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New Pivot Focusing on Proteins with Max Detection Q value
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Sequence: AIGPHDVLATLLNNLK, Points across peak = 32; y6 ion selected

Targets S| irw raa 2 Vv cus an Viicw ois a0 Voice cis oe Vrace s nn Vi cus on Ve oia c1 Vicw o co Vi cus oo | A | Library Match L3
Replicates: HEK_DIA_A1 Document Grid: MSstats Input + PAP IE‘
1/Bogrosys iRT Views v [+ [4 4 | 79013 of955679 | b i 23 Export.. | Find:
-2 99 LGGNEQVTR -l 11X |82 brport i
-] Peptide Modied Precursor Product Isotope Label Detection @ Foints Across |~
@ 9% YILAGVENSK P
. ‘é‘% HhevEnsk Protein Name gty Choese Fragmet lon G T Condtion BioReplicate File Mame Area Standard Type  Truncated L= o
. SpIOTE5IUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 ¥ 1 light VarWin -2 HEK_DIA_AZmz... | 272375 - Fake 0.0000 2%
3 ¥ GTRIDPAAVIR
2 ﬁ GAGSSEPVTGLDAK spi075533SFIBT_HUMAN AIGPHDVLATLLNHLK 3 ¥6 1 light Vartin -3 HEK_DIA_A3mz... |463558 ~ |False 0.0000 23
:&3 EEXITSF%G‘E%F,‘RK spIOTEEINUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 ¥6 1 light VarWin_60m |1 HEK_DIA_B1mz | 135832 - Fakse 0.0000 10 D
: m
@ 99 TPVITGAPYEYR SpIOTEEIASFIBT_HUMAN AIGPHDVLATLLNNLK 3 V6 1 light Varlin 60m_ |2 HEK_DIA BZmz_ | 2120238 ~ | Fase 0.0000 3
@ ¥} DGLDAASYYAPVR spl075533(SF3B1_HUMAN AIGPHDVLATLLNNLK 3 ¥& 1 light VarWin_60m... = |3 HEK_DIA BZmz... | 1909461 - Fake 0.0000 Ell
92 ADVTPADFSEWSK
-
__%: LFLGFGAGGSPFLK SpIO7EEIUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 ¥ 1 light VarWin_long = |1 HEK_DIA_Clmz... | 2975962 - Fake 0.0000 Ell
% splADAD75B75SPALAE_HUMAN spIOTEEIUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 & 1 light VarWin_long HEK_DIA_CZmz... | B40830 False 0.0000 28
% splADADIELPSSCREL_ HUMAN R A :
%, SpIADADBAIZAZIPALAC_HUMAN b —
% splADADBAIZFOPIOST HUMAN spIOTEEIASFIBT_HUMAN AIGPHDVLATLLNNLK 3 V& 1 light VarWin HEK_DIA Almz | 2899811 Falss 0.0000 3
:& splADADUTRRESINBDY_HUMAN spl075533ISF3B1_HUMAN AIGPHDVLATLLNNLK 3 ¥5 1 light VarWin -2 HEK_DIA_AZmz... | 954076 - |False 0.0000 2%
% spIADAVIEREMAT_HUMAN
% ADAVFIFTSE AUMAN SpIO7EEIUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 ¥5 1 light VarWin -3 HEK DIA_AZmz... | 1545961 - Fake 0.0000 £
%, spIADAVKEIEZFE_HUMAN SpIOTE5IUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 ¥5 1 light VarWin_60m... = |1 HEK_DIA_B1mz.. | 483166 - Fake 0.0000 10 2 £8
% .
= wﬂgﬁg&gﬂg‘g&‘mr‘ spI07E5IUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 ¥5 1 light VarlWin_60m.. - |2 HEK_DIA_B2mz... | 7210697 - | False 0.0000 %
