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PROTEIN |GENE

NAME' NAME? FULL PROTEIN NAME ALIASES

calcineurin  |PPP3CA protein phosphatase 3 (formerly 2B), catalytic subunit, alpha isoform |CALNA, CCN1, CNA1, PP2B
CCT2 CCT2 chaperonin containing TCP1, subunit 2 (beta) CCTB, PRO1633, TCPB
CCT3 CCT3 chaperonin containing TCP1, subunit 3 (gamma) CCTG, PIG48, TCPG, TRIC5
CCT4 CCT4 chaperonin containing TCP1, subunit 4 CCTD, TCPD, SRB

CCT5 CCT5 chaperonin containing TCP1, subunit 5 (epsilon) CCTE, KIAA0098, TCPE
CCT6A CCT6A chaperonin containing TCP1, subunit 6A (zeta 1) CCTZ1, MoDP-2, TCPZ
CCT7 CCT7 chaperonin containing TCP1, subunit 7 (eta) CCTH, Nip7-1, TCPH
Cdc25C CDC25C cell division cycle 25 homolog C CDC25

CTTNBP2 |[CTTNBP2 |Cortactin binding protein 2 c7orf8, CORTBP2, KIAA1758
CTTNBP2NL|CTTNBP2NL|CTTNBP2 N-terminal like KIAA1433

dynein DYNC1H1 |dynein, cytoplasmic 1, heavy chain 1 DHC1; DNCL; DYHC
STRIP1 FAM40A FAM40A KIAA1761

STRIP2 FAM40B FAM40B KIAA1170

FGFR10P2 |FGFR10P2 |[FGFR1 oncogene partner 2 HSPC123

Mob3 MOBKL3 Mps one binder kinase activator-like 3 PREI3, phocein

MST4 MST4 serine/threonine protein kinase MST4 MASK, EC 2.7.11.1

CCM3 PDCD10 Programmed cell death protein 10 CCM3, TFAR15

PP1c PPP1CA protein phosphatase 1, catalytic subunit, alpha isoform PP-1A, PPP1A

PP2Aca PPP2CA protein phosphatase 2 catalytic subunit, alpha isoform PP2A-alpha, EC 3.1.3.16
PP2Acp PPP2CB protein phosphatase 2 catalytic subunit, beta isoform PP2A-beta, EC 3.1.3.16
PP2AA« PPP2R1A |protein phosphatase 2 65kDa regulatory subunit A alpha isoform PP2A A, PR65 alpha
PP2Aap PPP2R1B |protein phosphatase 2 65kDa regulatory subunit A beta isoform PP2A A, PR65 beta

PP2ABa PPP2R2A |protein phosphatase 2, regulatory subunit B, alpha isoform B55A, PR52A, PR55A
PP2ABg PPP2R2B |protein phosphatase 2, regulatory subunit B, gamma isoform B55G, IMYPNO, PR52, PR55G
PP2ABd PPP2R2D |protein phosphatase 2, regulatory subunit B, delta isoform

PP2AB’a PPP2R5A |protein phosphatase 2, regulatory subunit B', alpha isoform B56A, PR61A

PP2AB’y PPP2R5C |protein phosphatase 2, regulatory subunit B', gamma isoform B56G, PR61G

PP2AB’d PPP2R5D |protein phosphatase 2, regulatory subunit B', delta isoform B56D, PR61D

PP2AB’e PPP2R5E |protein phosphatase 2, regulatory subunit B', epsilon isoform B56E, PR61E

PP4c PPP4C protein phosphatase 4 (formerly X), catalytic subunit PP4, PPH3, PPX

PP6c PPP6C protein phosphatase 6, catalytic subunit

PP7 PPEF1 protein phosphatase, EF-hand calcium binding domain 1 PP7, PPEF, PPP7C

liprin A1 PPFIA1 PTPREF interacting protein (liprin) alpha 1 LIP.1, LIP1, LIPRIN

liprin A3 PPFIA3 PTPREF interacting protein (liprin) alpha 3 KIAA0654, LPNA3

SIKE SIKE Suppressor of IKK-epsilon FLJ21168

SLMAP SLMAP Sarcolemmal membrane-associated protein SLAP, KIAA1601

STK24 STK24 serine/threonine protein kinase 24 MST3, STK3

STK25 STK25 serine/threonine protein kinase 25 SOK, YSK1

striatin STRN striatin

striatin3 STRN3 striatin-3 cell cycle autoantigen SG2NA, GS2NA
striatin4 STRN4 striatin-4 zinedin, ZIN

TCP1 TCP1 t-complex 1 CCTA, CCT1, D6S230E, TCPA
TRAF3IP3 |TRAF3IP3 |TRAF3-interacting JNK-activating modulator T3JAM

' Protein names used in this publication
% Gene name as per HUGO (ncbi Gene)
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PROTEIN' GENENAME® SPECIES SOURCE®  ACCESSION  FLAG sITEs® FLagPus®  TAP siTES® TAP pus’
alphad IGBP1 human Kim Arndt  NM_001551 BamHI/Notl Gingras 05 Pmel/Pacl Gingras 05
CTTNBP2 CTTNBP2 human MGC BC106000 EcoRI/Notl this study  N/A N/A
CTTNBP2NL CTTNBP2NL human MGC BC016029 EcoRI/Notl this study  N/A N/A
STRIP1 FAM40A mouse MGC BC023952 EcoRV/Notl this study  N/A N/A

TIP41 TIP41RL human Hela library NM_152902 N/A N/A Pmel/Pacl Gingras 05
Mob3 MOBKL3 human MGC BC005237 EcoRI/Notl this study Pmel/Pacl this study
MST4 MST4 mouse MGC BC005708 Ascl/Notl this study  N/A N/A

CCM3 PDCD10 human MGC BC002506  Ascl/Notl this study  N/A N/A
PP2Aca. PPP2CA human Hela library NM_002715 EcoRI/Not Gingras 05 Pmel/Pacl this study
PP2Acp PPP2CB human Hela library NM_004156 EcoRI/Not Gingras 05 Pmel/Pacl this study
PP2AA« PPP2R1A  human MGC BC001537  Ascl/Notl this study Pmel/Pacl Chen 08
SIKE SIKE human MGC BC005934 EcoRI/Xhol this study  N/A N/A
STK24 STK24 human MGC BC035578  Ascl/Notl this study  N/A N/A
STK25 STK25 human MGC BC007852 EcoRI/Notl this study  N/A N/A
striatin STRN mouse MGC BC090968 Ascl/Notl this study  N/A N/A
striatin3 STRN3 human MGC BC126221 EcoRI/Notl this study  N/A N/A
striatin4 STRN4 human  Origene NM_013403 N/A N/A Pmel/Pacl this study
TRAF3IP3 TRAF3IP3  human MGC BC110302 EcoRI/Notl this study NA N/A

! Protein name as used in this publication
% Gene name as per HUGO (ncbi Gene)

® Source of the original cDNAs used for cloning (MGC: mammalian gene collection)

* Restriction sites used to clone into pcDNA3-flag or pcDNA3-3HA
° Original reference for the pcDNA3-flag construct: (Gingras 05: Gingras, AC et al, Mol Cell Proteomics,

2005, 4: 1725-40)
® Restriction sites used to clone into pcDNA3-NTAP

! Original reference for the pcDNA3-NTAP construct (Chen 08: Chen, Gl et al, 2008, submitted)
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SUPPLEMENTAL TABLE S3. PARALOGY GROUPS
1 2 3

NoDE NAME PROT 1 PROT 2 PROT 3 PROT 4 PROT 5 PROT6 | PROT7 PROT 8 MIN ID
CCT TCP1 CCT2 CCT3 CCT4 CCT5 CCT6A | CCT7 CCT7 23%
CTTNBP2/NL CTTNBP2 | CTNBP2NL 36%

STRIP1/ STRIP2/ o
STRIP1/2 FAM40A FAM40B 68%
liprin liprin A1 liprin A3 61%
PP2A A PP2A Aa PP2A Ap 85%
PP2A B PP2A Ba PP2A B PP2A By PP2A Bd 80%
PP2A B’ PP2A B'a PP2A BB PP2A By PP2A B’d PP2A B’e 57%
PP2Ac PP2Aca PP2Acf 97%
SIKE/
FGFR10P2 SIKE FGFR10P2 47%
SLMAP/ )
TRAF3IP3 SLMAP TRAF3IP3 20%
striatins striatin striatin3 striatin4 46%
GCK-lI STK24 STK25 MST4 66%

' Name used on Figures 1, 3 and 4 to represent the paralogous protein families.

