
Normal pH Analysis

Sequence Modifications
IPI:IPI00113149.1|SWISS-PROT:P61264|TREMBL:A2RSB4|ENSEMBL:ENSMUSP00000033076|REFSEQ:NP_077725 Tax_Id=10090 Gene_Symbol=Stx1b2 Syntaxin-1B10(R)SAKDsDDEEEVVHVDR(D) Phospho (+80)
IPI:IPI00113149.1|SWISS-PROT:P61264|TREMBL:A2RSB4|ENSEMBL:ENSMUSP00000033076|REFSEQ:NP_077725 Tax_Id=10090 Gene_Symbol=Stx1b2 Syntaxin-1B17(R)SAKDsDDEEEVVHVDR(D) Phospho (+80)
IPI:IPI00113149.1|SWISS-PROT:P61264|TREMBL:A2RSB4|ENSEMBL:ENSMUSP00000033076|REFSEQ:NP_077725 Tax_Id=10090 Gene_Symbol=Stx1b2 Syntaxin-1B33(K)DsDDEEEVVHVDR(D) Phospho (+80)

IPI:IPI00113584.2|TREMBL:A2A5Y9|ENSEMBL:ENSMUSP00000018555|VEGA:OTTMUSP00000003079 Tax_Id=10091 Gene_Symbol=Mapt Microtubule-associated protein tau(K)TDHGAEIVYKsPVVsGDTsPR(H) Phospho (+80), Phospho (+80), Phospho (+80)

IPI:IPI00117811.2|SWISS-PROT:O54774|TREMBL:Q05CQ3;Q3U1P6;Q3U237;Q3UR54;Q80T04;Q80UA6;Q8CGH7|ENSEMBL:ENSMUSP00000020420|REFSEQ:NP_031486 Tax_Id=10090 Gene_Symbol=Ap3d1 AP-3 complex subunit delta-2(R)HSSLPTEsDEDIAPAQR(V) Phospho (+80)
IPI:IPI00118075.1|SWISS-PROT:P20357|TREMBL:Q3URJ7|ENSEMBL:ENSMUSP00000024639|VEGA:OTTMUSP00000017690 Tax_Id=10090 Gene_Symbol=Mtap2 Microtubule-associated protein 2(K)DGsPDAPAtPEKEEVAFSEYK(T) Phospho (+80), Phospho (+80)
IPI:IPI00118075.1|SWISS-PROT:P20357|TREMBL:Q3URJ7|ENSEMBL:ENSMUSP00000024639|VEGA:OTTMUSP00000017690 Tax_Id=10090 Gene_Symbol=Mtap2 Microtubule-associated protein 2(K)ASQPSPPAQEAGYSTLAQSYTPGHPSELPEEPSsPQER(M)Phospho (+80)

IPI:IPI00118075.1|SWISS-PROT:P20357|TREMBL:Q3URJ7|ENSEMBL:ENSMUSP00000024639|VEGA:OTTMUSP00000017690 Tax_Id=10090 Gene_Symbol=Mtap2 Microtubule-associated protein 2(K)SGTSTPTTPGSTAITPGtPPSYSSR(T) Phospho (+80)
IPI:IPI00118075.1|SWISS-PROT:P20357|TREMBL:Q3URJ7|ENSEMBL:ENSMUSP00000024639|VEGA:OTTMUSP00000017690 Tax_Id=10090 Gene_Symbol=Mtap2 Microtubule-associated protein 2(R)VDHGAEIITQsPSR(S) Phospho (+80)
IPI:IPI00118143.1|SWISS-PROT:Q60598|ENSEMBL:ENSMUSP00000033402 Tax_Id=10091 Gene_Symbol=Cttn Src substrate cortactin(K)KQtPPASPSPQPIEDRPPSSPIYEDAAPFK(A) Phospho (+80)
IPI:IPI00119067.3|SWISS-PROT:Q7TQD2|TREMBL:Q3URG1|ENSEMBL:ENSMUSP00000022057|REFSEQ:NP_878259 Tax_Id=10090 Gene_Symbol=2900041A09Rik Tubulin polymerization-promoting protein(K)RLsLESEGANEGATAAPELSALEEAFR(R) Phospho (+80)
IPI:IPI00119067.3|SWISS-PROT:Q7TQD2|TREMBL:Q3URG1|ENSEMBL:ENSMUSP00000022057|REFSEQ:NP_878259 Tax_Id=10090 Gene_Symbol=2900041A10Rik Tubulin polymerization-promoting protein(K)RLsLESEGANEGATAAPELSALEEAFR(R) Phospho (+80)

IPI:IPI00119618.1|SWISS-PROT:P35564|TREMBL:Q3TXE5;Q5SUC3|ENSEMBL:ENSMUSP00000020637|REFSEQ:NP_031623|VEGA:OTTMUSP00000005744 Tax_Id=10090 Gene_Symbol=Canx Calnexin precursor(K)AEEDEILNRsPR(N) Phospho (+80)

IPI:IPI00122069.1|SWISS-PROT:P63318|TREMBL:Q2NKI4;Q3UN66;Q64493|REFSEQ:NP_035232 Tax_Id=10091 Gene_Symbol=Prkcc Protein kinase C gamma type(R)AAPALtPPDR(L) Phospho (+80)
IPI:IPI00122174.4|ENSEMBL:ENSMUSP00000092849|REFSEQ:XP_930049;XP_979380 Tax_Id=10090 Gene_Symbol=Safb similar to Scaffold attachment factor B (Scaffold attachment factor B1) (SAF-B) isoform 19(R)APTAALsPEPQDSK(E) Phospho (+80)
IPI:IPI00122826.1|SWISS-PROT:Q9JKC6|ENSEMBL:ENSMUSP00000081476|REFSEQ:NP_067291 Tax_Id=10090 Gene_Symbol=Cend1 Cell cycle exit and neuronal differentiation protein 2(K)PAPTVPAAPsSPDATSEPK(G) Phospho (+80)

Supplementary Table 1. Lists of Phosphopeptides Identified in the RPLC-MS/MS Analyses under Two Different pH Conditions. The two best tandem mass 
spectrometry database search results under each pH condition were combined to generate a list. 

* Sequest searches were peformed using Sorcerer Solo against a forward and reverse combined database of IPI Mouse database (V.3.28) and differential modification 
search options for phosphorylation and methionine oxidation was used. Scaffold(V.1.6) was used to filter the search results with the requirements of fully tryptic digest 
ends; 2.0 for singly charged and doubly charged, 3.0 for triply charged, 0 for delta Cn. Lastly, manual validation was followed to confirm the identification results. The 
presence of phosphoric acid neutral loss ions as a major peak and matching major peaks to b- and y-series ions were the criteria used for manual validation.

**Phosphorylation sites are denoted by using small fonts. The number of phosphopeptides per protein and the number of phosphorylation sites per peptide are 
separately calculated and included in the list.(last two columns)



IPI:IPI00127713.1|SWISS-PROT:Q9R0K7|TREMBL:Q3UHH0;Q3UHJ3|ENSEMBL:ENSMUSP00000086398;ENSMUSP00000098605;ENSMUSP00000098606|REFSEQ:NP_001031761;NP_033853|VEGA:OTTMUSP00000020491;OTTMUSP00000020494 Tax_Id=10090 Gene_Symbol=Atp2b3 Plasma membrane calcium-tran(K)SATSSSPGsPIHSLETSL(-) Phospho (+80)

IPI:IPI00128973.1|SWISS-PROT:P06837|ENSEMBL:ENSMUSP00000058154;ENSMUSP00000099881|REFSEQ:NP_032109|VEGA:OTTMUSP00000017444 Tax_Id=10090 Gene_Symbol=Gap43 Neuromodulin(K)QADVPAAVTDAAATtPAAEDAATK(A) Phospho (+80)
IPI:IPI00128973.1|SWISS-PROT:P06837|ENSEMBL:ENSMUSP00000058154;ENSMUSP00000099881|REFSEQ:NP_032109|VEGA:OTTMUSP00000017444 Tax_Id=10090 Gene_Symbol=Gap46 Neuromodulin(K)EGDGSATTDAAPAtSPKAEEPSK(A) Phospho (+80)
IPI:IPI00128973.1|SWISS-PROT:P06837|ENSEMBL:ENSMUSP00000058154;ENSMUSP00000099881|REFSEQ:NP_032109|VEGA:OTTMUSP00000017444 Tax_Id=10090 Gene_Symbol=Gap44 Neuromodulin(K)EGDGSATTDAAPATsPKAEEPSKAGDAPSEEK(K) Phospho (+80)
IPI:IPI00128973.1|SWISS-PROT:P06837|ENSEMBL:ENSMUSP00000058154;ENSMUSP00000099881|REFSEQ:NP_032109|VEGA:OTTMUSP00000017444 Tax_Id=10090 Gene_Symbol=Gap45 Neuromodulin(K)QADVPAAVTDAAATtPAAEDAATK(A) Phospho (+80)

IPI:IPI00130920.1|SWISS-PROT:P14873|TREMBL:A0PJ96;Q3TYV8;Q3TZM8;Q3UF78;Q3UPV4;Q8CAI9;Q8CFR9|ENSEMBL:ENSMUSP00000068374|REFSEQ:NP_032660 Tax_Id=10090 Gene_Symbol=Mtap1b Microtubule-associated protein 1B(K)LGGDVsPTQIDVSQFGSFK(E) Phospho (+80)
IPI:IPI00130920.1|SWISS-PROT:P14873|TREMBL:A0PJ96;Q3TYV8;Q3TZM8;Q3UF78;Q3UPV4;Q8CAI9;Q8CFR9|ENSEMBL:ENSMUSP00000068374|REFSEQ:NP_032660 Tax_Id=10090 Gene_Symbol=Mtap1b Microtubule-associated protein 1B(R)sPPLLGSESPYEDFLSADSK(V) Phospho (+80)
IPI:IPI00130920.1|SWISS-PROT:P14873|TREMBL:A0PJ96;Q3TYV8;Q3TZM8;Q3UF78;Q3UPV4;Q8CAI9;Q8CFR9|ENSEMBL:ENSMUSP00000068374|REFSEQ:NP_032660 Tax_Id=10090 Gene_Symbol=Mtap1b Microtubule-associated protein 1B(R)SVSPGVTQAVVEEHcAsPEEK(T) Carbamidomethyl (+57), Phospho (+80)

IPI:IPI00130920.1|SWISS-PROT:P14873|TREMBL:A0PJ96;Q3TYV8;Q3TZM8;Q3UF78;Q3UPV4;Q8CAI9;Q8CFR9|ENSEMBL:ENSMUSP00000068374|REFSEQ:NP_032660 Tax_Id=10090 Gene_Symbol=Mtap1b Microtubule-associated protein 2B(K)AEtEEAEEPEEDGEDNAsGsASK(H) Phospho (+80), Phospho (+80), Phospho (+80)
IPI:IPI00130920.1|SWISS-PROT:P14873|TREMBL:A0PJ96;Q3TYV8;Q3TZM8;Q3UF78;Q3UPV4;Q8CAI9;Q8CFR9|ENSEMBL:ENSMUSP00000068374|REFSEQ:NP_032660 Tax_Id=10090 Gene_Symbol=Mtap1b Microtubule-associated protein 3B(K)GEAEQsEEEGEEEDKAEDAR(E) Phospho (+80)
IPI:IPI00131618.1|SWISS-PROT:O35526|TREMBL:Q497P1;Q5D0A4|ENSEMBL:ENSMUSP00000005509|REFSEQ:NP_058081|VEGA:OTTMUSP00000017437 Tax_Id=10090 Gene_Symbol=Stx1a Syntaxin-2A(K)HSAILAsPNPDEK(T) Phospho (+80)
IPI:IPI00131618.1|SWISS-PROT:O35526|TREMBL:Q497P1;Q5D0A4|ENSEMBL:ENSMUSP00000005509|REFSEQ:NP_058081|VEGA:OTTMUSP00000017437 Tax_Id=10090 Gene_Symbol=Stx1a Syntaxin-2A(R)TAKDsDDDDDVTVTVDR(D) Phospho (+80)
IPI:IPI00132206.2|SWISS-PROT:P60904|TREMBL:A2AUE2;Q921J3|ENSEMBL:ENSMUSP00000072175|REFSEQ:NP_058055|VEGA:OTTMUSP00000018139;OTTMUSP00000018140;OTTMUSP00000018141 Tax_Id=10090 Gene_Symbol=Dnajc5 Dnajc6 protein(R)SLsTSGESLYHVLGLDK(N) Phospho (+80)

IPI:IPI00169916.11|SWISS-PROT:Q68FD5|TREMBL:Q3TAN1;Q3TJ98;Q3TYQ2;Q3U0H2;Q3UPJ3;Q8K2I5|ENSEMBL:ENSMUSP00000099475|REFSEQ:NP_001003908|VEGA:OTTMUSP00000001191 Tax_Id=10090 Gene_Symbol=Cltc Clathrin heavy chain(R)PLIDQVVQtALsETQDPEEVSVTVK(A) Phospho (+80), Phospho (+80)

IPI:IPI00221407.3|SWISS-PROT:Q8BFP9 Tax_Id=10090 Gene_Symbol=Pdk1 [Pyruvate dehydrogenase [lipoamide]] kinase isozyme 2, mitochondrial precursor(R)VEtsRAVPLAGFGyGLPISR(L) Phospho (+80), Phospho (+80), Phospho (+80)



