Table S1. SPRY4-IT1-binding Proteins Identified by Mass Spectrometry
Lipin 2 shows the highest spectral counts (83).

Number ~ O€"€ Gene description Subcellular location Molecular function Biological process Peptide sequence Nondegenerative Instances _ Totalinstances
Symbol sequence? observed per gene
1 ILF2 Interleukin enhancer-binding factor 2 cytoplasm, nucleolus, nucleolus, nuc ATP binding, DNA binding, double-st immune response, positive regulatio ILPTLEAVAALGNK Yes 1 1
2 GPR37  Probable g-protein coupled receptor 37 endoplasmic reticulum, endoplasmic G-protein coupled receptor activity, G-protein coupled receptor signaling LAVIWVGALLLALP Yes 12 12
3 SLC25A5  ADP/ATP translocase 2 MMXD complex, integral to plasma 1 adenine transmembrane transportei adenine transport, chromosome seg YFPTQALNFAFK Yes 1 1
4 RPLP1 603 acidic ribosomal protein P1 cytoplasm, cytosol, cytosolic large ril RNA binding, protein binding, structi RNA metabolic process, cellular prot AAGVNVEPFWPGLFAK Yes 2 A
5 IGF28P1 '[;:‘t!?r;'re growth factor 2 mrna-binding o o iated mRNA stability compl mRNA-UTR binding, mRNA;-UTR bini CRD-mediated mRNA stabilization, R MVITGPPEAQFK Yes 2 2
FGFPEGSVELYAEK No 2
6 RPS3 405 ribosomal protein S3 cytoplasm, cytosol, cytosol, cytosolic DNA-(apurinic or apyrimidinic site) ly RNA metabolic process, activation of 4
GGKPEPPAMPQPVPTA Yes 2
7 RPS6 40s ribosomal protein S6 cytoplasm, cytosol, cytosolic small ri protein binding, protein kinase bindi RNA metabolic process, T cell differe DIPGLTDTTVPR Yes 2 2
TIFTPS[167]SVKK Yes 19
8 LPIN2  Phosphatidate phosphatase lipin2 ic reticulum, endoplasmic reticulum natidate activity, regulation of ron 102
TIFTPSS[167)VKK Yes 83
9 ALB Uncharacterized protein basement membrane, cytoplasm, ex DNA binding, antioxidant activity, ce bile acid and bile salt transport, bile KVPQVSTPTLVEVSR Yes 3 3
10 NACA ?j;::‘:;gh’a PEEREEAEmBEREIEITRES o crt et e GRE BIEIRS interspecies interaction between org [EDLSQQAQLAAAEK Yes 2 2
1 HNRNpCL O nuclearr " nucleus, i otein complex RNA binding, nucleotide binding VFIGNLNTLWK Yes 3 3
12 TRAP1  Heat shock protein 75 kda, mi ial cellular_ ion ATP binding, binding, tun cellular response to oxidative stress, GVVDSEDIPLNLSR Yes 13 13
AFLHWYT[181]GEGM[147]DEME No 1
AILVDLEPGTM[147]DSVR No 15
AILVDLEPGTM[147]DSVR No 1
AILVDLEPGTMDSVR No 1
GHYTEGAELVDSVLDVVR No 1
GHYTEGAELVDSVLDVVRK No 5
INVYYNEATGNKYVPR Yes 4
ISEQFTAM[147]FR No 4
13 TUBB2B  Tubulin beta-2b chain cytoplasm, cytoskeleton, microtubule, nucleotide binding, peptide bindingbule-based movement, mitosis, neur ISEQFTAMFR No 1 7
LAVNM[147]VPFPR No 10
LAVNMVPFPR No 2
LHFFM[147]PGFAPLTSR No 5
LHFFMI147]PGFAPLTSR No 2
LTTPTYGDLNHLVSATM[147SGVTTCLR No 2
LTTPTYGDLNHLVSATMSGVTTCLR No 2
M[L47]SATFIGNSTAIQELFK No 1
YLTVAAIFR No 3
14 RPS8 405 ribosomal protein S8 cytoplasm, cytosol, cytosolic small i structural constituent of ribosome, s RNA metabolic process, cellular prot IIDVVYNASNNELVR Yes 2 2
15 HISTIHIB Histone H1S chromosome, nucleosome, nucleus DNA binding nucleosome assembly ATGPPVSELITK Yes 1 1
16 HSPE1 10 kda heat shock protein, mitochondrial cytoplasm, mitochondrial matrix, mi ATP binding, chaperone binding, cha activation of cysteine-type endopep! VVLDDKDYFLFR Yes 2 2
GLYDGPVCEVSVTPK Yes 2
17 DPYSL2  Dihydropyrimidinase-related protein2  ondrion, neuronal cell body, protein « activity, acting on carbon-nitrogen (ltive regulation of glutamate secretiol ILDLGITGPEGHVLSRPEEVEAEAVNR Yes 1 4
MDENQFVAVTSTNAAK No 1
AQQVSQGLDVLTAK Yes 1
18 vecL Isoform 1 of vinculin mere, cytoplasm, cytostenin binding, be y bindesion, assembly, mor AVGT[181]ANKS[167]T[181]VEGIQASVk Yes 1 14
LVaAAQM147]LQ No 12
19 RPL7A 60s ribosomal protein I7a omal subunit, membrane fraction, poprotein binding, structural constituer: process, ribosome biogenesis, trans AGUNTVTTLVENK No N 2
LKVPPAINQFTQALDR Yes 1
20 RPL24  60S ribosomal protein L24 cytosol, cytosolic large ribosomal sul RNA binding, structural constituent RNA metabolic process, cellular prot AITGASLADIM147]AK Yes 2 12
21 IGH@  Putative matrix cell adhesion molecule-3 HTML47ITROTSTST ves ° 10
VGPGAHS[167]QVQLVQS[167]GAEVK No 1
ALELALLQGLLG Yes 1
22 NYNRIN lsoform 1 of protein nynrin AT e MR e e R, e e S O A e s AR Yes ! 8
- - LEVTVS[167]HVALTA Yes 5
LPFTFAGNLFMVPDDPLGR Yes 1
23 RPSA  Laminin receptor-like protein lamrls 905 preribosome, cytoplasm, cytopl: protein binding, receptor activity, rit RNA metabolic process, cell adhesiol AIVAIENPADVSVISSR Yes 1 1
25 poEy O AARA SN MG ATP binding, ATP-dependent helicas RNA processing ELAQQVQQVADDYGK Yes 1 1
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