> Members of the paralogy group

® Lowest percentage of identity (amino acid sequence) amongst components of the paralogy group.
Percentage ID calculated from Clustal alignments with BLOSUM 62 matrix, using the longest protein
isoform deposited in RefSeq.
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SUPPLEMENTAL TABLE S4

Detailed mass spectrometry data for TAP interactions. "Prophet" indicates the ProteinProphet p value, "%cover" is the coverage of
each of the proteins, "npeps" is the number of unique peptides, "nspecs" is the total number of spectra assigned to the protein, "Ratio
cover" is the percentage coverage of the interactor relative to the bait. Red denotates components of the PP2AcPP2A A core
phosphatase, green represents the known PP2A B regulatory subunits (including the striatins), and blue indicates the detection of
STRIP1/2 and CTTNBP2/NL in the pull-downs. The highlighted numbers are for proteins identified on the basis of a single unique
peptide: the corresponding peptide annotation and annotated spectra are presented in Sup Table S6 and Sup Fig S7.

Bait hame Gene name _ Protein name  RefSeq Prophet %cover npeps nspecs Ratio cover
TAP-PP2AAc.  PPP2R1A PP2A Aa NP_055040 1 55 54 124 1.00
TAP-PP2AAac.  PPP2R5D PP2A B'S NP_006236 1 45.5 23 39 0.83
TAP-PP2AAc.  PPP2CA/B PP2Ac /B NP_002706,NP_004147 1 42.7 15 36 0.78
TAP-PP2AAac. PPP2R2A PP2A Ba NP_002708 1 44.9 16 33 0.82
TAP-PP2AAc.  PPFIA1 liprin Al NP_003617 1 14.7 13 24 0.27
TAP-PP2AAc.  FAM40A STRIP1 XP_042708 1 15.5 7 13 0.28
TAP-PP2AAc.  STRN striatin NP_003153 1 9.9 5 9 0.18
TAP-PP2AAc.  STRN3 striatin 3 NP_001077362 1 31.9 5 9 0.58
TAP-PP2AAc.  STRN4 striatin 4 NP_037535 1 14.2 5 8 0.26
TAP-PP2AAac.  PPP2R2D PP2A Bd NP_006236 1 20.1 4 7 0.37
TAP-PP2AAc PPP2R5C PP2A B'y NP_002710 1 27.2 6 7 0.49
TAP-PP2AAc.  MOBKL3 Mob3 NP_056202 1 22.8 2 6 0.41
TAP-PP2AAc.  CTTNBP2NL  CTTNBP2NL NP_061174 1 8.4 4 5 0.15
TAP-PP2Aco.  PPP2R1A PP2A Aa NP_055040 1 63.2 41 112 1.14
TAP-PP2Aco.  PPP2CA/B PP2Ac /B NP_002706,NP_004147 1 55.3 23 77 1.00
TAP-PP2Aca.  PPP2R2A PP2A Ba NP_002708 1 55.1 27 64 1.00
TAP-PP2Aca  IGBP1 alpha4 NP_001542 1 51.3 20 37 0.93
TAP-PP2Aca. PPP2R5D PP2A B'S NP_006236 1 37 15 29 0.67
TAP-PP2Aco.  PPP2R1B PP2A AB NP_002707 1 14.4 5 11 0.26
TAP-PP2Aca. PPP2R2D PP2A Bd NP_006236 1 27.5 5 11 0.50
TAP-PP2Aca PPP2R5E PP2A B'e NP_006237 1 14.6 4 10 0.26
TAP-PP2Aca STRN3 striatin 3 NP_055389 1 15.8 7 9 0.29
TAP-PP2Aca  FAM40A STRIP1 NP_149079 1 12.3 4 4 0.22
TAP-PP2Aco.  MOBKL3 Mob3 NP_056202 1 22.8 2 4 0.41
TAP-PP2Aca. PPP2R5C PP2A B'y NP_002710 1 12.2 2 4 0.22
TAP-PP2Aca.  STRN striatin NP_003153 1 4.5 2 2 0.08
TAP-PP2Aca  CCT2 CCT2 NP_006422 1 7.9 2 2 0.14
TAP-PP2Aca  TCP1 TCP1 NP_110379 1 5.6 2 2 0.10
TAP-PP2Aca.  STRN4 striatin 4 NP_037535 1 3.2 2 2 0.06
TAP-PP2Aca  PPFIA3 liprin A3 NP_003651 0.99 2.4 1 1 0.04
TAP-PP2Aco.  PPFIA1 liprin Al NP_003617 0.99 2.5 1 1 0.05
TAP-PP2Aco.  CTTNBP2NL  CTTNBP2NL NP_061174 0.92 2.8 1 1 0.05
TAP-PP2AcR  PPP2R1A PP2A Aa NP_055040 1 46.3 33 69 1.02
TAP-PP2Acf  PPP2CB PP2Ac B NP_004147 1 45.6 19 60 1.00
TAP-PP2ACH STRN striatin NP_003153 1 39.7 29 55 0.87
TAP-PP2Acg  FAM40A STRIP1 XP_042708 1 38.8 22 41 0.85
TAP-PP2AcB  STRN4 striatin 4 NP_037535 1 33.9 14 30 0.74
TAP-PP2Acp  STRN3 striatin 3 NP_001077362 1 37.5 10 27 0.82
TAP-PP2Ac  TCP1 TCP1 NP_110379 1 31.1 14 22 0.68
TAP-PP2Acp  CCT2 CCT2 NP_006422 1 30.5 10 20 0.67
TAP-PP2Acf  CCT6A CCT6A NP_001753 1 19.8 7 14 0.43
TAP-PP2Acp  CTTNBP2NL CTTNBP2NL NP_061174 1 15.2 8 14 0.33
TAP-PP2Acp  MOBKL3 Mob3 NP_056202 1 22.8 4 12 0.50
TAP-PP2Acp  CCT3 CCT3 NP_005989 1 21.3 9 12 0.47
TAP-PP2Acg  CCTS CCT5 NP_036205 1 19.6 9 12 0.43
TAP-PP2Ac  IGBP1 alpha4 NP_001542 1 28.6 8 12 0.63
TAP-PP2Acf  PPP2R2A PP2A Ba NP_002708 1 26.7 8 10 0.59
TAP-PP2Acp  CCT8 CCT8 NP_006576 1 16.6 8 9 0.36
TAP-PP2Acp  CCT7 CCT7 NP_006420 1 14 5 8 0.31
TAP-PP2Acp  CCT4 CCT4 NP_006421 1 22.6 7 8 0.50
TAP-PP2Acg  FGFR1OP FOP NP_008976, 1 14.2 3 3 0.31
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TAP-PP2ACcp PPP2R5D PP2A B'S NP_006236, 1 9.1 2 2 0.20
TAP-PP2Ac  CTTNBP2 CTTNBP2 NP_219499 0.94 3.8 1 1 0.08
TAP-PP2ABy TCP1 TCP1 NP_110379 1 54.1 32 56 1.21
TAP-PP2ABy PPP2R2C PP2A By NP_065149 1 44.7 5 51 1.00
TAP-PP2ABy CCT2 CCT2 NP_006422 1 56.4 31 49 1.26
TAP-PP2ABy  PPP2R1A PP2A Ao NP_055040 1 43.5 27 49 0.97
TAP-PP2ABy  CCT6A CCT6A NP_001753 1 37.3 25 42 0.83
TAP-PP2ABy  CCTS CCTS NP_036205 1 46 26 41 1.03
TAP-PP2ABy CCT7 CCT7 NP_006420 1 53.8 25 39 1.20
TAP-PP2ABy CCT4 CCT4 NP_006421 1 47.4 20 35 1.06
TAP-PP2ABy CCTS8 CCT8 NP_006576 1 39.4 23 33 0.88
TAP-PP2ABy CCT3 CCT3 NP_005989 1 47.1 23 32 1.05
TAP-PP2ABy  PPP2CA/B PP2Ac a/f NP_002706,NP_004147 1 28.8 9 16 0.64
TAP-PP2ABy  PPP2R1B PP2A Ap NP_002707 1 9.1 3 10 0.20
TAP-PP2AB'a  PPP2R1A PP2A Ao NP_055040 1 28.2 18 36 0.95
TAP-PP2AB'a PPP2R5A PP2A B'a NP_006234 1 29.6 14 20 1.00
TAP-PP2AB'a. PPP2CA/B PP2Ac a/f NP_002706,NP_004147 1 38.8 10 18 1.31
TAP-PP2AB'a. PPP2R1B PP2A Ap NP_002707 0.99 4.9 1 3 0.17
TAP-striatin4 |STRN4 striatin 4 NP_037535 1 58.8 50 175 1.00
TAP-striatin4 STRN3 striatin 3 NP_001077362 1 47.8 28 107 0.81
TAP-striatin4 PPP2R1A PP2A Ao NP_055040 1 43 27 80 0.73
TAP-striatin4 STRN striatin NP_003153 1 36.3 26 70 0.62
TAP-striatin4  FAM40A STRIP1 NP_149079 1 28.7 20 57 0.49
TAP-striatin4 MOBKL3 Mob3 NP_056202 1 53.8 11 53 0.91
TAP-striatin4 CTTNBP2NL  CTTNBP2NL NP_061174, 1 31 17 49 0.53
TAP-striatin4g CCT3 CCT3 NP_005989 1 46 17 30 0.78
TAP-striatin4 CCT6A CCT6A NP_001753 1 18.5 9 30 0.31
TAP-striating CCT2 CCT2 NP_006422 1 19.5 8 27 0.33
TAP-striatin4g CCTS CCTS NP_006576 1 31.2 15 26 0.53
TAP-striating CCT7 CCT7 NP_006420 1 24.3 10 25 0.41
TAP-striatin4g CCT4 CCT4 NP_006421 1 29.8 11 24 0.51
TAP-striatin4 TCP1 TCP1 NP_110379 1 30 11 22 0.51
TAP-striatind PPP2CA/B PP2Ac /B NP_002706,NP_004147 1 27.8 5 18 0.47
TAP-striatin4g CCTS CCTS NP_036205 1 23.8 8 13 0.40
TAP-striatin4 DNCL dynein NP_003737,NP_542408 0.97 12.4 1 6 0.21
TAP-striatin4  SIKE SIKE NP_079349 0.99 13.5 2 2 0.23
TAP-striatin4 PPP2R1B PP2A Ap NP_002707,NP_859050 0.99 11.3 1 2 0.19
TAP-Mob3 STRN3 striatin 3 NP_001077362 1 58.5 18 78 1.16
TAP-Mob3 STRN striatin NP_003153 1 46.4 34 63 0.92
TAP-Mob3 FAM40A STRIP1 NP_149079 1 45 34 55 0.89
TAP-Mob3 CTTNBP2NL  CTTNBP2NL NP_061174 1 44.5 32 45 0.88
TAP-Mob3 STRN4 striatin 4 NP_037535 1 42.2 23 44 0.84
TAP-Mob3 PPP2R1A PP2A Aa NP_055040 1 44.3 20 37 0.88
TAP-Mob3 MOBKL3 Mob3 NP_056202 1 50.3 13 27 1.00
TAP-Mob3 PPP2CA/B PP2Ac a/b NP_002706,NP_004147 1 44.3 10 15 0.88
TAP-Mob3 PPP2R1B PP2A Ab NP_002707 1 10.9 3 12 0.22
TAP-Mob3 FAM40B STRIP1 NP_065755 1 7.2 6 12 0.14
TAP-Mob3 DNCL dynein NP_003737 1 62.9 4 6 1.25
TAP-Mob3 SLMAP SLMAP NP_009090 1 9.1 4 5 0.18
TAP-Mob3 SIKE SIKE NP_079349 1 15 2 2 0.30
TAP-Mob3 CTTNBP2 CTTNBP2 NP_219499 1 1.3 2 2 0.03
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SUPPLEMENTAL TABLE S5.