IPI:IPI00319830.7|SWISS-PROT:Q62261|TREMBL:Q8BQ35;Q8R1C2|ENSEMBL:ENSMUSP00000006629;ENSMUSP00000011877|REFSEQ:NP_787030|VEGA:OTTMUSP00000005519 Tax_Id=10090 Gene_Symbol=Spnb2 Spectrin beta chain, brain 5(K)ESsPVPsPTLDR(K) Phospho (+80), Phospho (+80)

IPI:IPI00319830.7|SWISS-PROT:Q62261|TREMBL:Q8BQ35;Q8R1C2|ENSEMBL:ENSMUSP00000006629;ENSMUSP00000011877|REFSEQ:NP_787030|VEGA:OTTMUSP00000005519 Tax_Id=10090 Gene_Symbol=Spnb2 Spectrin beta chain, brain 3(K)GDQVSQNGLPAEQGsPR(M) Phospho (+80)
IPI:IPI00319973.3|SWISS-PROT:O55022|TREMBL:Q3TFP8;Q3TH84;Q3TXU8|ENSEMBL:ENSMUSP00000073061|REFSEQ:NP_058063|VEGA:OTTMUSP00000018583 Tax_Id=10090 Gene_Symbol=Pgrmc1 Membrane-associated progesterone receptor component 2(K)EGEEPTVYsDDEEPKDETAR(K) Phospho (+80)
IPI:IPI00319973.3|SWISS-PROT:O55022|TREMBL:Q3TFP8;Q3TH84;Q3TXU8|ENSEMBL:ENSMUSP00000073061|REFSEQ:NP_058063|VEGA:OTTMUSP00000018583 Tax_Id=10090 Gene_Symbol=Pgrmc1 Membrane-associated progesterone receptor component 2(K)EGEEPTVYsDDEEPKDETAR(K) Phospho (+80)

IPI:IPI00323357.3|SWISS-PROT:P63017|TREMBL:Q3KQJ4;Q3TB63;Q3TEK2;Q3TF16;Q3TH04;Q3TH56;Q3TQ13;Q3TRH3;Q3TZJ3;Q3U9L2;Q3UBA6;Q3UBR0;Q3UDS0;Q3ULM1;Q3UXU1;Q504P4;Q9QZ38|ENSEMBL:ENSMUSP00000015800|REFSEQ:NP_112442 Tax_Id=10090 Gene_Symbol=Hsp10 Heat shock cognate(K)FELtGIPPAPRGVPQIEVTFDIDANGILNVSAVDK(S) Phospho (+80)

IPI:IPI00323800.5|SWISS-PROT:P08553 Tax_Id=10090 Gene_Symbol=Nefm Neurofilament medium polypeptide(K)GVVTNGLDVsPAEEK(K) Phospho (+80)

IPI:IPI00330804.4|SWISS-PROT:P07901|TREMBL:A0PJ91;Q3TJU7;Q3TKA2;Q3TKB9;Q3TKG0;Q3UIF3;Q80Y52;Q8C2A9;Q8C5U3|ENSEMBL:ENSMUSP00000021698|REFSEQ:NP_034610|VEGA:OTTMUSP00000021333;OTTMUSP00000021334 Tax_Id=10090 Gene_Symbol=Hsp90aa1 Heat shock protein HSP 90-al(K)ESDDKPEIEDVGsDEEEEEK(K) Phospho (+80)
IPI:IPI00330804.4|SWISS-PROT:P07901|TREMBL:A0PJ91;Q3TJU7;Q3TKA2;Q3TKB9;Q3TKG0;Q3UIF3;Q80Y52;Q8C2A9;Q8C5U3|ENSEMBL:ENSMUSP00000021698|REFSEQ:NP_034610|VEGA:OTTMUSP00000021333;OTTMUSP00000021334 Tax_Id=10090 Gene_Symbol=Hsp90aa1 Heat shock protein HSP 90-al(K)ESDDKPEIEDVGsDEEEEEKK(D) Phospho (+80)
IPI:IPI00330804.4|SWISS-PROT:P07901|TREMBL:A0PJ91;Q3TJU7;Q3TKA2;Q3TKB9;Q3TKG0;Q3UIF3;Q80Y52;Q8C2A9;Q8C5U3|ENSEMBL:ENSMUSP00000021698|REFSEQ:NP_034610|VEGA:OTTMUSP00000021333;OTTMUSP00000021334 Tax_Id=10090 Gene_Symbol=Hsp90aa1 Heat shock protein HSP 90-al(K)ESDDKPEIEDVGsDEEEEEKK(D) Phospho (+80)

IPI:IPI00331432.4|TREMBL:Q5SU77|ENSEMBL:ENSMUSP00000041696|VEGA:OTTMUSP00000006016 Tax_Id=10090 Gene_Symbol=Kcnj12 Potassium inwardly-rectifying channel, subfamily J, member 13(K)SQRyLADMFTTcVDIR(W) Phospho (+80), Carbamidomethyl (+57)

IPI:IPI00351206.5|SWISS-PROT:Q80UU9|ENSEMBL:ENSMUSP00000056643|REFSEQ:XP_130859;XP_916789;XP_992902 Tax_Id=10090 Gene_Symbol=Pgrmc2 Membrane-associated progesterone receptor component 3(R)LLKPGEEPSEYtDEEDTK(D) Phospho (+80)

IPI:IPI00387559.1|SWISS-PROT:Q9QYB5-1 Tax_Id=10090 Gene_Symbol=Add3 Isoform 3 of Gamma-adducin(R)TEEVLsPDGSPSK(S) Phospho (+80)
IPI:IPI00400180.1|SWISS-PROT:Q7TQF7|TREMBL:Q80YA2;Q8BXH2|ENSEMBL:ENSMUSP00000003345|REFSEQ:NP_778172 Tax_Id=10092 Gene_Symbol=Amph Amphiphysin(K)AALPAGEGGsPEGAK(I) Phospho (+80)

IPI:IPI00408909.4|SWISS-PROT:Q9QYR6-1|TREMBL:A2ARN9;Q05C71|VEGA:OTTMUSP00000016204 Tax_Id=10090 Gene_Symbol=Mtap1a Isoform 1 of Microtubule-associated protein 1A(R)ELALssPEDLTQDFEELKR(E) Phospho (+80), Phospho (+80)
IPI:IPI00408909.4|SWISS-PROT:Q9QYR6-1|TREMBL:A2ARN9;Q05C71|VEGA:OTTMUSP00000016204 Tax_Id=10090 Gene_Symbol=Mtap1a Isoform 1 of Microtubule-associated protein 2A(R)ELALssPEDLTQDFEELK(R) Phospho (+80), Phospho (+80)

IPI:IPI00453799.3|SWISS-PROT:Q6ZPI0-1|TREMBL:Q6UZ80|ENSEMBL:ENSMUSP00000026865;ENSMUSP00000091848|REFSEQ:NP_758507 Tax_Id=10090 Gene_Symbol=Phf17 Isoform 1 of Protein Jade-2(K)yIASsGSEPPALGyVDIR(T) Phospho (+80), Phospho (+80), Phospho (+80)

IPI:IPI00468481.2|SWISS-PROT:P56480|ENSEMBL:ENSMUSP00000026459|REFSEQ:NP_058054 Tax_Id=10090 Gene_Symbol=Atp6b ATP synthase subunit beta, mitochondrial precursor(K)GSITsVQAIyVPADDLTDPAPATTFAHLDATTVLSR(A) Phospho (+80), Phospho (+80)
IPI:IPI00469548.2|SWISS-PROT:Q64332-1|ENSEMBL:ENSMUSP00000009538 Tax_Id=10090 Gene_Symbol=Syn2 Isoform IIa of Synapsin-3(R)TPALsPQRPLTTQQPQSGTLK(E) Phospho (+80)



IPI:IPI00475138.1|TREMBL:Q5NBV3|ENSEMBL:ENSMUSP00000054711 Tax_Id=10090 Gene_Symbol=OTTMUSG00000000267 Stathmin 1 (Stmn2) pseudogene(K)ESVPDFPLsPPK(K) Phospho (+80)

IPI:IPI00554928.3|SWISS-PROT:P08551|TREMBL:Q05DD2|ENSEMBL:ENSMUSP00000022639|VEGA:OTTMUSP00000017610 Tax_Id=10091 Gene_Symbol=Nefl Neurofilament light polypeptide(K)AEEAKDEPPsEGEAEEEEK(E) Phospho (+80)
IPI:IPI00554928.3|SWISS-PROT:P08551|TREMBL:Q05DD2|ENSEMBL:ENSMUSP00000022639|VEGA:OTTMUSP00000017610 Tax_Id=10100 Gene_Symbol=Nefl Neurofilament light polypeptide(K)AEEAKDEPPsEGEAEEEEK(E) Phospho (+80)
IPI:IPI00554928.3|SWISS-PROT:P08551|TREMBL:Q05DD2|ENSEMBL:ENSMUSP00000022639|VEGA:OTTMUSP00000017610 Tax_Id=10104 Gene_Symbol=Nefl Neurofilament light polypeptide(K)DEPPsEGEAEEEEK(E) Phospho (+80)

IPI:IPI00620507.2|TREMBL:Q3TTA1;Q80UZ7|ENSEMBL:ENSMUSP00000091178|REFSEQ:NP_084539 Tax_Id=10090 Gene_Symbol=Psd3 Adult male testis cDNA, RIKEN full-length enriched library, clone:4933412E13 product:ADP-ribosylation factor guanine nucleotide factor 7 (Hepa(K)SHsSPSLNPDASPVTAK(V) Phospho (+80)

IPI:IPI00626976.2|TREMBL:A1E2H9|ENSEMBL:ENSMUSP00000020667|REFSEQ:XP_926145 Tax_Id=10090 Gene_Symbol=Nefh similar to neurofilament, heavy polypeptide isoform 5(K)sPVKEDIKPPAEAK(S) Phospho (+80)

IPI:IPI00654178.1|TREMBL:Q80ZI9 Tax_Id=10090 Gene_Symbol=Wdr1 WD repeat domain 2 (Fragment)(R)FSPDGNRFATASADGQIFIyDGK(T) Phospho (+80)

IPI:IPI00676243.2|SWISS-PROT:Q9QYR6-2|TREMBL:A2ARP8|ENSEMBL:ENSMUSP00000092223|REFSEQ:NP_115769|VEGA:OTTMUSP00000016203 Tax_Id=10090 Gene_Symbol=Mtap1a Microtubule-associated protein 1 A(R)TEATQGLDYVPSAGTIsPTSSLEEDK(G) Phospho (+80)
IPI:IPI00750142.1|TREMBL:Q3TPT3|VEGA:OTTMUSP00000017429 Tax_Id=10090 Gene_Symbol=Syt1 Adult male hippocampus cDNA, RIKEN full-length enriched library, clone:C630016L24 product:synaptotagmin 2, full insert sequence(K)DDDAETGLtDGEEKEEPKEEEK(L) Phospho (+80)

IPI:IPI00775806.2|SWISS-PROT:Q9Z2D6-2|TREMBL:A2AF25|ENSEMBL:ENSMUSP00000033770|REFSEQ:NP_001075448|VEGA:OTTMUSP00000019680 Tax_Id=10090 Gene_Symbol=Mecp2 Isoform B of Methyl-CpG-binding protein 3(K)AETSESSGSAPAVPEAsASPK(Q) Phospho (+80)

IPI:IPI00776341.2|SWISS-PROT:O70589-3|TREMBL:Q3TNZ0|REFSEQ:NP_033936|VEGA:OTTMUSP00000018376 Tax_Id=10090 Gene_Symbol=Cask Isoform 4 of Peripheral plasma membrane protein CASK(R)TQSSscEDLPSTTQPK(G) Phospho (+80), Carbamidomethyl (+57)
IPI:IPI00816946.1|TREMBL:A0JNY3 Tax_Id=10091 Gene_Symbol=- Gphn protein(R)DTASLSTTPSEsPR(A) Phospho (+80)
IPI:IPI00828221.2|TREMBL:A2AEG6|ENSEMBL:ENSMUSP00000073628|VEGA:OTTMUSP00000021078 Tax_Id=10090 Gene_Symbol=Gpm6b Glycoprotein m7b(K)AKEEQELQDIQsR(S) Phospho (+80)
IPI:IPI00828414.1|SWISS-PROT:Q9QWI6-2 Tax_Id=10090 Gene_Symbol=P140 Isoform 2 of p131Cas-associated protein(R)RGsDELTVPR(Y) Phospho (+80)



XCorr Delta Cn NTTObserved m/zActual m/z Charge
4.1885 0.3511 2 955.74 1909.47 2
4.1653 0.4258 2 637.33 1908.97 3
2.2128 0.1377 2 813.05 1624.08 2

2.8097 0.1827 2 1228.75 2455.49 2

4.0522 0.1119 2 967.77 1933.52 2
4.1674 0.3157 2 1214.72 2427.42 2
3.8333 0.1735 2 1364.04 4089.10 3

3.7144 0 2 1245.24 2488.47 2
3.1989 0.428 2 795.39 1588.77 2
3.3925 0.2409 2 1110.85 3329.53 3
3.1589 0.2279 2 967.04 2898.10 3
3.0395 0.3721 2 1451.20 2900.39 2

1.6675 0.0734 2 755.31 1508.60 2

1.5972 0.1964 2 545.01 1088.01 2
3.5207 0.3748 2 746.54 1491.06 2
3.6173 0.4105 2 950.77 1899.53 2

 Lists of Phosphopeptides Identified in the RPLC-MS/MS Analyses under Two Different pH Conditions. The two best tandem mass 
spectrometry database search results under each pH condition were combined to generate a list. 