'r: :IA[ULTZIMEDB:HUMAN SpIOTEEIASFIBT_HUMAN AIGPHDVLATLLNNLK 3 V5 1 light Varlin_60m |3 HEK_DIA_B3mz | 6298435 ~ | Fase 0.0000 31
% splADJNWSIUHIBL_HUMAN spIOTEEIASFIBT_HUMAN AIGPHDVLATLLNNLK 3 ¥ 1 light VarWin long = | 1 HEK_DIA Clmz | 3627177 - Fakse 0.0000 31
%
.,: ”mgrﬁvﬁ;gf:ﬁmx SHIO75533SF3BT_HUMAN AIGPHDVLATLLNNLK 3 ¥5 1 light VarWin long = |2 HEK_DIA_C2.mz... | 2835840 - | False 00000 3
Eul |
%, spIADPKDOT120B_HUMAN splO7553SF3BT_HUMAN AIGPHDVLATLLNNLK 3 ¥5 1 light VarWin_long = |3 HEK_DIA_C3mz... | 6041270 = | False 0.0000 32
:& SPIATASSERHG10_HUMAN spi075533SFIBT_HUMAN AIGPHDVLATLLNHLK 3 ¥4 1 light Vartin -1 HEK_DIA_A1mz... 1886233 ~ |False 0.0000 2
% spIATLIZMEX3A_HUMAN
% epALOTOILVEL_HUMAN spIOTEEINUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 ¥ 1 light VarWlin -2 HEK_DIA_AZmz | 608152 - Fakse 0.0000 2%
%, splATLT70CAZ26_HUMAN SpIOTEEIASFIBT_HUMAN AIGPHDVLATLLNNLK 3 v 1 light VarWiin -3 HEK_DIA_A3mz_ | 1000463 ~ | Fase 0.0000 7
:‘ wmgﬁgggg—:ﬂmz spl075533/SF3B1_HUMAN AIGPHDVLATLLNNLK 3 ¥4 1 light VarWin_80m . = |1 HEK_DIA Blmz | 286772 - Fakse 0.0000 10
Q:WNHP,PSL_‘HUMAN SpIO7EEIUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 4 1 light VarWin &0m.. = |2 HEK_DIA BZmz... | 4585701 - Fake 0.0000 2%
% sp/AZRRDBIZNI20_HUMAN spIOTEEIUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 vi 1 light Varlin_60m.. - |3 HEK_DIA_Bmz... | 4076204 - Fake 0.0000 El
(A
,: :%E{HF“”E"S—”H”U":::'N <pI0T5533SFIBT_HUMAN AIGPHDVLATLLNNLK 3 v 1 ight Varlin Jong - |1 HEK_DIA C1mz... | 6139607 - | False 0.0000 31
%, spIAZRUASHYKK_HUMAN SpIOTEEIASFIBT_HUMAN AIGPHDVLATLLNNLK 3 ¥ 1 light VarWiin_long |2 HEK_DIA_CZmz | 1783774 ~ | Fase 0.0000 2
:& splAZRUBTIF234B_HUMAN spl075533ISF3B1_HUMAN AIGPHDVLATLLNNLK 3 ¥4 1 light VarWin_long  ~ |3 HEK_DIA_C3mz... | 3891336 - |False 0.0000 32
% sAZVDFOFLCHM_HUMAN SpIO7EEIUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 b7 1 light VarWin -1 HEK_DIA_Almz.. | 2061156 - Fake 0.0000 2
'EZ"JO'B' Histogram SpOT553USFIBT_HUMAN AIGPHDVLATLLNNLK 3 b7 1 light Varitin -2 HEK_DIA_AZmz... | 697677 - | Faise 0.0000 2
g‘;m;fge-wmn_ 5 spI07E5IUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 b7 1 light VarWin -3 HEK_DIA_AZmz... | 1170916 - Fake 0.0000 2
’ spIOTEEINUSFIBT_HUMAN AIGPHDVLATLLNNLK 3 b7 1 light VarWin_60m |1 HEK_DIA_B1mz | 395636 - Fakse 0.0000 10 -
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Sequence: AIGPHDVLATLLNNLK, Points across peak = 32; y6 ion selected

