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Suppl. Fig. 1: Functional categorization of PDZ proteins identified by the high-throughput Holdup and N2H methods
(A) Venn diagram comparing the list of PZD proteins obtained by Holdup (blue), by N2H method with the PDZ domains (red) and by N2H method obtained with full-length proteins (green). (B-E) Pie charts of PANTHER GO-slim molecular function (B), Biological process (C), Cellular function (D) and protein class (E). PANTHER overrepresentation test was performed on 41 proteins which were identified by the two high-throughput analysis by importing protein IDs into the GO enrichment analysis tool based on protein analysis through the evolutionary relationships (PANTHER) classification system.
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Suppl. Fig. 2: Characterization of recombinant wt and mPBM WNV in vitro.
(A) Viral stocks of wt and mPBM WNVwere quantified by viral genome quantitation by RTqPCR and (B) by virus titers by FFU using Vero cells. Representative Sanger sequence chromatograms from wt WNV (C) and mPBM WNV (D) of both viral stocks showed that the mutation Met (ATG) reverted into a Leu (TTG); another codon for Leu than the one in wt WNV (CTG).
























[image: ]



[bookmark: _GoBack]Suppl. Fig. 3: Uncropped Western Blots4B and identification of band size from Figure 1 (A.) for NS5 and from Figure 4B for the siRNA knocked down ARHGAP21, CNKSR3, DLG1, HTRA1, MAGI1, PARD3, RIMS2, SHANK2, SNX27 and TJP1 expression. For all Western Blots, membranes were used for several samples and were all cut in several parts prior to hybridization with antibodies.
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Suppl. Table 1: The reference list contains all proteins in Homo sapiens. PANTHER overrepresentation test was performed on 41 proteins which were identified by the two high-throughput analysis by importing protein IDs into the GO enrichment analysis tool based on protein analysis through the evolutionary relationships (PANTHER) classification system. The statistical comparisons were made by Fisher’s exact test with Bonferroni correction.
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Suppl. Table 2: supplementary informations for i) siRNA, ii) RTqPCR and iii) Western blot.
RbM: rabbit monoclonal; MM: mouse monoclonal; RbP: rabbit polyclonal.
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Analysis Type: PANTHER Overrepresentation Test 

Annotation Version and Release Date: GO Ontology database  

Reference List: Homo sapiens (all genes in database)

Test Type: FISHER

Correction: BONFERRONI

Bonferroni count: 1440

GO cellular component complete # Homo sapiens # (41) expected +/- fold Enrichment P-value list

membrane (GO:0016020) 9827 33 19.19 + 1.72 1,84E-02 NHERF2, ARHGEF12, NHERF3, MPP5, DLG4, PLCO, SNX27, MAGI2, SHANK3, MAST1, NHERF, MPDZ, PARD3B, MAGI3, ARGAP21, DLG4, SHANK1, MAGI1, TIAM2, DLG2, HTRA1, SNTB1, RIMS2, SCRIB, MAST2, TJP3, GORASP2, PDZD7 

cell periphery (GO:0071944) 5858 31 11.44 + 2.71 4,75E-07 NHERF2, NHERF3, MPP5, DLG4, PCLO, SNX27, MAGI2, SHANK3, MAST1, NHERF, MPDZ, PARD3B, MAGI3, ARHGAP21, DLG4, SHANK1, MAGI1, CNKSR3, DLG1, MAGI1

plasma membrane (GO:0005886) 5731 29 11.19 + 2.59 1,34E-05 NHERF2, NHERF3, MPP5, DLG4, SNX27, MAGI2, SHANK3, MAST1, NHERF, MPDZ, PARD3B, MAGI3, ARHGAP21, DLG4, SHANK1, MAGI1, CNKSR3, DLG1, MAGI1, DLG2, HTRA1, SNTB1, RIMS2, SCRIB, MAST2, TJP3, PDZD7, SYNJ2BP, PARD3, SHANK2

cell junction (GO:0030054) 1309 25 2.56 + 9.39 2,26E-16 NHERF2, MPP5, PDZD2, DLG4, PDZRN3, PCLO, MAGI2, SHANK3, PDLIM1, MPDZ, PARD3B, MAGI3, ARHGAP21, SHANK21, DLG1, MAGI1, FRMPD4, DLG2, SNTB1, RIMS2, SCRIB, TJP3, SYNJ2BP, PARD3, SHANK2

cell projection (GO:0042995) 2210 22 4.49 + 4.90 4,08E-09 NHERF3, MPP5, DLG4, PCLO, MAGI2, SHANK3, MAST1, NHERF, MPDZ, DLG4, SHANK1, DLG1, MAGi1, TIAM2, FRMPD4, DLG2, RIMS2, SCRIB, PDZD7, SYNJ2BP, PARD3, SHANK2

plasma membrane region (GO:0098590) 1195 17 2.28 + 6.86 3,81E-09 NHERF2, NHERF3, MPP5, DLG4, SHANK3, NHERF, MPDZ, PARD3B, SHANK1, MAG1, CNKSR3, DLG1, DLG2, RIMS2, SCRIB, SYNJ2BP, PARD3, SHANk2