Detailed mass spectrometric data for flag interactions. The gene name for each prey (or "hit") is indicated; for protein names, refer to Sup Table S1. The accession
numbers (protid) are from the International Protein Index (IPI). ProtLen is the length of the protein in amino acids and the GeneSymbol is from HUGO. Pw is the
ProteinProphet probability, taking into account all peptides, regardless of the weight (based on shared peptides); Pfull is the ProteinProphet probability calculated without
taking the weight into account. Npeps is the number of unique peptide ions; Nspecs is the number of matched spectra; Nspecswt95 is the number of spectra assigned
with a weight of 0.95 or more to a given protein. Npepswt95 is the number of peptides with a weight >0.95. Ewing score is the interaction probability value reported by
Ewing et al. (2007) Mol. Syst Biol, 3:89, when applicable (STK24 as a bait). Only proteins absent from flag alone purifications and detected with >20 spectra in at least
two different AP-MS are reported. The exception to the 20 peptide rule consists in previously-reported interactions, such as those involving PP2Ac, PP2A A and PP2A B
subunits; in this case, all hits are reported. Note that STRN3, SIKE and SLMAP are represented by two entries; the highest spectral count is used in Table Il. The
highlighted numbers are proteins identified on the basis of a single peptide: the corresponding peptide annotation and annotated spectra are presented in Sup Table S6
and Sup Fig S7. Red denotates components of the PP2Ac*PP2A A core phosphatase, green represents the known PP2A B regulatory subunits (including the striatins),
and blue indicates the detection of STRIP1/2 and CTTNBP2/NL in the pull-downs

BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
PP2A Aa IP1I00554737 589 PPP2R1A PP2A Aa 1 1 126 548 548 134
IPI00008380 309 PPP2CA PP2Aca 1 1 36 121 4 1
IPI0O0332511 447 PPP2R2A PP2A Ba 1 1 37 108 50 18
IPI00014456 780 STRN striatin 1 1 4 9 9 4
IPI00549766 837 FAM40A STRIP1 1 1 6 8 8 6
IPI0O0879459 797 STRN3 striatin 3 1 1 14 27 4 3
IPI00477001 713 STRN3 striatin 3 1 1 13 25 2 1
IPIO0000030 602 PPP2R5D PP2A B'S 1 1 33 73 58 28
IP1I00294178 601 PPP2R1B PP2A AB 0 1 36 208 2 1
IPIO0003016 753 STRN4 striatin 4 1 1 7 10 10 7
IPI0O0012834 524 PPP2R5C PP2A B'y 1 1 23 47 25 12
IPI00470920 453 PPP2R2D;ACTG1 PP2A Bd 1 1 29 75 17 8
IP100442098 540 PPP2R5C PP2A B'y 0 1 22 44 0 0
IPI00007694 386 PPME1 PME1 1 1 14 27 27 14
IPI00514311 639 CTTNBP2NL CTTNBP2NL 0.9999 0.9999 2 3 3 4
IPI00002853 467 PPP2R5E PP2A B's 1 1 17 31 24 13
IPI00163496 1202 PPFIA1 liprin A1 1 1 15 24 24 16
IPI00793853 433 SLMAP SLMAP 0.809  0.809 1 2 2 1
IPI0O0014978 486 PPP2R5A PP2A B'a 1 1 7 11 10 6
IPI00845329 575 PPP2R3B PP2A B"B 1 1 2 3 3 2
IP100289271 1259 PPFIA2 liprin A2 0 0.9959 4 6 0 0
IPI00014980 497 PPP2R5B PP2A B'B 0 0.7772 2 2 0 0
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
PP2Aca IP1I00554737 589 PPP2R1A PP2A Aa 1 1 58 345 310 56
IPI00008380 309 PPP2CA PP2Aca 1 1 32 124 124 40
IPI0O0332511 447 PPP2R2A PP2A Ba 1 1 35 162 96 23
IPI00014456 780 STRN striatin 1 1 14 34 32 14
IPI00549766 837 FAM40A STRIP1 1 1 7 13 13 8
IPI0O0879459 797 STRN3 striatin 3 1 1 14 33 1 1
IPI00477001 713 STRN3 striatin 3 1 1 14 37 5 1
IPIO0000030 602 PPP2R5D PP2A B'S 1 1 39 144 100 33
IP100294178 601 PPP2R1B PP2A AB 1 1 20 57 22 12
IPIO0003016 753 STRN4 striatin 4 1 1 8 10 10 9
IPI0O0012834 524 PPP2R5C PP2A B'y 0 1 13 42 0 0
IPI00470920 453 PPP2R2D;ACTG1 PP2A B 1 1 27 88 22 14
IP1I00442098 540 PPP2R5C PP2A B'y 1 1 17 48 12 6
IPI00386122 225 MOBKL3 Mob3 1 1 4 10 10 4
IPI00007694 386 PPME1 Pmel 1 1 18 51 51 19
IPI00514311 639 CTTNBP2NL CTTNBP2NL 1 1 8 13 13 9
IPI00002853 467 PPP2R5E PP2A B's 1 1 9 26 24 10
IPI00163496 1202 PPFIA1 liprin A1 1 1 32 79 72 28
IP1I00019148 339 IGBP1 alpha4 1 1 11 39 39 11
IPI00793853 433 SLMAP SLMAP 0.2292 0.2292 1 1 1 1
IP100297779 535 CCT2 CCT2 1 1 8 18 18 8
IPI00784090 548 CCT8 CCT8 1 1 17 35 35 18
IPI00103869 1663 CTTNBP2 CTTNBP2 0.9627 0.9627 1 1 1 1
IPI00553185 545 CCT3 CCT3 1 1 11 20 20 12
IPI00290566 556 TCP1 TCP1 1 1 17 30 29 17
IPI00010720 541 CCTS CCT5 1 1 5 11 11 6
IP100027626 531 CCT6A CCT6A 1 1 7 11 11 7
IPI00018465 543 CCT7 CCT7 1 1 7 19 19 7
IPI00398364 1194 PPFIA3 liprin A3 1 1 21 35 28 18
IPI0O0014978 486 PPP2R5A PP2A B'a 1 1 7 20 20 7
IP100302927 539 CCT4 CCT4 1 1 8 18 17 7
IPI00845329 575 PPP2R3B PP2A B"B 1 1 10 19 19 10
IP100289271 1259 PPFIA2 liprin A2 0 1 10 21 0 0
IPI00013076 399 FGFR10P FOP 1 1 4 6 6 4
IPI00014980 497 PPP2R5B PP2A B'B 0 0.9996 2 3 1 1
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
striatin IP1I00554737 589 PPP2R1A PP2A Aa 1 1 29 76 62 25
IPI00008380 309 PPP2CA PP2Aca 1 1 7 29 29 7
IPI00014456 780 STRN striatin 1 1 68 845 844 70
IPI00549766 837 FAM40A STRIP1 1 1 34 93 90 33
IPIO0879459 797 STRN3 striatin 3 1 1 24 51 5 3
IPI00477001 713 STRN3 striatin 3 0.9997 1 22 47 1 1
IP100292827 416 RP6-213H19.1 MST4 1 1 14 37 14 8
IP100294178 601 PPP2R1B PP2A AB 0.9998 1 7 16 2 2
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IPI00003016 753 STRN4 striatin 4 1 1 26 123 122 25
IP1I00012093 426 STK25 STK25 0 1 4 9 0 0
IP1I00872754 484 STK24 STK24 0 1 16 47 0 0
IP1I00386122 225 MOBKL3 Mob3 1 1 10 59 59 11
IP100298558 212 PDCD10 CCM3 1 1 16 25 25 16
IPI00514311 639 CTTNBP2NL CTTNBP2NL 1 1 18 28 28 18
IPI00640464 207 SIKE SIKE 1 1 9 12 12 9
IPI00305186 211 SIKE SIKE 0 1 8 10 0 0
IPI00607651 893 FAM40B STRIP2 1 1 8 13 10 7
IPI00793853 433 SLMAP SLMAP 0 1 24 59 0 0
1IP100297779 535 CCT2 CCT2 1 1 8 14 14 8
IPI00784090 548 CCT8 CCT8 1 1 7 11 11 7
IP1I00103869 1663 CTTNBP2 CTTNBP2 1 1 3 7 7 3
IPI00553185 545 CCT3 CCT3 1 1 8 11 11 8
IP1I00290566 556 TCP1 TCP1 1 1 10 13 13 10
IP1I00010720 541 CCTS CCTS 1 1 13 23 23 13
IP1I00014903 253 FGFR10P2 FGFR10P2 1 1 8 30 30 8
IP1I00027626 531 CCT6A CCT6A 1 1 7 12 12 7
IPI00018465 543 CCT7 CCT7 1 1 9 15 15 9
1IP100302927 539 CCT4 CCT4 1 1 7 9 9 7
IPI00788882 94 SLMAP SLMAP 0.8869 1 4 19 1 1
1P100220656 530 CCT6B CCT6B 0 0.9887 2 2 0 0
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
striatin3 IP100554737 589 PPP2R1A PP2A Ac. 1 1 34 52 52 37
IPI00008380 309 PPP2CA PP2Aca 1 1 12 32 32 12
IPI00014456 780 STRN striatin 1 1 34 56 52 32
IP1I00549766 837 FAM40A STRIP1 1 1 45 99 91 47
IPI00879459 797 STRN3 striatin 3 1 1 72 212 11 9
IP1I00477001 713 STRN3 striatin 3 0.9998 1 64 203 2 1
1P100292827 416 RP6-213H19.1 MST4 1 1 8 8 4 4
1IP100294178 601 PPP2R1B PP2A AR 0 1 6 10 0 0
IPI00003016 753 STRN4 striatin 4 1 1 39 69 65 36
IP1I00012093 426 STK25 STK25 0 1 5 5 0 0
IP1I00872754 484 STK24 STK24 0 1 7 7 0 0
IP1I00386122 225 MOBKL3 Mob3 1 1 10 52 52 12
IP100298558 212 PDCD10 CCM3 1 1 5 6 6 5
IPI00514311 639 CTTNBP2NL CTTNBP2NL 1 1 35 52 52 36
IPI00640464 207 SIKE SIKE 1 1 18 20 20 19
IPI00305186 211 SIKE SIKE 0 1 16 18 0 0
IPI00607651 893 FAM40B STRIP2 1 1 12 18 10 9
IPI00793853 433 SLMAP SLMAP 1 1 37 51 1 1
1IP100297779 535 CCT2 CCT2 1 1 17 18 18 17
IPI00784090 548 CCT8 CCT8 1 1 10 10 10 10
IP1I00103869 1663 CTTNBP2 CTTNBP2 1 1 21 24 24 21
IPI00553185 545 CCT3 CCT3 1 1 16 19 19 18
IP1I00290566 556 TCP1 TCP1 1 1 16 16 15 15
IP1I00010720 541 CCTS CCTS 1 1 14 14 14 14
IPI00014903 253 FGFR10P2 FGFR10P2 1 1 14 17 17 14
IP1I00027626 531 CCT6A CCT6A 1 1 11 12 12 11
IPI00018465 543 CCT7 CCT7 1 1 8 8 8 8
1IP100302927 539 CCT4 CCT4 1 1 8 8 7 7