* Sequest searches were peformed using Sorcerer Solo against a forward and reverse combined database of IPI Mouse database (V.3.28) and differential modification 
search options for phosphorylation and methionine oxidation was used. Scaffold(V.1.6) was used to filter the search results with the requirements of fully tryptic digest 
ends; 2.0 for singly charged and doubly charged, 3.0 for triply charged, 0 for delta Cn. Lastly, manual validation was followed to confirm the identification results. The 
presence of phosphoric acid neutral loss ions as a major peak and matching major peaks to b- and y-series ions were the criteria used for manual validation.

**Phosphorylation sites are denoted by using small fonts. The number of phosphopeptides per protein and the number of phosphorylation sites per peptide are 



2.1872 0.0937 2 919.97 1837.92 2

4.836 0.6084 2 1168.64 2335.27 2
3.1087 0.3213 2 766.91 2297.70 3
3.5283 0.3337 2 1061.70 3182.07 3
4.7782 0.598 2 1169.14 2336.26 2

4.5263 0.4387 2 1032.75 2063.49 2
4.3882 0.4134 2 1111.15 2220.29 2
3.182 0.314 2 1160.69 2319.37 2

2.1766 0.0849 2 1312.00 2621.98 2
3.0053 0.2825 2 1159.33 2316.63 2
2.2642 0.1816 2 730.63 1459.25 2
4.7304 0.4692 2 974.07 1946.11 2
3.1686 0.3534 2 943.77 1885.52 2

3.0671 0.1996 2 962.55 2884.61 3

2.4399 0.0406 2 1165.46 2328.91 2



1.7088 0.095 2 723.10 1444.19 2

3.6156 0.3133 2 910.74 1819.47 2
2.5491 0.3916 2 1188.81 2375.61 2
3.2484 0.2429 2 793.13 2376.36 3

3.0676 0.0689 2 1258.84 3773.50 3

3.2317 0.2904 2 798.70 1595.39 2

3.2397 0.474 2 1195.26 2388.50 2
3.3578 0.3915 2 1259.33 2516.65 2
4.1244 0.2771 2 839.89 2516.64 3

2.397 0.1667 2 1028.97 2055.93 2

2.97 0.4009 2 1080.76 2159.50 2

1.6954 0.0798 2 712.96 1423.91 2
1.9735 0.2427 2 696.46 1390.91 2

3.4629 0.2545 2 1191.40 2380.78 2
3.1032 0.2656 2 1112.71 2223.40 2

2.9283 0.2009 2 712.47 2134.38 3

3.1078 0 2 1292.84 3875.50 3
3.3453 0.3441 2 777.58 2329.71 3



2.4797 0.3024 2 697.02 1392.03 2

3.4707 0.4507 2 1092.15 2182.28 2
2.7963 0.1998 2 728.69 2183.04 3
2.1122 0.1236 2 827.72 1653.42 2

3.2477 0.3811 2 888.42 1774.83 2

2.0625 0 2 795.31 1588.60 2

2.0367 0.0043 2 1279.40 2556.79 2

2.7356 0.251 2 1389.33 2776.65 2
4.6726 0.4314 2 858.62 2572.83 3

2.264 0.3802 2 1021.68 2041.35 2

2.4034 0.1901 2 923.46 1844.91 2
2.8861 0.2111 2 765.57 1529.12 2
2.5974 0.1395 2 827.79 1653.57 2
1.9859 0.0436 2 605.34 1208.66 2



Low pH Analysis

Spectrum ID # of phosphopeptides per protein# of phosphorylation site
070612_TiO2_Normal_pH_1.0554.0554.2.dta IPI:IPI00113149.1|SWISS-PROT:P61264|TREMBL:A2RSB4|ENSEMBL:ENSMUSP00000033076|REFSEQ:NP_077725 Tax_Id=10090 Gene_Symbol=Stx1b2 Syntaxin-1B3
070612_TiO2_Normal_pH_1.0343.0343.3.dta 1 IPI:IPI00113149.1|SWISS-PROT:P61264|TREMBL:A2RSB4|ENSEMBL:ENSMUSP00000033076|REFSEQ:NP_077725 Tax_Id=10090 Gene_Symbol=Stx1b2 Syntaxin-1B4
070612_TiO2_Normal_pH_1.2298.2298.2.dta2 1 IPI:IPI00113149.1|SWISS-PROT:P61264|TREMBL:A2RSB4|ENSEMBL:ENSMUSP00000033076|REFSEQ:NP_077725 Tax_Id=10090 Gene_Symbol=Stx1b2 Syntaxin-1B3

IPI:IPI00113180.1|SWISS-PROT:P56388-1|ENSEMBL:ENSMUSP00000022150 Tax_Id=10091 Gene_Symbol=Cartpt Isoform Long of Cocaine- and amphetamine-regulated transcript protein precursor
070612_TiO2_Normal_pH_2.2589.2589.2.dta1 3

IPI:IPI00114352.1|SWISS-PROT:O08539-1|ENSEMBL:ENSMUSP00000025239|REFSEQ:NP_033798 Tax_Id=10090 Gene_Symbol=Bin1 Isoform 1 of Myc box-dependent-interacting protein 2
IPI:IPI00114945.1|SWISS-PROT:P42208|ENSEMBL:ENSMUSP00000027495|REFSEQ:NP_035021|VEGA:OTTMUSP00000024480 Tax_Id=10090 Gene_Symbol=Sept2 Septin-3
IPI:IPI00114945.1|SWISS-PROT:P42208|ENSEMBL:ENSMUSP00000027495|REFSEQ:NP_035021|VEGA:OTTMUSP00000024480 Tax_Id=10090 Gene_Symbol=Sept2 Septin-4
IPI:IPI00115240.1|SWISS-PROT:P04370-1|ENSEMBL:ENSMUSP00000046185|REFSEQ:NP_034907|VEGA:OTTMUSP00000017514 Tax_Id=10090 Gene_Symbol=Mbp Isoform 2 of Myelin basic protein
IPI:IPI00115257.1|SWISS-PROT:Q99JF8-1|TREMBL:A2BI10|ENSEMBL:ENSMUSP00000030207|REFSEQ:NP_598709|VEGA:OTTMUSP00000000056 Tax_Id=10090 Gene_Symbol=Psip1 Isoform 1 of PC4 and SFRS2-interacting protein
IPI:IPI00116546.2|SWISS-PROT:P12367 Tax_Id=10090 Gene_Symbol=Prkar3a cAMP-dependent protein kinase type II-alpha regulatory subunit
IPI:IPI00116546.2|SWISS-PROT:P12367 Tax_Id=10090 Gene_Symbol=Prkar4a cAMP-dependent protein kinase type II-alpha regulatory subunit
IPI:IPI00117630.3|SWISS-PROT:P11881-7 Tax_Id=10090 Gene_Symbol=Itpr1 Isoform 7 of Inositol 1,4,5-trisphosphate receptor type 2

070612_TiO2_Normal_pH_2.2425.2425.2.dta1 1 IPI:IPI00117811.2|SWISS-PROT:O54774|TREMBL:Q05CQ3;Q3U1P6;Q3U237;Q3UR54;Q80T04;Q80UA6;Q8CGH7|ENSEMBL:ENSMUSP00000020420|REFSEQ:NP_031486 Tax_Id=10090 Gene_Symbol=Ap3d1 AP-3 complex subunit delta-2
070612_TiO2_Normal_pH_1.3702.3702.2.dta 2 IPI:IPI00118075.1|SWISS-PROT:P20357|TREMBL:Q3URJ7|ENSEMBL:ENSMUSP00000024639|VEGA:OTTMUSP00000017690 Tax_Id=10090 Gene_Symbol=Mtap2 Microtubule-associated protein 3
070612_TiO2_Normal_pH_1.3974.3974.3.dta 1 IPI:IPI00118075.1|SWISS-PROT:P20357|TREMBL:Q3URJ7|ENSEMBL:ENSMUSP00000024639|VEGA:OTTMUSP00000017690 Tax_Id=10090 Gene_Symbol=Mtap2 Microtubule-associated protein 3

IPI:IPI00118075.1|SWISS-PROT:P20357|TREMBL:Q3URJ7|ENSEMBL:ENSMUSP00000024639|VEGA:OTTMUSP00000017690 Tax_Id=10090 Gene_Symbol=Mtap2 Microtubule-associated protein 4
IPI:IPI00118075.1|SWISS-PROT:P20357|TREMBL:Q3URJ7|ENSEMBL:ENSMUSP00000024639|VEGA:OTTMUSP00000017690 Tax_Id=10090 Gene_Symbol=Mtap2 Microtubule-associated protein 7

070612_TiO2_Normal_pH_1.3000.3000.2.dta 1 IPI:IPI00118075.1|SWISS-PROT:P20357|TREMBL:Q3URJ7|ENSEMBL:ENSMUSP00000024639|VEGA:OTTMUSP00000017690 Tax_Id=10090 Gene_Symbol=Mtap2 Microtubule-associated protein 8
070612_TiO2_Normal_pH_1.0599.0599.2.dta4 1 IPI:IPI00118075.1|SWISS-PROT:P20357|TREMBL:Q3URJ7|ENSEMBL:ENSMUSP00000024639|VEGA:OTTMUSP00000017690 Tax_Id=10090 Gene_Symbol=Mtap2 Microtubule-associated protein 9
070612_TiO2_Normal_pH_2.3619.3619.3.dta1 1
070612_TiO2_Normal_pH_1.6415.6415.3.dta 1 IPI:IPI00119067.3|SWISS-PROT:Q7TQD2|TREMBL:Q3URG1|ENSEMBL:ENSMUSP00000022057|REFSEQ:NP_878259 Tax_Id=10090 Gene_Symbol=2900041A10Rik Tubulin polymerization-promoting protein
070612_TiO2_Normal_pH_2.6198.6198.2.dta2 1

070612_TiO2_Normal_pH_1.2125.2125.2.dta1 1 IPI:IPI00119618.1|SWISS-PROT:P35564|TREMBL:Q3TXE5;Q5SUC3|ENSEMBL:ENSMUSP00000020637|REFSEQ:NP_031623|VEGA:OTTMUSP00000005744 Tax_Id=10091 Gene_Symbol=Canx Calnexin precursor
IPI:IPI00120761.3|SWISS-PROT:P04919-1|TREMBL:Q3TA19;Q3TAJ4;Q3TNH7;Q3TNL6;Q3TZ12;Q3TZ29;Q3TZG9;Q3TZJ1;Q3U065;Q53ZN9|ENSEMBL:ENSMUSP00000006749|REFSEQ:NP_035533|VEGA:OTTMUSP00000002635 Tax_Id=10090 Gene_Symbol=Slc4a1 Isoform Erythrocyte of Band 4 anion tran
IPI:IPI00121892.8|TREMBL:Q3TEM7;Q3TTX2;Q3TZN6;Q5SQL9;Q8C509;Q9QWJ7|ENSEMBL:ENSMUSP00000002017;ENSMUSP00000099902|REFSEQ:NP_033286|VEGA:OTTMUSP00000005520 Tax_Id=10090 Gene_Symbol=Spnb2 spectrin beta 2 isoform 3
IPI:IPI00121892.8|TREMBL:Q3TEM7;Q3TTX2;Q3TZN6;Q5SQL9;Q8C509;Q9QWJ7|ENSEMBL:ENSMUSP00000002017;ENSMUSP00000099902|REFSEQ:NP_033286|VEGA:OTTMUSP00000005520 Tax_Id=10090 Gene_Symbol=Spnb2 spectrin beta 2 isoform 3

070612_TiO2_Normal_pH_1.2258.2258.2.dta1 1
070612_TiO2_Normal_pH_1.0632.0632.2.dta1 1 IPI:IPI00122174.4|ENSEMBL:ENSMUSP00000092849|REFSEQ:XP_930049;XP_979380 Tax_Id=10090 Gene_Symbol=Safb similar to Scaffold attachment factor B (Scaffold attachment factor B1) (SAF-B) isoform 19
070612_TiO2_Normal_pH_1.2536.2536.2.dta1 1 IPI:IPI00122826.1|SWISS-PROT:Q9JKC6|ENSEMBL:ENSMUSP00000081476|REFSEQ:NP_067291 Tax_Id=10090 Gene_Symbol=Cend1 Cell cycle exit and neuronal differentiation protein 2

IPI:IPI00122826.1|SWISS-PROT:Q9JKC6|ENSEMBL:ENSMUSP00000081476|REFSEQ:NP_067291 Tax_Id=10090 Gene_Symbol=Cend1 Cell cycle exit and neuronal differentiation protein 2
IPI:IPI00122826.1|SWISS-PROT:Q9JKC6|ENSEMBL:ENSMUSP00000081476|REFSEQ:NP_067291 Tax_Id=10090 Gene_Symbol=Cend1 Cell cycle exit and neuronal differentiation protein 4

 Lists of Phosphopeptides Identified in the RPLC-MS/MS Analyses under Two Different pH Conditions. The two best tandem mass 

* Sequest searches were peformed using Sorcerer Solo against a forward and reverse combined database of IPI Mouse database (V.3.28) and differential modification 
search options for phosphorylation and methionine oxidation was used. Scaffold(V.1.6) was used to filter the search results with the requirements of fully tryptic digest 
ends; 2.0 for singly charged and doubly charged, 3.0 for triply charged, 0 for delta Cn. Lastly, manual validation was followed to confirm the identification results. The 
presence of phosphoric acid neutral loss ions as a major peak and matching major peaks to b- and y-series ions were the criteria used for manual validation.