neuron projection (GO:0043005) 1337 17 2.71 + 6.27 6,99E-07 MPP5, DLG4, MAGI2, SHANK3, MAST1, NHERF, MPDZ, DLG4, SHANK1, DLG1, TIZM2, FRMPD4, DLG2, PDZD7, SYNJ2BP, PARD3, SHANK2

synapse (GO:0045202) 1196 16 2.70 + 5.92 3,37E-07 DLG4, PDZRN3, PCLO, MaGI2, SHANK3, MPDZ, SHANK1, DLG1, TIAM2, FRMPD4, DLG2, SNTB1, RIMS2, SCRIB, SYNJ2BP, SHANK2

cytoskeleton (GO:0005856) 2230 15 4.35 + 3.44 1,55E-02 DLG4, PCLO, SNX27, MAST1, PDLIM1, NHERF, ARHGAP21, DLG4, DLG1, FRMPD4, SNTB1, RIMS2, MAST2, PARD3, SHANK2

asymmetric synapse (GO:0032279) 335 12 .65 + 18.34 2,49E-09 DLG4, PCLO, MAGI2, SHANK3, MPDZ, SHANK1, DLG1, FRMPD4, DLG2, SCRIB, SYNJ2BP, SHANK2

postsynaptic specialization (GO:0099572) 356 12 .70 + 17.26 4,95E-09 DLG4, PCLO, MAGI2, SHANK3, MPDZ, SHANK1, DLG1, FRMPD4, DLG2, SCRIB, SYNJ2BP, SHANK2

neuron to neuron synapse (GO:0098984) 357 12 .70 + 17.21 5,11E-09 DLG4, PCLO, MAGI2, SHANK3, MPDZ, SHANK1, DLG1, FRMPD4, DLG2, SCRIB, SYNJ2BP, SHANK2

cell-cell junction (GO:0005911) 464 12 .91 + 13.24 9,84E-08 MPP5, PDZD2, MAGI2, MPDZ, PARD3B, MAGI3, DLG1, MAGI1, SCRIB, TJP3, PARD3

postsynapse (GO:0098794) 622 12 1.21 + 9.88 2,59E-06 DLG4, PCLO, MAGI2, SHANK3, MPDZ, SHANK1, DLG1, FRMPD4, DLG2, SCRIB, SYNJ2BP, SHANK2

somatodendritic compartment (GO:0036477) 837 12 1.69 + 7.10 6,13E-06 MPP5, DLG4, MAGI2, SHANK3, MAST1, MPDZ, SHANK1, TIAM2, FRMPD4, DLG2, PARD3, SHANK2

synaptic membrane (GO:0097060) 440 10 .86 + 11.64 1,62E-05 DLG4, SHANK3, SHANK1, DLG1, DLG2, RIMS2, SCRIB, SYNJ2BP, SHANK2

tight junction (GO:0070160) 130 9 .25 + 35.45 7,79E-09 DLG1, PARD3B, MPP5,MPDZ, MAGI2, TJP3, PARD3, MAGI1, MAGI3

apical junction complex (GO:0043296) 147 9 .29 + 31.35 2,21E-08 MPP5, MAGI2, MPDZ, PARD3B, MAGI3, DLG1, MAGI1, TJP3, PARD3

apical plasma membrane (GO:0016324) 325 9 .63 + 14.18 1,86E-05 NHERF2, NHERF3, MPP5, NHERF, MPDZ, PARD3B, MAGI1, CNKSR3, DLG1, PARD3, SHANK2

postsynaptic membrane (GO:0045211) 331 9 .65 + 13.92 2,17E-05 DLG4, SHANK3, SHANK1, DLG1, DLG2, SCRIB, SYNJ2BP, SHANK2

apical part of cell (GO:0045177) 389 9 .76 + 11.85 8,38E-05 NHERF2, NHERF3, MPP5, NHERF, MPDZ, PARD3B, MAGI1, CNKSR3, DLG1, PARD3, SHANK2

adherens junction (GO:0005912) 549 9 1.07 + 8.40 1,44E-03 NHERF2, MPP5, PDLIM1, PARD3B, DLG1, MAGI1, SNTB1, SCRIB, PARD3

anchoring junction (GO:0070161) 565 9 1.10 + 8.16 1,82E-03 NHERF2, MPP5, PDLIM1, PARD3B, DLG1, MAGI1, SNTB1, SCRIB, PARD3

plasma membrane protein complex (GO:0098797) 691 9 1.35 + 6.67 9,22E-03 DLG4, SHANK3, SHANK1, DLG1, DLG2, SNTB1, SCRIB, SYNJ2BP, SHANK2

ionotropic glutamate receptor complex (GO:0008328) 53 8 .10 + 77.30 3,96E-10 DLG1, SHANK1, SYNJ2BP, SHANK3, DLG4, SCRIB, DLG2, SHANK2