1P100788882 94 SLMAP SLMAP 0 0.9998 3 4 0 0
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
Mob3 IP100554737 589 PPP2R1A PP2A Ac. 1 1 45 111 89 38
IPI00008380 309 PPP2CA PP2Aca 1 1 11 28 28 11
IPI00014456 780 STRN striatin 1 1 72 308 302 72
IP1I00549766 837 FAM40A STRIP1 1 1 54 164 157 51
IPI00879459 797 STRN3 striatin 3 1 1 65 260 30 13
IP1I00477001 713 STRN3 striatin 3 0.9997 1 53 232 2 1
1P100292827 416 RP6-213H19.1 MST4 1 1 15 36 19 5
1IP100294178 601 PPP2R1B PP2A AR 1 1 15 32 10 8
IPI00003016 753 STRN4 striatin 4 1 1 56 396 393 56
IP1I00012093 426 STK25 STK25 0.9705 1 6 10 1 1
IP1I00872754 484 STK24 STK24 0 1 25 59 0 0
IP1I00386122 225 MOBKL3 Mob3 1 1 16 179 179 17
IP100298558 212 PDCD10 CCM3 1 1 19 33 33 19
IPI00514311 639 CTTNBP2NL CTTNBP2NL 1 1 39 107 107 39
IPI00640464 207 SIKE SIKE 1 1 18 50 50 20
IPI00305186 211 SIKE SIKE 0 1 17 48 0 0
IPI00607651 893 FAM40B STRIP2 1 1 20 28 21 16
IPI00793853 433 SLMAP SLMAP 1 1 49 104 0 0
1IP100297779 535 CCT2 CCT2 1 1 6 7 7 6
IPI00784090 548 CCT8 CCT8 1 1 10 16 16 10
IP1I00103869 1663 CTTNBP2 CTTNBP2 1 1 33 51 51 33
IPI00553185 545 CCT3 CCT3 1 1 7 8 8 7
IP1I00290566 556 TCP1 TCP1 1 1 9 9 9 9
IPI00010720 541 CCTS CCTS 1 1 5 7 7 5
IPI00014903 253 FGFR10P2 FGFR10P2 1 1 17 29 29 17
IP1I00027626 531 CCT6A CCT6A 1 1 6 8 8 6
IPI00018465 543 CCT7 CCT7 1 1 5 7 7 5
1P100220656 530 CCT6B CCT6B 0 0.6419 2 2 0 0
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
STRIP1 IP1I00554737 589 PPP2R1A PP2A Ac. 1 1 14 25 25 15
IPI00008380 309 PPP2CA PP2Aca 1 1 9 17 17 9
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IPI0O0014456 780 STRN striatin 1 1 36 104 92 37
IPI00549766 837 FAM40A STRIP1 1 1 78 424 393 80
IPI00879459 797 STRN3 striatin 3 1 1 38 143 19 7
IPI00477001 713 STRN3 striatin 3 0.9998 1 32 126 2 1
IP100292827 416 RP6-213H19.1 MST4 1 1 13 26 14 8
IP1I00294178 601 PPP2R1B PP2A AB 0 1 4 8 0 0
IPIO0003016 753 STRN4 striatin 4 1 1 24 100 100 26
IPI00012093 426 STK25 STK25 0 1 3 5 0 0
IPI00872754 484 STK24 STK24 0 1 8 17 0 0
IPI00386122 225 MOBKL3 Mob3 1 1 13 42 42 13
IP100298558 212 PDCD10 CCM3 1 1 9 20 20 9
IPI00514311 639 CTTNBP2NL CTTNBP2NL 1 1 10 19 19 10
IPI00640464 207 SIKE SIKE 1 1 3 5 5 3
IPI00305186 211 SIKE SIKE 1 1 3 5 5 3
IPI00607651 893 FAM40B STRIP2 0.9995 1 7 34 3 1
IPI00793853 433 SLMAP SLMAP 1 1 8 17 0 0
1P100014903 253 FGFR10P2 FGFR10P2 1 1 6 11 11 6
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
CTTNBP2NL IPIO0554737 589 PPP2R1A PP2A Aa 1 1 20 43 43 20
IPI00008380 309 PPP2CA PP2Aca 1 1 10 22 22 10
IPI00014456 780 STRN striatin 1 1 34 88 82 37
IPI00549766 837 FAM40A STRIP1 1 1 23 62 41 25
IPI0O0879459 797 STRN3 striatin 3 1 1 27 107 16 6
IPI00477001 713 STRN3 striatin 3 0.9998 1 22 95 4 1
IP100292827 416 RP6-213H19.1 MST4 0 1 8 16 0 0
IP100294178 601 PPP2R1B PP2A AB 0 1 4 8 0 0
IPIO0003016 753 STRN4 striatin 4 1 1 21 75 75 22
IPI00012093 426 STK25 STK25 0 1 5 10 1 1
IPI00872754 484 STK24 STK24 0 1 5 9 0 0
IPI00386122 225 MOBKL3 Mob3 1 1 10 69 69 12
IP1I00298558 212 PDCD10 CCM3 1 1 7 15 15 7
IPI00514311 639 CTTNBP2NL CTTNBP2NL 1 1 26 108 108 26
IPI00607651 893 FAM40B STRIP2 1 1 4 26 5 3
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95| Ewing score
CTTNBP2 IPI0O0554737 589 PPP2R1A PP2A Aa 1 1 30 43 43 30
IPI00008380 309 PPP2CA PP2Aca 1 1 10 15 15 11
IPI00014456 780 STRN striatin 1 1 35 52 50 35
IPI00549766 837 FAM40A STRIP1 1 1 45 71 65 44
IPI0O0879459 797 STRN3 striatin 3 1 1 44 96 9 7
IPI00477001 713 STRN3 striatin 3 0.9998 1 38 90 3 1
IP100292827 416 RP6-213H19.1 MST4 0 1 3 3 1 1
IP100294178 601 PPP2R1B PP2A AB 0 1 4 4 0 0
IPIO0003016 753 STRN4 striatin 4 1 1 32 66 66 34
IPI00012093 426 STK25 STK25 0 0.9602 2 2 0 0
IPI00872754 484 STK24 STK24 0 0.9948 4 4 0 0
IPI00386122 225 MOBKL3 Mob3 1 1 12 26 26 12
IP1I00298558 212 PDCD10 CCM3 1 1 4 4 4 4
IPI00514311 639 CTTNBP2NL CTTNBP2NL 1 1 7 7 7 8
IPI00607651 893 FAM40B STRIP2 1 1 14 18 12 10
IP100297779 535 CCT2 CCT2 0.9998 0.9998 2 2 2 2
IPI00784090 548 CCT8 CCT8 0.9998 1 2 2 2 2
IPI00103869 1663 CTTNBP2 CTTNBP2 1 1 42 122 122 47
IPI00553185 545 CCT3 CCT3 1 1 3 5 5 4
IPI00290566 556 TCP1 TCP1 1 1 3 4 4 3
IPI00010720 541 CCTS CCT5 1 1 2 2 2 2
IPI00027626 531 CCT6A CCT6A 0.9999 0.9999 2 2 2 2
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
CCM3 IPI0O0554737 589 PPP2R1A PP2A Aa 1 1 18 19 19 18
IPI00008380 309 PPP2CA PP2Aca 1 1 6 6 6 6
IPI0O0014456 780 STRN striatin 1 1 31 31 31 33
IPI00549766 837 FAM40A STRIP1 1 1 13 13 13 15
IPI00879459 797 STRN3 striatin 3 1 1 20 23 1 1
IPI00477001 713 STRN3 striatin 3 1 1 20 23 1 1
IP100292827 416 RP6-213H19.1 MST4 1 1 79 294 104 54
IP1I00294178 601 PPP2R1B PP2A AB 0 0.9933 2 2 0 0
IPIO0003016 753 STRN4 striatin 4 1 1 9 10 10 9
IPI00012093 426 STK25 STK25 1 1 37 195 28 24
IPI00872754 484 STK24 STK24 1 1 56 209 120 36
IPI00386122 225 MOBKL3 Mob3 1 1 7 9 9 7
IP100298558 212 PDCD10 CCM3 1 1 89 218 218 96
IPI00514311 639 CTTNBP2NL CTTNBP2NL 1 1 10 10 10 10
IPI00640464 207 SIKE SIKE 1 1 5 5 5 5
IPI00305186 211 SIKE SIKE 1 1 5 5 5 5
IPI00793853 433 SLMAP SLMAP 1 1 16 17 0 0
IPI00103869 1663 CTTNBP2 CTTNBP2 0.9865 0.9865 1 1 1 1
IPI00014903 253 FGFR10P2 FGFR10P2 1 1 8 8 8 8
IP100788882 94 SLMAP SLMAP 1 1 2 2 0 0
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
MST4 IPI0O0554737 589 PPP2R1A PP2A Aa 1 1 29 39 39 29
IPI00008380 309 PPP2CA PP2Aca 1 1 8 14 14 8
IPI00014456 780 STRN striatin 1 1 39 89 87 42
IPI00549766 837 FAM40A STRIP1 1 1 33 52 49 30
IPIO0879459 797 STRN3 striatin 3 1 1 31 68 8 5
IPI00477001 713 STRN3 striatin 3 0.9998 1 27 63 3 1
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IP100292827 416 RP6-213H19.1 MST4 1 1 95 555 328 86