**Phosphorylation sites are denoted by using small fonts. The number of phosphopeptides per protein and the number of phosphorylation sites per peptide are 



IPI:IPI00122971.1|SWISS-PROT:P13595-1 Tax_Id=10090 Gene_Symbol=Ncam1 Isoform N-CAM 180 of Neural cell adhesion molecule 1, 181 kDa isoform precursor
IPI:IPI00122974.1|SWISS-PROT:P35802|TREMBL:Q542P2;Q8R1P3|ENSEMBL:ENSMUSP00000033915|REFSEQ:NP_705809 Tax_Id=10090 Gene_Symbol=Gpm6a Neuronal membrane glycoprotein M7-a
IPI:IPI00122974.1|SWISS-PROT:P35802|TREMBL:Q542P2;Q8R1P3|ENSEMBL:ENSMUSP00000033915|REFSEQ:NP_705809 Tax_Id=10090 Gene_Symbol=Gpm6a Neuronal membrane glycoprotein M8-a
IPI:IPI00123058.1|SWISS-PROT:P12960|ENSEMBL:ENSMUSP00000000109;ENSMUSP00000067842|REFSEQ:NP_031753|VEGA:OTTMUSP00000015953;OTTMUSP00000015954 Tax_Id=10090 Gene_Symbol=Cntn1 Contactin-2 precursor
IPI:IPI00125319.1|SWISS-PROT:Q9WV60|TREMBL:Q3TB31;Q5KU03|ENSEMBL:ENSMUSP00000023507|REFSEQ:NP_062801|VEGA:OTTMUSP00000017445 Tax_Id=10090 Gene_Symbol=Gsk3b Glycogen synthase kinase-4 beta
IPI:IPI00127556.1|SWISS-PROT:O35136-1|TREMBL:Q71VC5|ENSEMBL:ENSMUSP00000063468|VEGA:OTTMUSP00000015902 Tax_Id=10090 Gene_Symbol=Ncam2 Isoform Long of Neural cell adhesion molecule 3 precursor

070612_TiO2_Normal_pH_1.4813.4813.2.dta1 1 IPI:IPI00127989.1|SWISS-PROT:Q9R0Q7|TREMBL:Q3TJG6;Q9CRH1|ENSEMBL:ENSMUSP00000037283|REFSEQ:NP_062740;XP_984731|VEGA:OTTMUSP00000022954 Tax_Id=10090 Gene_Symbol=Ptges3;LOC670174 Prostaglandin E synthase 4
IPI:IPI00128973.1|SWISS-PROT:P06837|ENSEMBL:ENSMUSP00000058154;ENSMUSP00000099881|REFSEQ:NP_032109|VEGA:OTTMUSP00000017444 Tax_Id=10090 Gene_Symbol=Gap44 Neuromodulin

070612_TiO2_Normal_pH_1.3166.3166.2.dta 1 IPI:IPI00128973.1|SWISS-PROT:P06837|ENSEMBL:ENSMUSP00000058154;ENSMUSP00000099881|REFSEQ:NP_032109|VEGA:OTTMUSP00000017444 Tax_Id=10090 Gene_Symbol=Gap44 Neuromodulin
070612_TiO2_Normal_pH_2.1643.1643.3.dta 1 IPI:IPI00128973.1|SWISS-PROT:P06837|ENSEMBL:ENSMUSP00000058154;ENSMUSP00000099881|REFSEQ:NP_032109|VEGA:OTTMUSP00000017444 Tax_Id=10090 Gene_Symbol=Gap48 Neuromodulin
070612_TiO2_Normal_pH_2.2037.2037.3.dta 1 IPI:IPI00128973.1|SWISS-PROT:P06837|ENSEMBL:ENSMUSP00000058154;ENSMUSP00000099881|REFSEQ:NP_032109|VEGA:OTTMUSP00000017444 Tax_Id=10090 Gene_Symbol=Gap49 Neuromodulin
070612_TiO2_Normal_pH_2.2922.2922.2.dta4 1 IPI:IPI00129618.1|SWISS-PROT:P46096|ENSEMBL:ENSMUSP00000063293|REFSEQ:NP_033332|VEGA:OTTMUSP00000017428;OTTMUSP00000021532 Tax_Id=10090 Gene_Symbol=Syt1 Synaptotagmin-2

IPI:IPI00129622.3|SWISS-PROT:P46097|TREMBL:Q5DTI3;Q9JM87;Q9JM88;Q9JM89|ENSEMBL:ENSMUSP00000027721|REFSEQ:NP_033333 Tax_Id=10090 Gene_Symbol=Syt2 Synaptotagmin-3
IPI:IPI00130920.1|SWISS-PROT:P14873|TREMBL:A0PJ96;Q3TYV8;Q3TZM8;Q3UF78;Q3UPV4;Q8CAI9;Q8CFR9|ENSEMBL:ENSMUSP00000068374|REFSEQ:NP_032660 Tax_Id=10090 Gene_Symbol=Mtap1b Microtubule-associated protein 2B

070612_TiO2_Normal_pH_1.5234.5234.2.dta 1 IPI:IPI00130920.1|SWISS-PROT:P14873|TREMBL:A0PJ96;Q3TYV8;Q3TZM8;Q3UF78;Q3UPV4;Q8CAI9;Q8CFR9|ENSEMBL:ENSMUSP00000068374|REFSEQ:NP_032660 Tax_Id=10090 Gene_Symbol=Mtap1b Microtubule-associated protein 3B
070612_TiO2_Normal_pH_1.5865.5865.2.dta 1 IPI:IPI00130920.1|SWISS-PROT:P14873|TREMBL:A0PJ96;Q3TYV8;Q3TZM8;Q3UF78;Q3UPV4;Q8CAI9;Q8CFR9|ENSEMBL:ENSMUSP00000068374|REFSEQ:NP_032660 Tax_Id=10090 Gene_Symbol=Mtap1b Microtubule-associated protein 3B
070612_TiO2_Normal_pH_1.2678.2678.2.dta 1 IPI:IPI00130920.1|SWISS-PROT:P14873|TREMBL:A0PJ96;Q3TYV8;Q3TZM8;Q3UF78;Q3UPV4;Q8CAI9;Q8CFR9|ENSEMBL:ENSMUSP00000068374|REFSEQ:NP_032660 Tax_Id=10090 Gene_Symbol=Mtap1b Microtubule-associated protein 4B

IPI:IPI00130920.1|SWISS-PROT:P14873|TREMBL:A0PJ96;Q3TYV8;Q3TZM8;Q3UF78;Q3UPV4;Q8CAI9;Q8CFR9|ENSEMBL:ENSMUSP00000068374|REFSEQ:NP_032660 Tax_Id=10090 Gene_Symbol=Mtap1b Microtubule-associated protein 5B
IPI:IPI00130920.1|SWISS-PROT:P14873|TREMBL:A0PJ96;Q3TYV8;Q3TZM8;Q3UF78;Q3UPV4;Q8CAI9;Q8CFR9|ENSEMBL:ENSMUSP00000068374|REFSEQ:NP_032660 Tax_Id=10090 Gene_Symbol=Mtap1b Microtubule-associated protein 5B

070612_TiO2_Normal_pH_2.7201.7201.2.dta 3
070612_TiO2_Normal_pH_2.1361.1361.2.dta5 1
070612_TiO2_Normal_pH_1.0329.0329.2.dta1 1 IPI:IPI00131618.1|SWISS-PROT:O35526|TREMBL:Q497P1;Q5D0A4|ENSEMBL:ENSMUSP00000005509|REFSEQ:NP_058081|VEGA:OTTMUSP00000017437 Tax_Id=10090 Gene_Symbol=Stx1a Syntaxin-2A
070612_TiO2_Normal_pH_2.2219.2219.2.dta2 1 IPI:IPI00132206.2|SWISS-PROT:P60904|TREMBL:A2AUE2;Q921J3|ENSEMBL:ENSMUSP00000072175|REFSEQ:NP_058055|VEGA:OTTMUSP00000018139;OTTMUSP00000018140;OTTMUSP00000018141 Tax_Id=10090 Gene_Symbol=Dnajc5 Dnajc6 protein
070612_TiO2_Normal_pH_1.5745.5745.2.dta1 1 IPI:IPI00132993.1|SWISS-PROT:O88643|TREMBL:Q9R2B2|ENSEMBL:ENSMUSP00000033040|REFSEQ:NP_035165|VEGA:OTTMUSP00000023295 Tax_Id=10090 Gene_Symbol=Pak1 Serine/threonine-protein kinase PAK 3

IPI:IPI00133418.1|SWISS-PROT:Q03517|ENSEMBL:ENSMUSP00000062556|REFSEQ:NP_033155 Tax_Id=10090 Gene_Symbol=Scg2 Secretogranin-3 precursor
IPI:IPI00135626.2|SWISS-PROT:P55088-1|TREMBL:Q3V388;Q4FJP1;Q8BR89;Q8K4M1|ENSEMBL:ENSMUSP00000078088|REFSEQ:NP_033830 Tax_Id=10090 Gene_Symbol=Aqp4 Isoform 2 of Aquaporin-5
IPI:IPI00136000.1|SWISS-PROT:Q9QYC0-1|TREMBL:Q8K232|ENSEMBL:ENSMUSP00000001108|REFSEQ:NP_001019629 Tax_Id=10090 Gene_Symbol=Add1 Isoform 2 of Alpha-adducin
IPI:IPI00136000.1|SWISS-PROT:Q9QYC0-1|TREMBL:Q8K232|ENSEMBL:ENSMUSP00000001108|REFSEQ:NP_001019629 Tax_Id=10090 Gene_Symbol=Add1 Isoform 3 of Alpha-adducin
IPI:IPI00169916.11|SWISS-PROT:Q68FD5|TREMBL:Q3TAN1;Q3TJ98;Q3TYQ2;Q3U0H2;Q3UPJ3;Q8K2I5|ENSEMBL:ENSMUSP00000099475|REFSEQ:NP_001003908|VEGA:OTTMUSP00000001191 Tax_Id=10091 Gene_Symbol=Cltc Clathrin heavy chain

070612_TiO2_Normal_pH_1.6498.6498.3.dta1 2 IPI:IPI00170310.1|TREMBL:Q68EG0;Q6ZPY3;Q8K596;Q8R504|ENSEMBL:ENSMUSP00000006175|REFSEQ:NP_683748 Tax_Id=10090 Gene_Symbol=Slc8a3 Sodium-calcium exchanger

070612_TiO2_Normal_pH_1.9375.9375.2.dta1 3 IPI:IPI00221845.1|SWISS-PROT:Q8BHE3|ENSEMBL:ENSMUSP00000036721|REFSEQ:NP_848777 Tax_Id=10091 Gene_Symbol=Atcay Caytaxin
IPI:IPI00223253.1|SWISS-PROT:P61979-1|TREMBL:Q3TG17;Q3TJ38;Q3TUA1|REFSEQ:NP_079555 Tax_Id=10090 Gene_Symbol=Hnrpk Isoform 2 of Heterogeneous nuclear ribonucleoprotein K
IPI:IPI00224093.2|TREMBL:A4FVA0;Q8BGT8;Q8BZJ1;Q8C0X3;Q8R0C1|ENSEMBL:ENSMUSP00000045807|REFSEQ:NP_848736 Tax_Id=10090 Gene_Symbol=Phyhipl Adult male olfactory brain cDNA, RIKEN full-length enriched library, clone:6430406L08 product:hypothetical Fibronectin
IPI:IPI00224570.3|SWISS-PROT:P31324|TREMBL:A2CG31;Q3V2X9|ENSEMBL:ENSMUSP00000003079;ENSMUSP00000039797|REFSEQ:NP_035288|VEGA:OTTMUSP00000018450;OTTMUSP00000018451 Tax_Id=10090 Gene_Symbol=Prkar3b cAMP-dependent protein kinase type II-beta regulatory subun
IPI:IPI00224570.3|SWISS-PROT:P31324|TREMBL:A2CG31;Q3V2X9|ENSEMBL:ENSMUSP00000003079;ENSMUSP00000039797|REFSEQ:NP_035288|VEGA:OTTMUSP00000018450;OTTMUSP00000018451 Tax_Id=10090 Gene_Symbol=Prkar4b cAMP-dependent protein kinase type II-beta regulatory subun
IPI:IPI00227126.1|SWISS-PROT:Q8BYI9-1|TREMBL:A2RT70|ENSEMBL:ENSMUSP00000039253|REFSEQ:NP_071707 Tax_Id=10090 Gene_Symbol=Tnr Isoform 2 of Tenascin-R precursor
IPI:IPI00227898.3|SWISS-PROT:P68404|TREMBL:A0JNZ5|ENSEMBL:ENSMUSP00000070019|REFSEQ:NP_032881|VEGA:OTTMUSP00000017803 Tax_Id=10090 Gene_Symbol=Prkcb3 Protein kinase C beta type
IPI:IPI00228697.4|TREMBL:Q6PCN2;Q8CCV0|ENSEMBL:ENSMUSP00000043765|REFSEQ:NP_848770 Tax_Id=10090 Gene_Symbol=Ank2 ankyrin 2, brain isoform 3
IPI:IPI00229534.5|SWISS-PROT:P26645|TREMBL:Q05BL6|ENSEMBL:ENSMUSP00000090245|REFSEQ:NP_032564 Tax_Id=10091 Gene_Symbol=Marcks Myristoylated alanine-rich C-kinase substrate
IPI:IPI00229534.5|SWISS-PROT:P26645|TREMBL:Q05BL6|ENSEMBL:ENSMUSP00000090245|REFSEQ:NP_032564 Tax_Id=10092 Gene_Symbol=Marcks Myristoylated alanine-rich C-kinase substrate
IPI:IPI00229534.5|SWISS-PROT:P26645|TREMBL:Q05BL6|ENSEMBL:ENSMUSP00000090245|REFSEQ:NP_032564 Tax_Id=10093 Gene_Symbol=Marcks Myristoylated alanine-rich C-kinase substrate
IPI:IPI00229534.5|SWISS-PROT:P26645|TREMBL:Q05BL6|ENSEMBL:ENSMUSP00000090245|REFSEQ:NP_032564 Tax_Id=10096 Gene_Symbol=Marcks Myristoylated alanine-rich C-kinase substrate
IPI:IPI00230289.1|SWISS-PROT:P43006-2|TREMBL:A2APL8|REFSEQ:NP_001070983|VEGA:OTTMUSP00000015766 Tax_Id=10090 Gene_Symbol=Slc1a2 Isoform Glt-1A of Excitatory amino acid transporter 3
IPI:IPI00262319.4|SWISS-PROT:Q80U28-4|TREMBL:A2AGQ5|VEGA:OTTMUSP00000015272 Tax_Id=10091 Gene_Symbol=Madd MAP-kinase activating death domain