neurotransmitter receptor complex (GO:0098878) 55 8 .11 + 74.49 5,19E-10 DLG1, SHANK1, SYNJ2BP, SHANK3, DLG4, SCRIB, DLG2, SHANK2

plasma membrane signaling receptor complex (GO:0098802) 298 8 .58 + 13.75 1,66E-04 DLG4, SHANK3, SHANK1, DLG1, DLG2, SCRIB, SYNJ2BP, SHANK2

ion channel complex (GO:0034702) 304 8 .59 + 13.48 1,92E-04 DLG4, SHANK3, SHANK1, DLG1, DLG2, SCRIB, SYNJ2BP, SHANK2

transmembrane transporter complex (GO:1902495) 328 8 .64 + 12.49 3,39E-04 DLG4, SHANK3, SHANK1, DLG1, DLG2, SCRIB, SYNJ2BP, SHANK2

transporter complex (GO:1990351) 336 8 .66 + 12.19 4,05E-04 DLG4, SHANK1, DLG1, DLG2, SCRIB, SYNJ2BP, SHANK2

receptor complex (GO:0043235) 510 8 1.00 + 8.03 8,61E-03 DLG4, SHANK3, SHANK1, DLG1, DLG2, SCRIB, SYNJ2BP, SHANK2

cytoplasmic region (GO:0099568) 516 8 1.01 + 7.94 9,37E-03 DLG4, PCLO, DLG2, RIMS2

cell cortex (GO:0005938) 318 7 .62 + 11.27 4,06E-03 DLG4, PCLO, PARD3B, DLG4, PDZD4, RIMS2, PARD3

glutamatergic synapse (GO:0098978) 360 7 .70 + 9.96 9,02E-03 DLG4, SHANK1, DLG1, FRMPD4, DLG2, SCRIB

neuromuscular junction (GO:0031594) 80 5 .16 + 32.01 9,20E-04 DLG4, SHANK3, SHANK1, DLG1, DLG2, SCRIB, SYNJ2BP, SHANK2

dendritic spine (GO:0043197) 159 5 .31 + 16.10 2,33E-02 DLG4, SHANK3, SHANK1, FRMPD4, SHANK2

neuron spine (GO:0044309) 161 5 .31 + 15.90 2,47E-02 DLG4, SHANK3, SHANK1, FRMPD4, SHANK2

myelin sheath (GO:0043209) 51 4 .10 + 40.16 5,67E-03 DLG1,MPP5, MPDZ, SCRIB

main axon (GO:0044304) 70 4 .14 + 29.26 1,86E-02 DLG4, DLG1, DLG2, PARD3

Unclassified (UNCLASSIFIED) 2129 2 4.16 - .48 0,00E+00 GIPC3, LNX2
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gene siRNA number siRNA ID gene sequence antigen type dilution

#1 133253 ARHGAP21 forward CTCAGCCCAACTCAAAGAC ARHGAP21 RbM 1:1000

#2 272050 reverse ACCCCGAAGGACAACATAC CNKSR1 MM 1:150

#1 129762 CNKSR3 forward AGCCTCTTCTCGTTTCAGCC DLG1 RbM 1:150

#2 129764 reverse CCCATTTCCCTCCTTTTGTCTC HTRA1 RbM 1:1000

#1 14084 DLG1 forward ACCAACTCTTCTTCTCAGCC MAGI1 RbM 1:1000

#2 14265 reverse TTCCTTCTCCATCTTCTCCTC PARD3 RbM 1:500

#1 105599 HTRA1 forward CCCTTCAAAACACAGTCACC RIMS2 RbM 1:1000

#2 103903 reverse ATTCCAATCACTTCACCGTC SHANK2 RbM 1:500

#1 137662 MAGI1 forward TCCCTCAATACCTACCTCTTTC SNX27 RbM 1:1000

#2 137664 reverse CCCCTTCATCATCTTCACAC TJP1 RbM 1:25

#1 132893 PARD3 forward AACAGGATGAGGATGGGAC β ACTIN MM 1:5000

#2 132895 reverse GAGCACTGAAAGGCACTAC CALNEXIN RbP 1:1000

#1 138320 RIMS2 forward ACTTTTCCCACCTTCCTCC NS5 RbP 1:2500

#2 138322 reverse GCAACTTCCTCTGAGAACAC

#1 136495 SHANK2 forward ACCTTCCCCAACCACTTAC

#2 268302 reverse ACATCCCCTTCTCCCTCATC

#1 131016 SNX27 forward CCTTTTCTTTTTCCCTTCTCCC

#2 131018 reverse ACTTTCCAACCACCCCAAC

#1 121427 TJP1 forward CCTTCCACCTCTTACTCACC

#2 121429 reverse GTTCTGCCTCATCATTTCCTC

TJP1

HTRA1

MAGI1

PARD3

RIMS2

SHANK2

SNX27

DLG1

siRNA primers for RTqPCR antibodies for WesterBlot

ARHGAP21

CNKSR3
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