IP100294178 601 PPP2R1B PP2A AB 0 1 6 10 0 0

IPIO0003016 753 STRN4 striatin 4 1 1 16 28 28 16

IP1I00012093 426 STK25 STK25 1 1 25 230 3 3

IPI00872754 484 STK24 STK24 0 1 20 169 0 3

IP1I00386122 225 MOBKL3 Mob3 1 1 10 29 29 10

IP100298558 212 PDCD10 CCM3 1 1 36 97 97 38

IPIO0514311 639 CTTNBP2NL CTTNBP2NL 1 1 26 33 33 26

IPI00640464 207 SIKE SIKE 1 1 10 11 11 10

IPI00305186 211 SIKE SIKE 0 1 9 10 0 0

IPIO0607651 893 FAM40B STRIP2 1 1 8 8 5 5

IPI00793853 433 SLMAP SLMAP 1 1 27 33 0 0

IPI00103869 1663 CTTNBP2 CTTNBP2 1 1 3 3 3 3

IPI00014903 253 FGFR10P2 FGFR10P2 1 1 10 13 13 10

1P100788882 94 SLMAP SLMAP 0 0.9998 2 3 0 0
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
STK24 IPI0O0554737 589 PPP2R1A PP2A Aa 1 1 33 63 47 26 0.51

IPI00008380 309 PPP2CA PP2Aca 0.9989 1 7 10 1 1 0.42

IPI0O0014456 780 STRN striatin 1 1 57 113 113 59 0.521

IPI0O0549766 837 FAM40A STRIP1 1 1 36 55 50 33 0.426

IPI00879459 797 STRN3 striatin 3 1 1 41 84 12 5 0.559

IPI00477001 713 STRN3 striatin 3 0.9997 1 37 74 2 1

1P100292827 416 RP6-213H19.1 MST4 0 1 13 79 0 0

IP100294178 601 PPP2R1B PP2A AB 0.9868 1 8 17 1 1

IPIO0003016 753 STRN4 striatin 4 1 1 23 43 43 24

IP1I00012093 426 STK25 STK25 0 1 6 64 0 0 0.444

IPI00872754 484 STK24 STK24 0 1 52 322 0 0

IP1I00386122 225 MOBKL3 Mob3 1 1 11 22 22 11 0.446

IP100298558 212 PDCD10 CCM3 1 1 39 81 81 40 0.462

IPIO0514311 639 CTTNBP2NL CTTNBP2NL 1 1 28 44 44 28

IPI00640464 207 SIKE SIKE 1 1 12 16 16 12

IPI00305186 211 SIKE SIKE 0 1 11 15 0 0

IPI0O0607651 893 FAM40B STRIP2 1 1 12 13 8 8

IPI00793853 433 SLMAP SLMAP 1 1 28 41 0 0 0.377

1IP100297779 535 CCT2 CCT2 1 1 3 3 3 3

IPI00784090 548 CCT8 CCT8 1 1 4 4 4 4

IPI00103869 1663 CTTNBP2 CTTNBP2 1 1 6 7 7 6

IPI00553185 545 CCT3 CCT3 1 1 7 11 11 7

IP1I00290566 556 TCP1 TCP1 1 1 6 6 6 6

IPI00010720 541 CCTS CCTS 1 1 3 3 3 3

IP1I00014903 253 FGFR10P2 FGFR10P2 1 1 8 9 9 8

IP1I00027626 531 CCT6A CCT6A 1 1 3 4 4 3

IPI00018465 543 CCT7 CCT7 1 1 4 5 5 4

1IP100302927 539 CCT4 CCT4 1 1 3 4 4 3

IP100788882 94 SLMAP SLMAP 1 1 3 5 0 0
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
STK25 IPI0O0554737 589 PPP2R1A PP2A Aa 1 1 21 40 30 16

IPI00008380 309 PPP2CA PP2Aca 1 1 5 9 9 5

IPI0O0014456 780 STRN striatin 1 1 50 229 154 49

IPI0O0549766 837 FAM40A STRIP1 1 1 24 33 31 22

IPI00879459 797 STRN3 striatin 3 1 1 34 153 13 8

IPI00477001 713 STRN3 striatin 3 0.9998 1 27 142 2 1

1IP100292827 416 RP6-213H19.1 MST4 1 1 22 387 16 11

IP100294178 601 PPP2R1B PP2A AB 0.9998 1 6 11 1 1

IPIO0003016 753 STRN4 striatin 4 1 1 17 32 32 17

IP1I00012093 426 STK25 STK25 1 1 42 577 206 33

IPI00872754 484 STK24 STK24 0 1 14 149 0 0

IP1I00386122 225 MOBKL3 Mob3 1 1 9 33 33 9

IP100298558 212 PDCD10 CCM3 1 1 29 63 63 30

IPIO0514311 639 CTTNBP2NL CTTNBP2NL 1 1 17 46 46 17

IPI00640464 207 SIKE SIKE 1 1 2 2 2 3

IPI00305186 211 SIKE SIKE 1 1 2 2 2 3

IPIO0607651 893 FAM40B STRIP2 1 1 5 5 3 3

IPI00793853 433 SLMAP SLMAP 1 1 16 48 0 0

IPI00103869 1663 CTTNBP2 CTTNBP2 0.992 0.992 1 1 1 1

IP1I00290566 556 TCP1 TCP1 1 1 3 3 3 3

IPI00014903 253 FGFR10P2 FGFR10P2 1 1 9 12 12 9

IP100788882 94 SLMAP SLMAP 1 1 3 4 0 0
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
SIKE IPI0O0554737 589 PPP2R1A PP2A Aa 1 1 16 30 30 17