IPI:IPI00270767.2|SWISS-PROT:Q99P72-3|ENSEMBL:ENSMUSP00000060197;ENSMUSP00000099905|REFSEQ:NP_918940|VEGA:OTTMUSP00000005512 Tax_Id=10090 Gene_Symbol=Rtn4 Isoform 2 of Reticulon-5
IPI:IPI00279443.1|SWISS-PROT:Q8K0U4|ENSEMBL:ENSMUSP00000066860|REFSEQ:NP_780408 Tax_Id=10090 Gene_Symbol=Hspa12a Heat shock 70 kDa protein 13A
IPI:IPI00281011.7|SWISS-PROT:P28667|TREMBL:A2A7D5|ENSEMBL:ENSMUSP00000055637|REFSEQ:NP_034937|VEGA:OTTMUSP00000010174 Tax_Id=10090 Gene_Symbol=Marcksl2 MARCKS-related protein
IPI:IPI00311682.5|SWISS-PROT:Q8VDN2|TREMBL:Q3TXF9;Q3UCH8;Q3UF49;Q8K2R2;Q8K2Y5;Q8R3M4|ENSEMBL:ENSMUSP00000039657;ENSMUSP00000062842|REFSEQ:NP_659149|VEGA:OTTMUSP00000017686 Tax_Id=10090 Gene_Symbol=Atp1a1 Sodium/potassium-transporting ATPase alpha-2 chain
IPI:IPI00313817.1|SWISS-PROT:P51859|ENSEMBL:ENSMUSP00000005017|REFSEQ:NP_032257 Tax_Id=10091 Gene_Symbol=Hdgf Hepatoma-derived growth factor
IPI:IPI00319830.7|SWISS-PROT:Q62261|TREMBL:Q8BQ35;Q8R1C2|ENSEMBL:ENSMUSP00000006629;ENSMUSP00000011877|REFSEQ:NP_787030|VEGA:OTTMUSP00000005519 Tax_Id=10090 Gene_Symbol=Spnb2 Spectrin beta chain, brain 2

070612_TiO2_Normal_pH_1.2566.2566.2.dta 2 IPI:IPI00319830.7|SWISS-PROT:Q62261|TREMBL:Q8BQ35;Q8R1C2|ENSEMBL:ENSMUSP00000006629;ENSMUSP00000011877|REFSEQ:NP_787030|VEGA:OTTMUSP00000005519 Tax_Id=10090 Gene_Symbol=Spnb2 Spectrin beta chain, brain 3

070612_TiO2_Normal_pH_1.2078.2078.2.dta2 1 IPI:IPI00319973.3|SWISS-PROT:O55022|TREMBL:Q3TFP8;Q3TH84;Q3TXU8|ENSEMBL:ENSMUSP00000073061|REFSEQ:NP_058063|VEGA:OTTMUSP00000018583 Tax_Id=10090 Gene_Symbol=Pgrmc1 Membrane-associated progesterone receptor component 2
070612_TiO2_Normal_pH_1.2225.2225.2.dta 1
070612_TiO2_Normal_pH_2.2230.2230.3.dta2 1 IPI:IPI00320208.3|SWISS-PROT:O70251|ENSEMBL:ENSMUSP00000027108|REFSEQ:NP_061266|VEGA:OTTMUSP00000002423 Tax_Id=10090 Gene_Symbol=Eef1b2 Elongation factor 2-beta

070612_TiO2_Normal_pH_2.10119.10119.3.dta1 IPI:IPI00323800.5|SWISS-PROT:P08553 Tax_Id=10091 Gene_Symbol=Nefm Neurofilament medium polypeptide
IPI:IPI00323800.5|SWISS-PROT:P08553 Tax_Id=10092 Gene_Symbol=Nefm Neurofilament medium polypeptide

070612_TiO2_Normal_pH_1.3247.3247.2.dta1 1 IPI:IPI00330606.4|TREMBL:A2AGR0|ENSEMBL:ENSMUSP00000097311|VEGA:OTTMUSP00000015280 Tax_Id=10091 Gene_Symbol=Madd MAP-kinase activating death domain
IPI:IPI00330804.4|SWISS-PROT:P07901|TREMBL:A0PJ91;Q3TJU7;Q3TKA2;Q3TKB9;Q3TKG0;Q3UIF3;Q80Y52;Q8C2A9;Q8C5U3|ENSEMBL:ENSMUSP00000021698|REFSEQ:NP_034610|VEGA:OTTMUSP00000021333;OTTMUSP00000021334 Tax_Id=10090 Gene_Symbol=Hsp90aa1 Heat shock protein HSP 91-al

070612_TiO2_Normal_pH_1.2437.2437.2.dta 1 IPI:IPI00330804.4|SWISS-PROT:P07901|TREMBL:A0PJ91;Q3TJU7;Q3TKA2;Q3TKB9;Q3TKG0;Q3UIF3;Q80Y52;Q8C2A9;Q8C5U3|ENSEMBL:ENSMUSP00000021698|REFSEQ:NP_034610|VEGA:OTTMUSP00000021333;OTTMUSP00000021334 Tax_Id=10090 Gene_Symbol=Hsp90aa1 Heat shock protein HSP 92-al
070612_TiO2_Normal_pH_1.2236.2236.2.dta 1 IPI:IPI00330804.4|SWISS-PROT:P07901|TREMBL:A0PJ91;Q3TJU7;Q3TKA2;Q3TKB9;Q3TKG0;Q3UIF3;Q80Y52;Q8C2A9;Q8C5U3|ENSEMBL:ENSMUSP00000021698|REFSEQ:NP_034610|VEGA:OTTMUSP00000021333;OTTMUSP00000021334 Tax_Id=10090 Gene_Symbol=Hsp90aa1 Heat shock protein HSP 93-al
070612_TiO2_Normal_pH_1.2219.2219.3.dta3 1 IPI:IPI00331265.8|SWISS-PROT:P10637-5|TREMBL:Q547J4;Q76M61;Q8C5K4|ENSEMBL:ENSMUSP00000077941|REFSEQ:NP_034968|VEGA:OTTMUSP00000003078 Tax_Id=10091 Gene_Symbol=Mapt Isoform Tau-D of Microtubule-associated protein tau

IPI:IPI00331265.8|SWISS-PROT:P10637-5|TREMBL:Q547J4;Q76M61;Q8C5K4|ENSEMBL:ENSMUSP00000077941|REFSEQ:NP_034968|VEGA:OTTMUSP00000003078 Tax_Id=10092 Gene_Symbol=Mapt Isoform Tau-D of Microtubule-associated protein tau

070612_TiO2_Normal_pH_1.6593.6593.2.dta1 1 IPI:IPI00331516.3|SWISS-PROT:Q9QXS6-3|TREMBL:Q3TRK3;Q3V234|ENSEMBL:ENSMUSP00000021950|REFSEQ:NP_062787|VEGA:OTTMUSP00000018532;OTTMUSP00000018534 Tax_Id=10090 Gene_Symbol=Dbn1 12 days embryo head cDNA, RIKEN full-length enriched library, clone:3010022H11 
IPI:IPI00342407.4|TREMBL:Q3UQL4;Q4QQM4|ENSEMBL:ENSMUSP00000088042|REFSEQ:NP_001020417|VEGA:OTTMUSP00000015431 Tax_Id=10090 Gene_Symbol=Trp53i11 13 days embryo heart cDNA, RIKEN full-length enriched library, clone:D330045A08 product:tumor protein p54 induc

070612_TiO2_Normal_pH_1.2468.2468.2.dta1 1 IPI:IPI00387559.1|SWISS-PROT:Q9QYB5-1 Tax_Id=10090 Gene_Symbol=Add3 Isoform 3 of Gamma-adducin

070612_TiO2_Normal_pH_1.0722.0722.2.dta1 1 IPI:IPI00400180.1|SWISS-PROT:Q7TQF7|TREMBL:Q80YA2;Q8BXH2|ENSEMBL:ENSMUSP00000003345|REFSEQ:NP_778172 Tax_Id=10091 Gene_Symbol=Amph Amphiphysin
070612_TiO2_Normal_pH_2.0853.0853.2.dta1 1 IPI:IPI00400180.1|SWISS-PROT:Q7TQF7|TREMBL:Q80YA2;Q8BXH2|ENSEMBL:ENSMUSP00000003345|REFSEQ:NP_778172 Tax_Id=10093 Gene_Symbol=Amph Amphiphysin

IPI:IPI00408269.4|SWISS-PROT:Q61548-3|ENSEMBL:ENSMUSP00000046189 Tax_Id=10090 Gene_Symbol=Snap91 Isoform 3 of Clathrin coat assembly protein AP181
IPI:IPI00408269.4|SWISS-PROT:Q61548-3|ENSEMBL:ENSMUSP00000046189 Tax_Id=10090 Gene_Symbol=Snap91 Isoform 3 of Clathrin coat assembly protein AP181
IPI:IPI00408909.4|SWISS-PROT:Q9QYR6-1|TREMBL:A2ARN9;Q05C71|VEGA:OTTMUSP00000016204 Tax_Id=10090 Gene_Symbol=Mtap1a Isoform 1 of Microtubule-associated protein 2A
IPI:IPI00408909.4|SWISS-PROT:Q9QYR6-1|TREMBL:A2ARN9;Q05C71|VEGA:OTTMUSP00000016204 Tax_Id=10090 Gene_Symbol=Mtap1a Isoform 1 of Microtubule-associated protein 2A

070612_TiO2_Normal_pH_1.6285.6285.2.dta 2 IPI:IPI00408909.4|SWISS-PROT:Q9QYR6-1|TREMBL:A2ARN9;Q05C71|VEGA:OTTMUSP00000016204 Tax_Id=10090 Gene_Symbol=Mtap1a Isoform 1 of Microtubule-associated protein 3A
070612_TiO2_Normal_pH_2.7087.7087.2.dta2 2 IPI:IPI00408909.4|SWISS-PROT:Q9QYR6-1|TREMBL:A2ARN9;Q05C71|VEGA:OTTMUSP00000016204 Tax_Id=10090 Gene_Symbol=Mtap1a Isoform 1 of Microtubule-associated protein 3A

IPI:IPI00408909.4|SWISS-PROT:Q9QYR6-1|TREMBL:A2ARN9;Q05C71|VEGA:OTTMUSP00000016204 Tax_Id=10090 Gene_Symbol=Mtap1a Isoform 1 of Microtubule-associated protein 5A
IPI:IPI00416280.3|SWISS-PROT:Q9Z2Q6|TREMBL:Q68FM0|ENSEMBL:ENSMUSP00000094750|REFSEQ:NP_998779 Tax_Id=10090 Gene_Symbol=Sept5 septin 6
IPI:IPI00416280.3|SWISS-PROT:Q9Z2Q6|TREMBL:Q68FM0|ENSEMBL:ENSMUSP00000094750|REFSEQ:NP_998779 Tax_Id=10090 Gene_Symbol=Sept5 septin 6
IPI:IPI00420590.2|TREMBL:Q6ZQA8;Q7TME0;Q8BV73;Q8R3R6|ENSEMBL:ENSMUSP00000052306|REFSEQ:NP_808332 Tax_Id=10090 Gene_Symbol=D3Bwg0562e Plasticity related gene 2 protein
IPI:IPI00421179.1|SWISS-PROT:Q6NZJ6-1|TREMBL:Q3UTK0;Q3UYM6|ENSEMBL:ENSMUSP00000047678|REFSEQ:NP_666053 Tax_Id=10090 Gene_Symbol=Eif4g1 Isoform 1 of Eukaryotic translation initiation factor 4 gamma 2

