.0228 635.837 0.99199 0.9847 NA 5 14 38.256
2 R.QLRVSHGCVSK.I 0 1270.66845 0.2888 0.1487 0.5223 635.837 0.899189 0.8425 NA 4 17 22.184
3 R.QNQREAHFIK.R 0 1270.66509 1.0 0.0 0.4881 635.837 0.99199 0.9412 NA 1 15 0.117
4 R.LQHEM(15.994915)ELKAR.L 0 1270.6572 1.0 0.0 NA 635.837 0.99199 NA NA 1 15 0.117
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Fragment lon View

Project name: 2224001
Sample name: 364_C_HPP_SCT_TamponLyse_Slot1_10_1_4751
Created date: 2022-06-16 16:12:07.0

e Protein: AOA087X0M5

——
[ ]
Peptide sequence: K.FMVYLQKENIDESGMPK.E L
Scan number: 97332 O W l l a I y
Calculated M+H: 2142.061
Measured M+H: 2142.0664

Charge state: 2

File name: ff00a868-2948-43ed-b802-aecc062f797_1655395920
search type: light

lons: FMVYLQKENIIDESGMPK, MH+ 2142.0610, m/z 1071.5341
a1+ D2 O3 File: ff00a868-2948-43ed-b802-aecc062f79f7_1655395920, Scan: 97332, Precursor m/z: 1071.5369, Charge: 2 148.0757 [ i
b @12 (3 279.1162 | 2 17 | 1994.992¢
c ULl 378.1846 | 3 16 | 1863.9521
x Ot Oz O3 1%
v @12 (3 - Q 541.2479 | 4 15 | 1764.8837
z(O1* (2 (3" 654.3320 | 5 14 | 1601.8203
[Deselect Al .
97% 82.3906 K3 13 | 1488.7363
Neutral Loss:
O H;0 (o) 910.4855 | 7 12 | 1360.6777
CINHy %) a3 039.5281 [ 11 | 1232.5827
[ HsPO4 (%)
! 1153.5710 | 9 10 [ 1103.5401
Precursor (#) ;:
[ Precursor with 695 3 10 9 | s89.497m2
reduced charges =3 11 s
gass Typg 1494.7661 | 12 7/
Mono OA v
i 55% 1623.8087 |13 6 | e48.3021
Mass Tol:
1710.8407 | 14 5 | 519.2595
Opalton ®PPM
42% 1767.8622 |15 4 | 432.2275
i & 1898.9027 | 16 3 | 375.2061
Peak Assignment: = 1995.9554 |17 2 | 244.165
@Most Intense 28% . -
ONearest Match 18 1] 1471128
[CPeak Detect + [CBck] to move table
[DPrecursor Removal 14% + + - Static Modifications:
i -4 \ e o C: 57.02146
Peak Labels: I + o |
@®lonOm/z 0% . Ly MIVIIPRIYITYA o DT TITIr S B ‘31 ) l .
ONone ) 200 400 600 800 1000 1200 1400
Width: 750 ) ) — — )
—_— Click and drag in the plot to zoom X:8 Y:(J (Zoom Out | [Print| (CEnable tooltip
Height: éSO
Precursor Neutral Losses
1071.5322 [M=2H]
Show FullScreen
Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured miz Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons sP
1 K.FMVYLQKENIDESGMPK.E 0 2142.06094 0.0 1.2034 0.0014 1071.5369 1.24594 1.2762 NA 6 25 41.772
2 K. PSMSPQAKIAQQIAANMADK(42.010565).D0 0 2142.06818 0.6269 0.449 0.0081 1071.5369 1.24594 1.2655 NA D 26 15.45
3 R.VDPWYQSNVNTLCPAIHK.L 0 2142.04367 0.7693 02776 0.2313 1071.5369 1.24594 1.2372 NA 3 24 9.471
4 R.(42.010565)DAIEELYLETQVDVHK(42.010565)R.G 0 2142.07129 0.8474 0.1836 0.0 1071.5369 1.24594 1.2984 NA 2 23 6.189
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Peptide sequence: K. ELSMK(42.010565)IYFS.-

Scan number: 151347

Calculated M+H: 1159.5703

Measured M+H: 1159.5876
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File name: 1d8bf02c-82b5-452c-86ec-e1db3ee79c5f_1655398469
search type: light

lons: ELSMKIYFS, MH+ 1159.5704, m/z 1159.5704 F
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Rank By Corer Sequence Rank By Sp Calculated Mass DeltaCN XCorr TIMScore Measured m/z Measured 1/K0 Predicted 1/K0 Corrected 1/K0 Matched lons Expected lons SP
1 K.ELSMK(42.010565)IYFS.- 0 1159.57035 0.0 0.7881 NA 1159.5876 1.40785 NA NA 5 14 12.047
2 K.SNTSK(42.010565)PNTVK(42.010565).S 0 1159.59533 0.2788 0.5683 NA 1159.5876 1.40785 NA NA 4 17 8.609
3 R.PLYDPDANVR.G 0 1159.5742 0.3794 0.4891 NA 1159.5876 1.40785 NA NA 6 17 7.369
4 R.PISKCQAEARR 0 1159.5888 0.4162 0.4 NA 1159.5876 1.40785 NA NA 6 173 6.914