IPI00008380 309 PPP2CA PP2Aca 1 1 6 11 11 6

IPI0O0014456 780 STRN striatin 1 1 30 69 69 35

IPI0O0549766 837 FAM40A STRIP1 1 1 25 40 40 25

IPI00879459 797 STRN3 striatin 3 1 1 27 55 4 3

IPI00477001 713 STRN3 striatin 3 0.9957 1 25 52 1 1

IP100294178 601 PPP2R1B PP2A AB 0 0.9761 3 7 0 0

IPIO0003016 753 STRN4 striatin 4 1 1 15 33 32 16

IP1I00872754 484 STK24 STK24 0.9999 0.9999 2 4 4 2

IP1I00386122 225 MOBKL3 Mob3 1 1 8 16 16 9

IP100298558 212 PDCD10 CCM3 1 1 4 6 6 4

IPI00640464 207 SIKE SIKE 1 1 35 218 218 41

IPI00305186 211 SIKE SIKE 0 1 32 209 0 0

IPIO0607651 893 FAM40B STRIP2 0 0.9184 2 5 0 1

IPI00793853 433 SLMAP SLMAP 1 1 16 37 0 0
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1P100014903 253 FGFR10P2 FGFR10P2 1 1 10 26 26 11
BAIT protid protLen GeneSymbol Protein name Pw Pfull Npeps Nspecs Nspecswt95 Npepswt95 |Ewing score
TRAF3IP3 IP100554737 589 PPP2R1A PP2A Ac. 1 1 31 37 37 33

IPI00008380 309 PPP2CA PP2Aca 1 1 10 15 15 10

IPI00014456 780 STRN striatin 1 1 42 85 84 45

IP1I00549766 837 FAM40A STRIP1 1 1 38 62 55 34

IPI00879459 797 STRN3 striatin 3 1 1 41 73 72 42

IP1I00477001 713 STRN3 striatin 3 0 1 34 63 0 0

1P100292827 416 RP6-213H19.1 MST4 0 1 3 3 0 0

1IP100294178 601 PPP2R1B PP2A AR 0 1 4 4 0 0

IPI00003016 753 STRN4 striatin 4 1 1 33 64 64 35

IP1I00012093 426 STK25 STK25 0 0.997 2 2 0 1

IP1I00872754 484 STK24 STK24 1 1 6 8 8 6

IP1I00386122 225 MOBKL3 Mob3 1 1 9 29 29 10

IP100298558 212 PDCD10 CCM3 1 1 7 7 7 7

IPI00640464 207 SIKE SIKE 1 1 21 39 4 2

IPI00305186 211 SIKE SIKE 0.9798 1 20 36 1 1

IPI00607651 893 FAM40B STRIP2 1 1 12 16 9 9

IPI00784090 548 CCT8 CCT8 0.9995 0.9995 2 2 2 3

IPI00553185 545 CCT3 CCT3 0.591 0.591 2 2 2 2

IP1I00290566 556 TCP1 TCP1 0.9999 0.9999 2 2 2 2

IP1I00010720 541 CCTS CCTS 1 1 2 3 3 2

IPI00014903 253 FGFR10P2 FGFR10P2 1 1 19 30 30 20

IPI00719170 551 TRAF3IP3 TRAF3IP3 1 1 23 60 60 23

1P1I00019329 89 DYNLL1 DYNLL1 0.9997 0.9998 2 5 5 2
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SuPPLEMENTAL TABLE S6.

List of proteins identified by a unique peptide. For the bait, F = flag-tag, T = TAP tag. The number of unique peptides (npeps) and spectra (nspecs) are indicated.
The sequence of the identified peptide is shown. "Direct additional evidence" for the interaction indicates that the interaction was also detected between the same
two proteins in an independent experiment (e.g. in the other tag system, or in a reciprocal AP-MS experiment in which the hit or prey is now tagged). "Indirect
additional evidence" indicates that an interaction has been independently detected between paralogs of one or the two proteins.

bait hit npeps |nspecs |peptide direct additional evidence|indirect additional evidence

F-PP2A Aa SLMAP 1 2|DEILLLHQAAAK reciprocal flag MS with paralog

F-PP2Aca SLMAP 1 1|IEALQADNDFTNER reciprocal flag MS with paralog

F-PP2Aco CTTNBP2 1 1|APEDAAGAAAEAAK TAP MS, reciprocal flag MS paralogy to CTTNBP2NL

T-striatin4 dynein 1 6|NFGSYVTHETK flag MS with paralogs

T-striatin4 PP2A AR 1 2|AAGGDGDDSLYPIAVLIDELR published flag MS with paralogs, reciprocal flag MS with paralog
T-PP2Aca liprin A3 1 1|DSSSLAGTPSDETLATDPLGLAK flag MS

T-PP2Aca liprin A1 1 1| TLTDGVLDINHEQENTPSTSGK flag MS

T-PP2Aca CTTNBP2NL 1 1|MTNTGLPGPATPAYSYAK flag MS, reciprocal flag MS flag MS with paralog, reciprocal flag MS with paralog
T-PP2AcB CTTNBP2 1 1|VAANTPSMYSQELFQLSQYLQEALHR [flag MS, reciprocal flag MS flag MS with paralog, reciprocal flag MS with paralog
T-PP2AB'a PP2AAB 1 3|AAGGDGDDSLYPIAVLIDELR published




SuPPLEMENTAL TABLE S7.
Peptide statistics for single peptide identifications. For the bait, F = flag-tag, T = TAP tag. The number of unique peptides (npeps) and spectra (nspecs) are indicated. The sequence of the

identified peptide is shown.

Goudreault et al.

mass of the parent ion, "error" is the calculated error on the mass of the parent ion, "matched" id the proportion of match ions, and "PeptideProphet"” is the statistical value assigned to the
peptide by PeptideProphet. Software-specific scoring results (X!Tandem, SEQUEST) are indicated.

A) flag-tag experiments. Instrume

nt: Therm

oFinnigan LTQ. Searches performed with X!Tandem
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"ntt" is the number of tryptic termini, "missed" the number of missed cleavages", "charge" is the charge state of the parent ion, "parent mass" is the theroretical

bait hit npeps | nspecs | peptide ntt | missed | charge |parent mass |error | matched |hyperscore |nextscore |expect PeptideProphet
F-PP2AAc._ | SLMAP 1 2|DEILLLHQAAAK 2 0 2 1321.7| -0.2]|19/22 491 353 0.046 0.9977
F-PP2Aca. | SLMAP 1 1|IEALQADNDFTNER 2 0 2 1635.8| -0.1|21/26 351 312 1.4 0.9589
F-PP2Aca | CTTNBP2 1 1|APEDAAGAAAEAAK 2 0 2 1242.6| -0.3]|20/26 357 287 0.11 0.9905
B) TAP-tag experiments. Instrument: ThermoFinnigan LCQ. Searches performed with SEQUEST