070612_TiO2_Normal_pH_1.3307.3307.3.dta1 3 IPI:IPI00458583.3|TREMBL:O88568;Q3TGN5;Q3TS50;Q3TVV6;Q3TWN5;Q3TXW2;Q3ULH5;Q8C290;Q8VEK3;Q9R205|ENSEMBL:ENSMUSP00000047571|REFSEQ:NP_058085|VEGA:OTTMUSP00000024527 Tax_Id=10091 Gene_Symbol=Hnrpu Osteoclast-like cell cDNA, RIKEN full-length enriched library
IPI:IPI00465786.3|SWISS-PROT:P26039|TREMBL:A2AIM8;Q0V930;Q3TBC3;Q3UHS6;Q80TM2;Q8C9Z8|ENSEMBL:ENSMUSP00000030187;ENSMUSP00000100011|REFSEQ:NP_035732|VEGA:OTTMUSP00000007396 Tax_Id=10090 Gene_Symbol=Tln1 Talin-2
IPI:IPI00465810.3|SWISS-PROT:Q9JIS5|ENSEMBL:ENSMUSP00000037576|REFSEQ:NP_071313|VEGA:OTTMUSP00000024563 Tax_Id=10090 Gene_Symbol=Sv2a Synaptic vesicle glycoprotein 5A
IPI:IPI00466610.5|SWISS-PROT:P31938|TREMBL:Q3TMJ8;Q3TMW4;Q3U3F4;Q3UK05;Q9JJE1|ENSEMBL:ENSMUSP00000005066|REFSEQ:NP_032953|VEGA:OTTMUSP00000018355 Tax_Id=10090 Gene_Symbol=Map2k1 Dual specificity mitogen-activated protein kinase kinase 3

070612_TiO2_Normal_pH_2.9882.9882.3.dta1 2 IPI:IPI00469548.2|SWISS-PROT:Q64332-1|ENSEMBL:ENSMUSP00000009538 Tax_Id=10090 Gene_Symbol=Syn2 Isoform IIa of Synapsin-3
070612_TiO2_Normal_pH_2.2622.2622.3.dta1 1 IPI:IPI00475138.1|TREMBL:Q5NBV3|ENSEMBL:ENSMUSP00000054711 Tax_Id=10090 Gene_Symbol=OTTMUSG00000000267 Stathmin 1 (Stmn2) pseudogene



070612_TiO2_Normal_pH_1.4554.4554.2.dta1 1 IPI:IPI00475414.2|ENSEMBL:ENSMUSP00000057403|REFSEQ:XP_893782;XP_995376 Tax_Id=10090 Gene_Symbol=LOC624168;LOC676464 similar to zinc finger protein of the cerebellum 6
IPI:IPI00515155.1|TREMBL:Q5SQB0|ENSEMBL:ENSMUSP00000090891|VEGA:OTTMUSP00000005575 Tax_Id=10090 Gene_Symbol=Npm1 Nucleophosmin 2
IPI:IPI00554928.3|SWISS-PROT:P08551|TREMBL:Q05DD2|ENSEMBL:ENSMUSP00000022639|VEGA:OTTMUSP00000017610 Tax_Id=10091 Gene_Symbol=Nefl Neurofilament light polypeptide
IPI:IPI00554928.3|SWISS-PROT:P08551|TREMBL:Q05DD2|ENSEMBL:ENSMUSP00000022639|VEGA:OTTMUSP00000017610 Tax_Id=10091 Gene_Symbol=Nefl Neurofilament light polypeptide

070612_TiO2_Normal_pH_2.1795.1795.2.dta 1 IPI:IPI00554928.3|SWISS-PROT:P08551|TREMBL:Q05DD2|ENSEMBL:ENSMUSP00000022639|VEGA:OTTMUSP00000017610 Tax_Id=10092 Gene_Symbol=Nefl Neurofilament light polypeptide
070612_TiO2_Normal_pH_2.1688.1688.3.dta 1 IPI:IPI00554929.2|SWISS-PROT:P11499 Tax_Id=10090 Gene_Symbol=Hsp90ab1 Heat shock protein HSP 91-beta
070612_TiO2_Normal_pH_2.0803.0803.2.dta3 1 IPI:IPI00554929.2|SWISS-PROT:P11499 Tax_Id=10090 Gene_Symbol=Hsp90ab1 Heat shock protein HSP 91-beta

IPI:IPI00554929.2|SWISS-PROT:P11499 Tax_Id=10090 Gene_Symbol=Hsp90ab1 Heat shock protein HSP 93-beta
IPI:IPI00554929.2|SWISS-PROT:P11499 Tax_Id=10090 Gene_Symbol=Hsp90ab1 Heat shock protein HSP 94-beta
IPI:IPI00605037.1|SWISS-PROT:Q52KI8-1|TREMBL:A2A8V8|ENSEMBL:ENSMUSP00000081906|VEGA:OTTMUSP00000010200 Tax_Id=10090 Gene_Symbol=Srrm1 Isoform 1 of Serine/arginine repetitive matrix protein 2
IPI:IPI00606239.2|REFSEQ:XP_914466 Tax_Id=10090 Gene_Symbol=Fndc1 similar to fibronectin type III domain containing 1 isoform 2
IPI:IPI00620207.2|TREMBL:Q8JZV5;Q9WVM2|ENSEMBL:ENSMUSP00000022694|REFSEQ:NP_038542 Tax_Id=10090 Gene_Symbol=Epb4.9 Dematin 49 kDa subunit

070612_TiO2_Normal_pH_1.2320.2320.2.dta1 1 IPI:IPI00626976.2|TREMBL:A1E2H9|ENSEMBL:ENSMUSP00000020667|REFSEQ:XP_926145 Tax_Id=10090 Gene_Symbol=Nefh similar to neurofilament, heavy polypeptide isoform 5
IPI:IPI00626976.2|TREMBL:A1E2H9|ENSEMBL:ENSMUSP00000020667|REFSEQ:XP_926145 Tax_Id=10090 Gene_Symbol=Nefh similar to neurofilament, heavy polypeptide isoform 6

070612_TiO2_Normal_pH_2.1858.1858.2.dta1 1 IPI:IPI00648173.1|TREMBL:Q5SXR6;Q80U89|ENSEMBL:ENSMUSP00000050220|VEGA:OTTMUSP00000001193 Tax_Id=10091 Gene_Symbol=Cltc Clathrin, heavy polypeptide
IPI:IPI00649106.1|TREMBL:Q5ND09|ENSEMBL:ENSMUSP00000093920|VEGA:OTTMUSP00000001277 Tax_Id=10090 Gene_Symbol=Sept4 Septin 6
IPI:IPI00649106.1|TREMBL:Q5ND09|ENSEMBL:ENSMUSP00000093920|VEGA:OTTMUSP00000001277 Tax_Id=10090 Gene_Symbol=Sept4 Septin 7

070612_TiO2_Normal_pH_1.4851.4851.2.dta1 1 IPI:IPI00664159.1|REFSEQ:XP_927252;XP_989271;XP_992416 Tax_Id=10090 Gene_Symbol=Whsc1l1 similar to WHSC1L1 protein isoform long isoform 5
IPI:IPI00666857.1|REFSEQ:XP_921323;XP_990279 Tax_Id=10090 Gene_Symbol=LOC545867 similar to calmodulin 2
IPI:IPI00668724.2|REFSEQ:XP_917022 Tax_Id=10090 Gene_Symbol=Muc16 mucin 17
IPI:IPI00676243.2|SWISS-PROT:Q9QYR6-2|TREMBL:A2ARP8|ENSEMBL:ENSMUSP00000092223|REFSEQ:NP_115769|VEGA:OTTMUSP00000016203 Tax_Id=10090 Gene_Symbol=Mtap1a Microtubule-associated protein 2 A
IPI:IPI00676243.2|SWISS-PROT:Q9QYR6-2|TREMBL:A2ARP8|ENSEMBL:ENSMUSP00000092223|REFSEQ:NP_115769|VEGA:OTTMUSP00000016203 Tax_Id=10090 Gene_Symbol=Mtap1a Microtubule-associated protein 2 A
IPI:IPI00676243.2|SWISS-PROT:Q9QYR6-2|TREMBL:A2ARP8|ENSEMBL:ENSMUSP00000092223|REFSEQ:NP_115769|VEGA:OTTMUSP00000016203 Tax_Id=10090 Gene_Symbol=Mtap1a Microtubule-associated protein 3 A

070612_TiO2_Normal_pH_1.4571.4571.2.dta1 1 IPI:IPI00750142.1|TREMBL:Q3TPT3|VEGA:OTTMUSP00000017429 Tax_Id=10090 Gene_Symbol=Syt1 Adult male hippocampus cDNA, RIKEN full-length enriched library, clone:C630016L24 product:synaptotagmin 2, full insert sequence
070612_TiO2_Normal_pH_1.1928.1928.3.dta1 1 IPI:IPI00759847.1|SWISS-PROT:Q9QYG0-2 Tax_Id=10090 Gene_Symbol=Ndrg2 Isoform 2 of Protein NDRG3

IPI:IPI00762634.1|SWISS-PROT:Q8K019-3|ENSEMBL:ENSMUSP00000043583 Tax_Id=10090 Gene_Symbol=Bclaf1 Isoform 3 of Bcl-2-associated transcription factor 2

070612_TiO2_Normal_pH_1.2164.2164.2.dta1 1 IPI:IPI00776221.1|VEGA:OTTMUSP00000019176 Tax_Id=10090 Gene_Symbol=Myo5a 216 kDa protein

070612_TiO2_Normal_pH_1.0695.0695.2.dta1 1
070612_TiO2_Normal_pH_1.0583.0583.2.dta1 1
070612_TiO2_Normal_pH_1.1934.1934.2.dta1 1 IPI:IPI00828414.1|SWISS-PROT:Q9QWI6-2 Tax_Id=10090 Gene_Symbol=P140 Isoform 2 of p131Cas-associated protein
070612_TiO2_Normal_pH_1.1224.1224.2.dta1 1

The number of Phosphopeptides 63



Low pH Analysis

Sequence Modifications XCorr Delta Cn
(R)SAKDsDDEEEVVHVDR(D) Phospho (+80) 4.4566 0.412
(R)SAKDsDDEEEVVHVDR(D) Phospho (+80) 3.2258 0.1615
(K)DsDDEEEVVHVDR(D) Phospho (+80) 2.5622 0.2113
(R)ALDIYSAVDDAsHEK(E) Phospho (+80) 3.4144 0.3341

(K)sPsPPPDGSPAATPEIR(V) Phospho (+80), Phospho (+80)2.6396 0.1274
(K)IYHLPDAEsDEDEDFK(E) Phospho (+80) 3.1718 0.3268
(K)IYHLPDAEsDEDEDFK(E) Phospho (+80) 3.2074 0.2708
(R)TTHYGsLPQK(S) Phospho (+80) 2.1546 0.1952
(K)PGVTSTsDsEDEDDQEGEK(K) Phospho (+80), Phospho (+80)3.2169 0
(R)RVsVcAETFNPDEEEEDNDPR(V) Phospho (+80), Carbamidomethyl (+57)2.7191 0.2537
(R)RVsVcAETFNPDEEEEDNDPR(V) Phospho (+80), Carbamidomethyl (+57)3.5886 0.1774
(R)RDsVLAASR(D) Phospho (+80) 2.1277 0.183
(R)HSSLPTEsDEDIAPAQR(V) Phospho (+80) 4.5832 0.3628
(K)DGsPDAPAtPEKEEVAFSEYK(T) Phospho (+80), Phospho (+80)4.0217 0.3927
(K)ASQPSPPAQEAGYSTLAQSYTPGHPSELPEEPSsPQER(M) Phospho (+80) 3.7311 0.2318
(K)DGsPDAPAtPEKEEVAFSEYK(T) Phospho (+80), Phospho (+80)3.2956 0.3374
(R)RLsNVSssGSINLLESPQLATLAEDVTAALAK(Q) Phospho (+80), Phospho (+80), Phospho (+80)5.2662 0
(K)SGTSTPTTPGSTAITPGtPPSYSSR(T) Phospho (+80) 3.2242 0
(R)VDHGAEIITQsPSR(S) Phospho (+80) 3.354 0.4611

(K)RLsLESEGANEGATAAPELSALEEAFR(R) Phospho (+80) 4.7707 0.2812

(K)AEEDEILNRsPR(N) Phospho (+80) 1.5424 0.1091
(R)DHEEVLEIPDRDsEEELENIIGQIAYR(D) Phospho (+80) 3.9569 0.3991
(K)GDQVSQNGLPAEQGsPR(V) Phospho (+80) 4.5161 0.3918
(K)EIEELQSQAQALSQEGKSTDEVDsK(R) Phospho (+80) 2.8734 0.1658

(R)APTAALsPEPQDSK(E) Phospho (+80) 3.6388 0.3589
(K)PAPTVPAAPSsPDATSEPK(G) Phospho (+80) 3.6909 0.359
(K)ADPVLLNNHSNLKPAPTVPAAPsSPDATSEPK(G) Phospho (+80) 3.9286 0.259
(K)PAPTVPAAPsSPDATSEPK(G) Phospho (+80) 3.1637 0.3248



(K)NPPEAATAPAsPK(S) Phospho (+80) 2.3439 0.2731
(K)EEQELHDIHsTR(S) Phospho (+80) 2.1484 0.1991
(K)YEDIKsKEEQELHDIHSTR(S) Phospho (+80) 3.407 0.2276
(R)tTKPyPADIVVQFK(D) Phospho (+80), Phospho (+80)2.1103 0
(R)GEPNVSyIcSR(Y) Phospho (+80), Carbamidomethyl (+57)3.164 0.3095
(R)ITNHEDGsPVNEPNETTPLTEPEK(L) Phospho (+80) 4.2765 0.1923