Targets

Replicates:

<

HEK_DIA_C3
R.DTPGHGSGWAETPR.T [301, 314]
R.TDRGGDSIGETPTPGASK R [315. 332] (missed 1)
R.TDRGGDSIGETPTPGASKR.K [315, 333] fmissed 2)
R.GGDSIGETPTPGASKR K [318. 333] fmissed 1)
K SRWDETPASGMGGSTPVLTPGK T [335, 356] (missed 1)
K SRWDETPASQMGGSTPVLTPGKT [335, 356] (missed 1)
RWDETPASQMGGSTPVLTPGK. T [337, 356]
R.NRPLSDEELDAMFPEGYK.V [395, 412)
R NRPLSDEELDAMFPEGYK V/ (395, 412]
K VLPFPAGYVFIR T [413, 424]
R KLTATPTPLGGMTGFHMQTEDR.T [425, 450] fmissed 1)
R KLTATPTPLGGMTGFHMQTEDR. T [428, 450] {missed 1)
R KLTATPTPLGGMTGFHMATEDR T [428, 450] (missed 1}
K LTATPTPLGGMTGFHMQTEDR. T [430, 450]
K LTATPTPLGGMTGFHMQTEDR. T [430. 450]
K LTATPTPLGGMTGFHMQTEDR. T [430, 450]
K SVNDQPSGNLPFLKPDDIQYFDK L [454, 476]
K LLVDVDESTLSPEEQK.E [477. 492)
K LLVDVDESTLSPEEQKER K [477, 494] fmissed 1)
K AREFGAGPLFNGILPLLMSPTLEDQER H [522, 548] (missed 1)
R.EFGAGPLFNGILPLLMSPTLEDQER H [524, 548]
R EFGAGPLFNGILPLLMSFTLEDQER H [524, 548]
R SLVEIIEHGLVDEQQK V [684, 639]
R EFQSPDEEMK K [775, 784]
R EFQSPDEEMKK I [775, 785] fmissed 1)
R EFQSPDEEMKK | [775, 785] {missad 1)
K QCCGTDGVEANYIK.T [753, 806]
RQLVDTTVELANK.V [831, 842]
K VGAAEIISR.I [843, 851]
R.IVDDLKDEAEGYR K [852. 864] (missed 1)
R.VKPYLPQICGTVLWR L [924, 938]
K VRQQAADLISR.T [946, 956] (missed 1)
R.QQAADLISR.T [348, 956]
K MTPPIKDLLPR.L [1008, 1018] fmissed 1)
R.RATVNTFGYIAK A [1074, 1025] fmissed 1)
R ATVNTFGYIAK A [1075, 1085]
K AIGPHDVLATLLNNLKV [1086, 1101]
K AIGPHDVLATLLNNLKVGER Q [1086, 1105] frissed 1)
R MLQYCLOGLFHPAR K [1245, 1258]
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Sequence: LQTSSVLVSGLR, Points Across Peak = 32; y5-ion selected

Targets
Replicates: HEK_DIA_C3 -
% splP21964[COMT_HUMAN S
%, spIP22033MUTA_HUMAN
% splP2205305BF 1_HUMAN
%, splP22061IPIMT_HUMAN
splP22087IFBRL_HUMAN
splP22090IRS4Y 1_HUMAN
splP22102PUR2_HUMAN
splP22234IPURG_HUMAN
splP22307INLTP_HUMAN I
splP223141UBAT_HUMAN
R RVSGPDPKPGSNCSPAQSVLSEVPSVPTNGMAKN [10, 4
K NGSEADIDEGLYSR G [43, 56]
RGLYVLGHEAMK.R [57, 67]
RGLYVLGHEAMKR L [57. 68] {missed 1)
RGLYVLGHEAMKR L [57. 68] missed 1)
K.RLGTSSVLVSGLR.G [68, 80] (missed 1)
R.LQ LR.G [E9, 80]
K AVTLHDQGTAQWADLSSQFYLR E [97. 118]
K AVTLHDQGTAQWADLSSQFYLREEDIGK N [37, 124] fmist
K DNPGVVTCLDEAR H [226, 238]
K.VLGPYTFSICOTSNFSDYIR.G [268, 287)
RGGIVSQVKVPK K [288, 298] fmissed 1)
K.SLVASLAEPDFVWTDFAK.F [304, 321]
R.NEEDAAELVALAGAVNAR.A [350, 367]
R.ALPAVQQNNLDEDLIR.K [368, 383]
R ALPAVQQNNLDEDLIRK L [368, 384] (missed 1)
R KLAYVAAGDLAPINAFIGGLAAGEVMK A [384, 410] fmissel
R KLAYVAAGDLAPINAFIGGLAAGEVMK A [384, 410] misss
K.LAYVAAGDLAPINAFIGGLAAGEVMEK A 385, 410]
K LAYVAAGDLAPINAFIGGLAAGEVMK.A [385, 410]
RGNRYDGQVAVFGSDLQEK L [447, 464] fmissed 1)
R.YDGQVAVFGSOLQEK L [450, 464]
K.QKYFLVGAGAIGCELLK.N [468, 484] {missed 1)
K YFLVGAGAIGCELLK N [470, 484]
R GFLFRPWOVTK L [515, 525]
K LKSDTAAAAVR.Q [526, 536] fmissed 1)
R.IYDDDFFGNLDGVANALDNVDAR.M [558, 580]
RKPLLESGTLGTK.G [592. 603]
| - K.GNVQVVIPFLTESYSSSQDPPEK.S [G‘rM 526] ~
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