bait hit npeps | nspecs | peptide ntt | missed | charge |parent mass |error | matched | Xcorr delCN Sp RSp | PeptideProphet
T-striatin4 | dynein 1 6|NFGSYVTHETK 2 0 2 1283.4 0.1]15/20 3.16 0.357 798 1 1
T-striatind | PP2A AB 1 2|AAGGDGDDSLYPIAVLIDELR 1 0 3 2161.4| -1.2|36/80 4.89 0.196| 1526.6 1 0.99
T-PP2Aca. | liprin A3 1 1|DSSSLAGTPSDETLATDPLGLAK 2 0 2 2247.4 0.9]23/44 4.31 0.4 864.9 1 0.99
T-PP2Aca. | liprin A1 1 1| TLTDGVLDINHEQENTPSTSGK 2 0 2 2357.5| -0.9]18/42 3.5426 0.421 734.2 1 1
T-PP2Aca. | CTTNBP2NL 1 1|MTNTGLPGPATPAYSYAK 2 0 2 1841.1| -0.1|15/34 2.0184 0.276 190.3 5 0.99
T-PP2Acp |CTTNBP2 1 1| VAANTPSMYSQELFQLSQYLQEALHR 2 0 3 3026.4 1.8]28/100 3.35 0.369 387.2 1 1
T-PP2AB'a. | PP2A AR 1 3|AAGGDGDDSLYPIAVLIDELR 1 0 3 2161.4| -1.5/33/80 4.72 0.253| 1197.8 1 1
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Mass spectrometric data for interactions with endogenous MST4 and striatin 3. Immunoprecipitation/mass spectrometry was
performed as described in Experimental Prodedures. The accession numbers (protid) for each of the identified proteins are from the
International Protein Index (IPl). ProtLen is the length of the protein in amino acids and the GeneSymbol is from HUGO. The number of
unique peptides in the MST4 and Striatin 3 IPs (MST4 Npeps, Striatin3 Npeps) is indicated, along with the total number of spectra in each
IP (MST4 Nspecs, Striatin3 Nspecs). The ProteinProphet probability was >0.99 in all cases, excepted ofor Mob3 in the Striatin3 IP (0.9796)
and MST4 in the Striatin3 IP (0.9790). The numbers highlighted in purple correspond to proteins identified on the basis of a single unique
peptide: the corresponding annotated spectra are presented below. « indicates that peptides were detected, but that they fell below the
ProteinProphet cutoff value (0.8), «* indicates that peptides were detected,but that they were all shared with different entries. Red denotates
components of the PP2Ac*PP2A A core phosphatase, green represents the known PP2A B regulatory subunits (including the striatins), and
blue indicates the detection of STRIP1/2 and CTTNBP2/NL in the pull-downs
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A) Sequence alignment between human STRIP1 (FAM40A) and STRIP2 (FAM40B). Alignment performed with
BLOSUMBG2 (ClustalW"). Identical residues are highlighted in EJMY®J&; conservative substitutions in :
Phosphorylation sites (in either the mouse or human protein; Phosphositez) arein . B) Phylogenetic tree of
the STRIP (FAM40A/FAM40B) orthology groups. Percentage identity between selected pairs of sequences is
indicated on the right. Accession numbers used are hsFAM40A, NP_149079.2; mmFam40a, NP_705791.1;
rnFam40A, XP_342312.3; drFam40a, NP_998686.1; dmFam40, NP_647806.2; hsFAM40B, NP_065755.1;
mmFam40b, NP_796178.2; drFam40b, XP_684274.2; ceFam40, NP_495467.1; scFar11, NP_014272.1; ncHAM-2,
XP_961503.2. Species names are Hs, Homo sapiens; Mm, Mus musculus; Rn, Rattus norvegicus; Dr, Danio rerio;
Dm, Drosophila melanogaster; Ce, Caenorhabditis elegans; Nc, Neurospora crassa; Sc, Saccharomyces cerevisiae.
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HsCTTNBP2 1050 RSIRSITLGNVPWSVGQSFAQSPWDFMRKNKAEHITVLLSGPQEGCLSSVTYASMIPLOMMONYLRLVEQYHNVIFHGPE
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HsCTTNBP2 1450 GESGAWRKVNTSPRRKSGRFSLPTWNKPDLSTEGMKNKTISQLNCNRNASLSKQKSLENDLSLTLNLDQRLSLGSDDEAD
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B

MmCTTNBP2NL
RnCTTNBP2NL 89%
HsCTTNBP2ZNIL
GgCTTNBPZNL 36%
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{MmCTTNBPZ 85% 23%
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HsCTTNBPZ

DrCTTNBPR
DmCTTNBP2NL
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A) Sequence alignment between human CTTNBP2, rat CBP90 and human CTTNBP2NL. The published CBP90 rat
protein (AF053768) is orthologous to human CTTNBP2, but represents a shorter variant’. Underlining indicates a CDD
(Conserved domain database)4-predicted chromosome segregation ATPase region (1e-08 on CTTNBP2, 3e-07 on
CTTNBP2NL); the region in blue corresponds to predicted ankyrin repeats (CDD 3e-31). Red on CBP90 indicates a

proline-rich region, postulated to be required for binding to the cortactin SH3 domain. The residues in

are predicted

to form coiled-coils (paircoil2, 0.03 p-score cut-offs). indicates phosphorylation sites detected in mouse or human
species (Phosphositez). B) Phylogeny of the CTTNBP2NL and CTTNBP2 families. Percentage identity between the
aligned regions of selected pairs is indicated on the right (Matrix BLOSUM62). hsCTTNBP2NL, NP_061174.1;
mmCttnbp2nl, NP_084525.1; Cttnbp2nl, XP_227556.2; drCttnbp2nl, NP_001070839.1; dmCttnbp2nl (CG10915),
NP_611299.2; ceCttnbp2nl (C49H3.6a), NP_501315.1; hsCTTNBP2, NP_219499.1; mmCttnbp2, NP_525024.1;

mCttnbp2, XP_347231.3; drCtinbp2, XP_683573.2.
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Confirmation of the interaction between stably-expressed flag-STRIP1 and endogenous PP2A
components. Immunoprecipitation (IP) on a-flag M2 agarose beads was conducted on lysate from
HEK293 cells stably expressing flag-STRIP1 or flag alone. Immune complexes were resolved by
SDS-PAGE, followed by transfer to nitrocellulose. Co-precipitation of endogenous striatin (top left),
PP2A A (top middle) and PP2Ac (top right) was monitored using antibodies to the endogenous
proteins. Arrows indicate the position of each protein. A contaminating band is visible in the flag alone
lane on the a-striatin IB and a-PP2Ac blots (indicated by a dot); this band comigrates with the

striatin protein. Note that a doublet corresponding to endogenous striatin is present in much higher
amounts in the flag-STRIP1 sample. Asterisks denotate the antibody heavy chain. The bottom panels
show the reprobing of each membrane with a-flag antibodies for detection of flag-STRIP1 protein.
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A) Sequence alignment between human SIKE and human FGFR10P2. Alignment performed with
BLOSUMBG2 (ClustalW"). Identical residues are highlighted in EJMY®J&; conservative substitutions in
Phosphorylation sites (detected in either the mouse or human protein; Phosphositez) arein . The residues
in are predicted to form coiled-coils (paicoil25, 0.3 p-score cut-off). B) Phylogenetic tree of the
SIKE/FGFR10P2 orthology groups. Percentage identity between selected pairs of sequences is indicated on
the right. Accession numbers used are HsSIKE, NP_001095866.1; MmSike, NP_079955.1; RnSike,
NP_001012182.1; DrSike, XP_696578.2; HsFgfriop2, NP_056448.1; MmFgfriop2, NP_080494.1; RnFgfriop2,
NP_958824.1; DrFgfriop2, NP_956249.1; DmFgfriop2, NP_609084.1.
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A) Sequence alignment between human SLMAP and human TRAF3IP3. Red lettering indicates potential
leucine zippers and lettering represents potential hydrophobic membrane anchor (Wiggle 1997), in

is an FHA domain (Conserved domain database, CDD; 4e-12); italics indicates a chromosome segregation
ATPase region (5e-13). On TRAF3IP3, the underlined region corresponds to the CDD COG4372, myosin-like
(5e-06). B) Phylogenetic tree of the SLMAP and TRAF3IP3 families. Percentage identity between the
aligned regions of selected pairs is indicated on the right (Matrix BLOSUMG62).
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Confirmation of the association between flag-tagged proteins and endogenous striatin.
(A) Immunoprecipitation (IP) on a-flag M2 agarose beads was performed on lysate from
HEK293 cells stably expressing the indicated flag-tagged constructs. To ensure specificity of
the interactions, IPs were also performed from lysate of flag alone and flag-alpha4 stable cell
lines. The immune complexes were resolved by SDS-PAGE, followed by transfer onto
nitrocellulose. Co-precipitation of endogenous striatin was detected by immunoblotting
(a-STRN; position indicated by arrow). Upon prolonged exposure, striatin was also detected in
the CTTNBP2 sample. (B) Recombinant protein expression detected in whole cell lysate from
HEK293 cells stably expressing the indicated flag-tagged proteins. Upon prolonged exposure,
TRAF3IP3, CTTNBP2NL, CTTNBP2, PP2AAq are visible. The antibody heavy and light chains
are identified by asterisks (*).



SUPPLEMENTAL FIGURE S7. page1 Goudreault et al.
Annotated spectra for proteins identified on the basis of a single peptide.
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