(K)DWEDDsDEDmSNFDR(F) Phospho (+80), Oxidation (+16)3.2993 0.1843
(K)QADVPAAVTDAAATtPAAEDAATK(A) Phospho (+80) 4.8135 0.59
(K)EGDGSATTDAAPATsPK(A) Phospho (+80) 3.7031 0.457
(K)EGDGSATTDAAPAtSPKAEEPSKAGDAPSEEK(K) Phospho (+80) 3.2285 0.1851
(K)QADVPAAVTDAAATtPAAEDAATK(A) Phospho (+80) 4.1309 0.5873
(K)DDDAETGLtDGEEKEEPKEEEK(L) Phospho (+80) 5.376 0.273
(K)GGQDDDDAEtGLTEGEGEGEEEKEPENLGK(L) Phospho (+80) 5.0026 0.3969
(K)LGGDVsPTQIDVSQFGSFK(E) Phospho (+80) 3.8949 0.3938
(R)sPPLLGSESPYEDFLSADSK(V) Phospho (+80) 4.1027 0.3035
(R)SVSPGVTQAVVEEHcAsPEEK(T) Carbamidomethyl (+57), Phospho (+80)3.0772 0.3525
(K)TELsPSFINPNPLEWFAGEEPTEESEKPLTQSGGAPPPSGGK(Q)Phospho (+80) 3.9652 0.3467
(R)SVSPGVTQAVVEEHcAsPEEK(T) Carbamidomethyl (+57), Phospho (+80)3.0283 0.1978
(K)VQSLEGEKLsPK(S) Phospho (+80) 2.6717 0.0974

(R)TAKDsDDDDDVTVTVDR(D) Phospho (+80) 5.5306 0.512
(R)SLsTSGESLYHVLGLDK(N) Phospho (+80) 3.6637 0.3495
(R)DVATSPIsPTENNTTPPDALTR(N) Phospho (+80) 2.9089 0.2296
(R)VPSPVsSEDDLQEEEQLEQAIK(E) Phospho (+80) 4.2733 0.471
(R)sQVETEDLILKPGVVHVIDIDR(G) Phospho (+80) 3.9571 0.3042
(R)AAVVTsPPPTTAPHK(E) Phospho (+80) 3.2117 0.2792
(K)KYSDVEVPASVTGHSFASDGDSGTcsPLR(H) Carbamidomethyl (+57), Phospho (+80)2.58 0.0151
(R)PLIDQVVQTALsEtQDPEEVSVTVK(A) Phospho (+80), Phospho (+80)4.6332 0.1468
(R)GIsALLLNQGNGDK(K) Phospho (+80) 1.8422 0.2244

(R)LGGAVEDSSsPPSTLNLSGAHR(K) Phospho (+80) 2.5349 0.0016
(K)IIPTLEEGLQLPSPtATSQLPLESDAVEcLNYQHYK(G) Phospho (+80), Carbamidomethyl (+57)4.958 0
(R)LDHALSSPSsPcEEIK(N) Phospho (+80), Carbamidomethyl (+57)4.0793 0.4041
(R)RAsVcAEAYNPDEEEDDAESR(I) Phospho (+80), Carbamidomethyl (+57)4.3828 0.4718
(R)RAsVcAEAYNPDEEEDDAESR(I) Phospho (+80), Carbamidomethyl (+57)4.1481 0.2639
(R)cPtDcssRGLcVDGEcVcEEPYTGEDcR(E) Carbamidomethyl (+57), Phospho (+80), Carbamidomethyl (+57), Phospho (+80), Phospho (+80), Carbamidomethyl (+57), Carbamidomethyl (+57), Carbamidomethyl (+57), Carbamidomethyl (+57)3.8153 0.2029
(R)HPPVLtPPDQEVIR(N) Phospho (+80) 2.7837 0.1056
(K)ESEsDQEPEEEIGMTSEK(N) Phospho (+80) 2.2984 0.1982
(K)AEDGAAPSPSSEtPK(K) Phospho (+80) 2.903 0.2508
(K)GEATAERPGEAAVASsPSK(A) Phospho (+80) 4.1665 0.2572
(K)GEATAERPGEAAVASsPSK(A) Phospho (+80) 4.1952 0.3414
(K)VNGDAsPAAAEPGAK(E) Phospho (+80) 2.7899 0.0952
(K)TQsIYDDK(N) Phospho (+80) 2.3407 0.2588
(R)sPTENVNTPVGK(D) Phospho (+80) 2.6483 0.2368



(K)DDsPKEYTDLEVSNK(S) Phospho (+80) 2.77 0.0439
(R)ETAPTSTYSsPAR(S) Phospho (+80) 2.1009 0.3013
(R)GDVTAEEAAGAsPAK(A) Phospho (+80) 2.6571 0.3237
(R)SPDFtNENPLETR(N) Phospho (+80) 2.1158 0.0923
(R)AGDVLEDsPK(R) Phospho (+80) 2.1748 0.1903
(K)EsSPVPsPTLDRK(A) Phospho (+80), Phospho (+80)1.5583 0
(R)TssKESsPVPsPTLDR(K) Phospho (+80), Phospho (+80), Phospho (+80), Phospho (+80)4.1171 0

(K)EGEEPTVYsDDEEPKDETAR(K) Phospho (+80) 2.7129 0.2008

(K)DDDDIDLFGsDDEEESEEAK(K) Phospho (+80) 3.9589 0.3459

(K)EGSsEKDEGEQEEEEGETEAEGEGEEAEAK(E) Phospho (+80) 5.5276 0.4817
(K)GVVTNGLDVsPAEEK(K) Phospho (+80) 2.8407 0.2281
(R)sPTENVNTPVGK(D) Phospho (+80) 2.6483 0.2368
(K)ESDDKPEIEDVGsDEEEEEK(K) Phospho (+80) 2.9327 0.4363
(K)ESDDKPEIEDVGsDEEEEEK(K) Phospho (+80) 3.9178 0.2197
(K)ESDDKPEIEDVGsDEEEEEKK(D) Phospho (+80) 2.4496 0.2642
(R)SGYSSPGsPGTPGSR(S) Phospho (+80) 2.3057 0.2463
(K)SPVVSGDTsPR(H) Phospho (+80) 3.1113 0.3315

(R)LSsPVLHR(L) Phospho (+80) 2.0306 0.0892
(K)HsQTDLVSR(L) Phospho (+80) 2.1668 0.2707

(K)SDVEIPATVTAFSFEDDSAPLsPLK(F) Phospho (+80) 2.6668 0.2815

(K)AALPAGEGGsPEGAK(I) Phospho (+80) 2.0145 0.0027
(K)tPSPPEEPSPLPSPTASPNHTLAPASPAPVRPR(S) Phospho (+80) 2.7352 0.0645
(K)TIDtSPPVDIFATASAAAPVSSAK(P) Phospho (+80) 3.819 0.5259
(K)KPGNNEGsGAPsPLSK(S) Phospho (+80), Phospho (+80)1.9268 0.1153
(K)sPPcEDFSVTGESEK(K) Phospho (+80), Carbamidomethyl (+57)3.5462 0.3497
(R)ELALssPEDLTQDFEELKR(E) Phospho (+80), Phospho (+80)2.4661 0.1559
(R)ELALssPEDLTQDFEELK(R) Phospho (+80), Phospho (+80)4.9728 0.1365
(R)ETSPtRGEPVPAWEGK(S) Phospho (+80) 1.9696 0.1113
(R)TQEPAEPQKDELLGFTDQSFSPEDAESLSVLSVVSPDtAK(Q)Phospho (+80) 3.2847 0.1012
(K)FGIHVYQFPEcDsDEDEDFK(Q) Carbamidomethyl (+57), Phospho (+80)4.2393 0.3092
(K)FGIHVYQFPEcDsDEDEDFK(Q) Carbamidomethyl (+57), Phospho (+80)4.9756 0.2639
(R)PGSSQLVHIPEETQENIsTSPK(S) Phospho (+80) 3.8683 0.1674
(K)AAsLTEDR(G) Phospho (+80) 1.5895 0.1598

(K)sPQPPVEEEDEHFDDTVVcLDTYNcDLHFK(I) Phospho (+80), Carbamidomethyl (+57), Carbamidomethyl (+57)4.4907 0.3411
(R)SGASGPENFQVGsmPPAQQQItSGQmHR(G) Phospho (+80), Oxidation (+16), Phospho (+80), Oxidation (+16)2.7078 0.0409
(R)GEGAQDEEEGGAssDAtEGHDEDDEIYEGEYQGIPR(A) Phospho (+80), Phospho (+80), Phospho (+80)4.8245 0.3058
(K)RSDAEEVDFAGWLcSTIGLNQPStPTHAASI(-) Carbamidomethyl (+57), Phospho (+80)4.5852 0.1476

(R)TPALsPQRPLTTQQPQSGTLK(E) Phospho (+80) 3.3073 0.2616
(K)ESVPDFPLsPPK(K) Phospho (+80) 2.888 0.2293



(R)EELAGLPASADSGIKPcsK(T) Carbamidomethyl (+57), Phospho (+80)2.9322 0.1488
(K)cGSGPVHISGQHLVAVEEDAEsEDEDEEDVK(L) Carbamidomethyl (+57), Phospho (+80)4.3514 0.2553
(K)ESEEEEKKEEsAGEEQVAK(K) Phospho (+80) 2.5663 0.0548
(K)AEEAKDEPPsEGEAEEEEK(E) Phospho (+80) 3.512 0.4404
(K)DEPPsEGEAEEEEK(E) Phospho (+80) 1.6815 0.1174
(K)IEDVGsDEEDDSGK(D) Phospho (+80) 3.8412 0.3685
(K)EIsDDEAEEEK(G) Phospho (+80) 2.789 0.1885
(K)IEDVGsDEEDDSGKDK(K) Phospho (+80) 3.4278 0.41
(K)IEDVGsDEEDDSGK(D) Phospho (+80) 3.8144 0.4228
(R)TAsPPPPPK(R) Phospho (+80) 1.5418 0.2021
(K)sRmQPGtKASSSSASSQSHSsTsEEDSSAAAQPR(S) Phospho (+80), Oxidation (+16), Phospho (+80), Phospho (+80), Phospho (+80)2.9684 0.0651
(K)GAEEEEEEEDDDsEEEIK(A) Phospho (+80) 4.4977 0.1686

(K)sPEAQTPVQEEAK(H) Phospho (+80) 3.5276 0.3136
(K)sPVKEDIKPPAEAK(S) Phospho (+80) 2.4805 0.232
(R)PLIDQVVQtALsETQDPEEVSVTVK(A) Phospho (+80), Phospho (+80)4.6332 0.1468
(K)LDPYDsSEDDK(E) Phospho (+80) 3.205 0.3196
(R)PQsPDLcDDDVEFR(G) Phospho (+80), Carbamidomethyl (+57)4.3127 0.3947

(K)RAHENsVTNFYmLTVTKVK(L) Phospho (+80), Oxidation (+16)2.9369 0.2122
(R)RcQIsWNcVKQNITVLNIYPHPTIttK(E) Carbamidomethyl (+57), Phospho (+80), Carbamidomethyl (+57), Phospho (+80), Phospho (+80)4.7501 0.0902
(R)tEstNNSIsYPITNQVIKAEEISTGMPTGPPNsIISK(E) Phospho (+80), Phospho (+80), Phospho (+80), Phospho (+80), Phospho (+80)2.6574 0
(R)ELALssPEDLTQDFEELKR(E) Phospho (+80), Phospho (+80)2.4021 0.0848
(R)ELALssPEDLTQDFEELK(R) Phospho (+80), Phospho (+80)4.3939 0.4357
(R)TQEPAEPQKDELLGFTDQSFSPEDAESLSVLSVVsPDTAK(Q)Phospho (+80) 3.2847 0.1012

(K)DDDAETGLtDGEEKEEPKEEEK(L) Phospho (+80) 4.4385 0.2726
(R)TAsLTSAASIDGSR(S) Phospho (+80) 3.0916 0
(R)ADGDWDDQEVLDYFsDK(E) Phospho (+80) 3.2005 0.2617

(K)AIsPTSATSSGR(T) Phospho (+80) 2.2464 0.2027

(R)RGsDELTVPR(Y) Phospho (+80) 2.5177 0.1406



NTT ObservedActual MassCharge Spectrum ID # of phosphopeptides per protein# of Phosphorylation site
2 955.42 1908.83 2 070613_TiO2_Low_pH_1.2361.2361.2.dta 1
2 637.54 1909.59 3 070613_TiO2_Low_pH_1.3010.3010.3.dta 1
2 812.98 1623.94 2 070613_TiO2_Low_pH_3.2433.2433.2.dta 3 1
2 858.47 1714.92 2 070613_TiO2_Low_pH_1.3728.3728.2.dta 1 1

2 918.45 1834.89 2 070613_TiO2_Low_pH_3.2770.2770.2.dta 1 2
2 1002.38 2002.74 2 070613_TiO2_Low_pH_1.3784.3784.2.dta 1
2 668.71 2003.09 3 070613_TiO2_Low_pH_1.3776.3776.3.dta 2 1
2 607.17 1212.32 2 070613_TiO2_Low_pH_3.2160.2160.2.dta 1 1
2 1093.15 2184.28 2 070613_TiO2_Low_pH_3.0435.0435.2.dta 1 2
2 1295.39 2588.77 2 070613_TiO2_Low_pH_3.3204.3204.2.dta 1
2 864.30 2589.88 3 070613_TiO2_Low_pH_1.3289.3289.3.dta 2 1
2 528.26 1054.51 2 070613_TiO2_Low_pH_1.0428.0428.2.dta 1 1
2 967.31 1932.60 2 070613_TiO2_Low_pH_3.2735.2735.2.dta 1 1
2 1214.27 2426.53 2 070613_TiO2_Low_pH_1.3679.3679.2.dta 2
2 1363.81 4088.42 3 070613_TiO2_Low_pH_3.4154.4154.3.dta 1
2 810.13 2427.37 3 070613_TiO2_Low_pH_1.3667.3667.3.dta 2
2 1166.38 3496.12 3 070613_TiO2_Low_pH_3.10166.10166.3.dta 3
2 1245.16 2488.30 2 070613_TiO2_Low_pH_3.3006.3006.2.dta 1
2 795.76 1589.50 2 070613_TiO2_Low_pH_3.2378.2378.2.dta 6 1

2 966.88 2897.62 3 070613_TiO2_Low_pH_3.7075.7075.3.dta 1 1

2 754.95 1507.88 2 070613_TiO2_Low_pH_3.2501.2501.2.dta 1 1
2 1098.21 3291.60 3 070613_TiO2_Low_pH_1.7458.7458.3.dta 1 1
2 910.70 1819.39 2 070613_TiO2_Low_pH_1.2394.2394.2.dta 1
2 944.75 2831.22 3 070613_TiO2_Low_pH_3.3633.3633.3.dta 2 1

2 746.88 1491.75 2 070613_TiO2_Low_pH_3.2319.2319.2.dta 1 1
2 951.12 1900.23 2 070613_TiO2_Low_pH_1.2699.2699.2.dta 1
2 1106.53 3316.57 3 070613_TiO2_Low_pH_3.3758.3758.3.dta 1
2 950.55 1899.08 2 070613_TiO2_Low_pH_3.2688.2688.2.dta 3 1



2 665.93 1329.85 2 070613_TiO2_Low_pH_1.0641.0641.2.dta 1 1
2 787.39 1572.76 2 070613_TiO2_Low_pH_1.1507.1507.2.dta 1
2 813.65 2437.92 3 070613_TiO2_Low_pH_3.2834.2834.3.dta 2 1
2 883.81 1765.60 2 070613_TiO2_Low_pH_3.2576.2576.2.dta 1 2
2 682.03 1362.05 2 070613_TiO2_Low_pH_1.2760.2760.2.dta 1 1
2 910.65 2728.94 3 070613_TiO2_Low_pH_3.2791.2791.3.dta 1 1

2 986.41 1970.80 2 070613_TiO2_Low_pH_1.2849.2849.2.dta 1 1
2 1168.84 2335.66 2 070613_TiO2_Low_pH_1.3324.3324.2.dta 1
2 828.44 1654.86 2 070613_TiO2_Low_pH_3.0357.0357.2.dta 1
2 1061.76 3182.27 3 070613_TiO2_Low_pH_3.2151.2151.3.dta 1
2 1168.85 2335.68 2 070613_TiO2_Low_pH_3.3297.3297.2.dta 4 1
2 858.81 2573.40 3 070613_TiO2_Low_pH_1.2228.2228.3.dta 1 1
2 1072.25 3213.72 3 070613_TiO2_Low_pH_3.2664.2664.3.dta 1 1
2 1032.19 2062.37 2 070613_TiO2_Low_pH_1.5445.5445.2.dta 1
2 1110.56 2219.10 2 070613_TiO2_Low_pH_1.6152.6152.2.dta 1
2 1160.85 2319.69 2 070613_TiO2_Low_pH_3.2929.2929.2.dta 1
2 1498.11 4491.31 3 070613_TiO2_Low_pH_1.7799.7799.3.dta 1
2 1160.93 2319.85 2 070613_TiO2_Low_pH_1.2977.2977.2.dta 1
2 698.29 1394.56 2 070613_TiO2_Low_pH_3.2534.2534.2.dta 6 1

2 974.27 1946.53 2 070613_TiO2_Low_pH_1.2436.2436.2.dta 1 1
2 943.84 1885.66 2 070613_TiO2_Low_pH_3.6032.6032.2.dta 1 1
2 1190.17 2378.32 2 070613_TiO2_Low_pH_1.3646.3646.2.dta 1
2 1276.52 2551.02 2 070613_TiO2_Low_pH_3.5195.5195.2.dta 1 1
2 853.27 2556.80 3 070613_TiO2_Low_pH_1.5836.5836.3.dta 1 1
2 777.67 1553.33 2 070613_TiO2_Low_pH_3.2251.2251.2.dta 1
2 1036.56 3106.65 3 070613_TiO2_Low_pH_3.3824.3824.3.dta 2 1
2 963.37 2887.08 3 070613_TiO2_Low_pH_1.7417.7417.3.dta 1 2
2 740.65 1479.29 2 070613_TiO2_Low_pH_1.5650.5650.2.dta 1 1

2 1117.44 2232.87 2 070613_TiO2_Low_pH_3.3341.3341.2.dta 1 1
2 1379.72 4136.15 3 070613_TiO2_Low_pH_1.7277.7277.3.dta 1 1
2 926.27 1850.52 2 070613_TiO2_Low_pH_3.2752.2752.2.dta 1 1
2 1247.45 2492.88 2 070613_TiO2_Low_pH_3.2515.2515.2.dta 1
2 832.08 2493.21 3 070613_TiO2_Low_pH_3.2503.2503.3.dta 2 1
2 1204.58 3610.70 3 070613_TiO2_Low_pH_3.3572.3572.3.dta 1 3
2 840.31 1678.61 2 070613_TiO2_Low_pH_3.3743.3743.2.dta 1 1
2 1068.05 2134.08 2 070613_TiO2_Low_pH_1.2899.2899.2.dta 1 1
2 762.57 1523.12 2 070613_TiO2_Low_pH_3.0554.0554.2.dta 1
2 948.30 1894.59 2 070613_TiO2_Low_pH_1.2048.2048.2.dta 1
2 632.68 1895.02 3 070613_TiO2_Low_pH_1.2052.2052.3.dta 1
2 718.74 1435.46 2 070613_TiO2_Low_pH_3.1158.1158.2.dta 4 1
2 525.49 1048.95 2 070613_TiO2_Low_pH_3.0626.0626.2.dta 1 1
2 661.96 1321.91 2 070613_TiO2_Low_pH_1.2197.2197.2.dta 1 1



2 910.43 1818.84 2 070613_TiO2_Low_pH_1.2853.2853.2.dta 1 1
2 724.15 1446.29 2 070613_TiO2_Low_pH_1.1283.1283.2.dta 1 1
2 727.75 1453.49 2 070613_TiO2_Low_pH_1.1228.1228.2.dta 1 1
2 801.25 1600.49 2 070613_TiO2_Low_pH_1.3769.3769.2.dta 1 1
2 555.83 1109.65 2 070613_TiO2_Low_pH_3.2130.2130.2.dta 1 1
2 787.84 1573.67 2 070613_TiO2_Low_pH_3.2416.2416.2.dta 2
2 1004.73 2007.44 2 070613_TiO2_Low_pH_3.2526.2526.2.dta 2 4

2 1189.00 2375.99 2 070613_TiO2_Low_pH_3.2335.2335.2.dta 1 1

2 1177.05 2352.09 2 070613_TiO2_Low_pH_3.4198.4198.2.dta 1 1

2 1103.67 3307.98 3 070613_TiO2_Low_pH_3.2437.2437.3.dta 1
2 798.90 1595.78 2 070613_TiO2_Low_pH_1.3243.3243.2.dta 2 1
2 661.96 1321.91 2 070613_TiO2_Low_pH_1.2197.2197.2.dta 1 1
2 1194.77 2387.53 2 070613_TiO2_Low_pH_1.2543.2543.2.dta 1
2 797.06 2388.16 3 070613_TiO2_Low_pH_3.2488.2488.3.dta 1
2 1259.30 2516.59 2 070613_TiO2_Low_pH_1.2456.2456.2.dta 3 1
2 737.25 1472.49 2 070613_TiO2_Low_pH_1.1582.1582.2.dta 1
2 591.44 1180.86 2 070613_TiO2_Low_pH_3.0939.0939.2.dta 2

2 495.03 988.04 2 070613_TiO2_Low_pH_1.2213.2213.2.dta 1 1
2 561.89 1121.76 2 070613_TiO2_Low_pH_3.0737.0737.2.dta 1 1

2 1359.35 2716.69 2 070613_TiO2_Low_pH_1.7025.7025.2.dta 1 1

2 696.67 1391.33 2 070613_TiO2_Low_pH_1.2147.2147.2.dta 1
2 1145.66 3433.97 3 070613_TiO2_Low_pH_3.3987.3987.3.dta 2
2 1199.03 2396.05 2 070613_TiO2_Low_pH_1.6100.6100.2.dta 1
2 850.41 1698.81 2 070613_TiO2_Low_pH_3.1925.1925.2.dta 2 2
2 875.25 1748.49 2 070613_TiO2_Low_pH_1.3029.3029.2.dta 1
2 1191.02 2380.02 2 070613_TiO2_Low_pH_3.6429.6429.2.dta 2
2 1113.32 2224.63 2 070613_TiO2_Low_pH_1.7065.7065.2.dta 2
2 911.41 1820.81 2 070613_TiO2_Low_pH_3.2986.2986.2.dta 1
2 1459.04 4374.08 3 070613_TiO2_Low_pH_3.6988.6988.3.dta 5 1
2 1280.27 2558.53 2 070613_TiO2_Low_pH_1.5231.5231.2.dta 1
2 853.77 2558.30 3 070613_TiO2_Low_pH_3.5141.5141.3.dta 2 1
2 820.69 2459.04 3 070613_TiO2_Low_pH_1.3819.3819.3.dta 1 1
2 471.65 941.28 2 070613_TiO2_Low_pH_3.0208.0208.2.dta 1 1

2 1239.85 3716.52 3 070613_TiO2_Low_pH_1.5812.5812.3.dta 1 1
2 1041.22 3120.65 3 070613_TiO2_Low_pH_3.4026.4026.3.dta 1 2
2 1361.57 4081.68 3 070613_TiO2_Low_pH_3.3728.3728.3.dta 3
2 1138.52 3412.54 3 070613_TiO2_Low_pH_3.7609.7609.3.dta 2

2 777.33 2328.97 3 070613_TiO2_Low_pH_1.3200.3200.3.dta 1 1
2 697.20 1392.39 2 070613_TiO2_Low_pH_3.4814.4814.2.dta 1 1



2 671.27 2010.80 3 070613_TiO2_Low_pH_3.2457.2457.3.dta 1 1
2 1150.53 3448.58 3 070613_TiO2_Low_pH_3.3714.3714.3.dta 1 1
2 749.33 2244.96 3 070613_TiO2_Low_pH_1.1952.1952.3.dta 1
2 1092.26 2182.50 2 070613_TiO2_Low_pH_3.2027.2027.2.dta 1
2 827.61 1653.21 2 070613_TiO2_Low_pH_3.1628.1628.2.dta 3 1
2 787.91 1573.80 2 070613_TiO2_Low_pH_1.0536.0536.2.dta 1
2 687.56 1373.11 2 070613_TiO2_Low_pH_3.0354.0354.2.dta 1
2 909.37 1816.73 2 070613_TiO2_Low_pH_3.0624.0624.2.dta 1
2 788.13 1574.24 2 070613_TiO2_Low_pH_1.0341.0341.2.dta 4
2 486.08 970.14 2 070613_TiO2_Low_pH_3.0653.0653.2.dta 1 1
2 1254.93 3761.78 3 070613_TiO2_Low_pH_3.9110.9110.3.dta 1 4
2 1096.31 2190.60 2 070613_TiO2_Low_pH_3.2120.2120.2.dta 1 1

2 748.08 1494.14 2 070613_TiO2_Low_pH_3.2079.2079.2.dta 1
2 795.30 1588.59 2 070613_TiO2_Low_pH_3.2313.2313.2.dta 2 1
2 963.37 2887.08 3 070613_TiO2_Low_pH_1.7417.7417.3.dta 1 2
2 682.56 1363.11 2 070613_TiO2_Low_pH_1.1525.1525.2.dta
2 887.30 1772.58 2 070613_TiO2_Low_pH_1.3608.3608.2.dta 2 1

2 1168.13 2334.24 2 070613_TiO2_Low_pH_3.6455.6455.2.dta 1 1
2 1176.54 3526.59 3 070613_TiO2_Low_pH_3.5912.5912.3.dta 1 3
2 1441.28 4320.80 3 070613_TiO2_Low_pH_3.7166.7166.3.dta 1 5
2 1191.37 2380.72 2 070613_TiO2_Low_pH_1.6530.6530.2.dta 2
2 1112.77 2223.52 2 070613_TiO2_Low_pH_3.6943.6943.2.dta 2
2 1459.04 4374.08 3 070613_TiO2_Low_pH_3.6988.6988.3.dta 3 1

2 859.07 2574.18 3 070613_TiO2_Low_pH_3.2171.2171.3.dta 1 1
2 709.29 1416.56 2 070613_TiO2_Low_pH_3.2838.2838.2.dta 1 1
2 1050.23 2098.45 2 070613_TiO2_Low_pH_3.5465.5465.2.dta 1 1

2 608.03 1214.05 2 070613_TiO2_Low_pH_1.1128.1128.2.dta 1 1

2 605.60 1209.19 2 070613_TiO2_Low_pH_3.2560.2560.2.dta 1 1

The number of Phosphopeptides 137



# of Phosphorylation site


