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Supplementary Figure S1. Functional disorder in human proteins interacting with the RABV P-
protein. For each protein, an amino acid sequence in FASTA format is shown followed by the
disorder profile generated by RIDAO, D?P?-generated functional disorder profile, modeled 3D
structure generated by AlphaFold, and STRING-based protein-protein interaction network.

DYNLL1 (UniProt ID: P63167)

>sp|P63167|DYLL_HUMAN Dynein light chain 1, cytoplasmic OS=Homo sapiens OX=9606
GN=DYNLL1 PE=1SV=1

MCDRKAVIKNADMSEEMQQDSVECATQALEKYNIEKDIAAHIKKEFDKKYNPTWHCIV
GRNFGSYVTHETKHFIYFYLGQVAILLFKSG
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minimum required interaction score: highest confidence (0.900)
number of nodes: 58

number of edges: 338

average node degree: 11.7

avg. local clustering coefficient: 0.828

expected number of edges: 68

PPI enrichment p-value: < 1.0e-16



DYNLLZ2 (UniProt ID: Q96FJ2)

>sp|Q96FJI2IDYL2_HUMAN Dynein light chain 2, cytoplasmic OS=Homo sapiens OX=9606
GN=DYNLL2 PE=1SV=1

MSDRKAVIKNADMSEDMQQDAVDCATQAMEKYNIEKDIAAY IKKEFDKKYNPTWHCI
VGRNFGSYVTHETKHFIYFYLGQVAILLFKSG
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minimum required interaction score: highest confidence (0.900)
number of nodes: 43

number of edges: 257

average node degree: 12

avg. local clustering coefficient: 0.847

expected number of edges: 50

PPI enrichment p-value: < 1.0e-16
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STAT1 (UniProt ID: P42224)

>sp|P42224|STAT1_HUMAN Signal transducer and activator of transcription 1-alpha/beta
OS=Homo sapiens OX=9606 GN=STAT1 PE=1 SV=2

MSQWYELQQLDSKFLEQVHQLYDDSFPMEIRQYLAQWLEKQDWEHAANDVSFATIRF
HDLLSQLDDQYSRFSLENNFLLQHNIRKSKRNLQDNFQEDPIQMSMIIYSCLKEERKILEN
AQRFNQAQSGNIQSTVMLDKQKELDSKVRNVKDKVMCIEHEIKSLEDLQDEYDFKCKT
LQNREHETNGVAKSDQKQEQLLLKKMYLMLDNKRKEVVHKIIELLNVTELTQNALIND
ELVEWKRRQQSACIGGPPNACLDQLQNWFTIVAESLQQVRQQLKKLEELEQKYTYEHD
PITKNKQVLWDRTFSLFQQLIQSSFVVERQPCMPTHPQRPLVLKTGVQFTVKLRLLVKL
QELNYNLKVKVLFDKDVNERNTVKGFRKFNILGTHTKVMNMEESTNGSLAAEFRHLQL
KEQKNAGTRTNEGPLIVTEELHSLSFETQLCQPGLVIDLETTSLPVVVISNVSQLPSGWAS
ILWYNMLVAEPRNLSFFLTPPCARWAQLSEVLSWQFSSVTKRGLNVDQLNMLGEKLLG
PNASPDGLIPWTRFCKENINDKNFPFWLWIESILELIKKHLLPLWNDGCIMGFISKERERA
LLKDQQPGTFLLRFSESSREGAITFTWVERSQNGGEPDFHAVEPYTKKELSAVTEPDIIRN
YKVMAAENIPENPLKYLYPNIDKDHAFGKYYSRPKEAPEPMELDGPKGTGYIKTELISVS
EVHPSRLQTTDNLLPMSPEEFDEVSRIVGSVEFDSMMNTV
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minimum required interaction score: highest confidence (0.900)

number of nodes: 43
number of edges: 257
average node degree: 12

avg. local clustering coefficient: 0.847
expected number of edges: 50

PPI enrichment p-value: < 1.0e-16
number of nodes: 164

number of edges: 2126

average node degree: 25.9

avg. local clustering coefficient: 0.733
expected number of edges: 507

PPI enrichment p-value: < 1.0e-16




STAT?2 (UniProt ID: P52630)

>sp|P52630|STAT2_HUMAN Signal transducer and activator of transcription 2 OS=Homo
sapiens OX=9606 GN=STAT2 PE=1 SV=1

MAQWEMLQNLDSPFQDQLHQLYSHSLLPVDIRQYLAVWIEDQNWQEAALGSDDSKAT
MLFFHFLDQLNYECGRCSQDPESLLLQHNLRKFCRDIQPFSQDPTQLAEMIFNLLLEEKRI
LIQAQRAQLEQGEPVLETPVESQQHEIESRILDLRAMMEKLVKSISQLKDQQDVFCFRYK
IQAKGKTPSLDPHQTKEQKILQETLNELDKRRKEVLDASKALLGRLTTLIELLLPKLEEW
KAQQQKACIRAPIDHGLEQLETWFTAGAKLLFHLRQLLKELKGLSCLVSYQDDPLTKGV
DLRNAQVTELLQRLLHRAFVVETQPCMPQTPHRPLILKTGSKFTVRTRLLVRLQEGNES
LTVEVSIDRNPPQLQGFRKFNILTSNQKTLTPEKGQSQGLIWDFGYLTLVEQRSGGSGKG
SNKGPLGVTEELHIISFTVKYTYQGLKQELKTDTLPVVIISNMNQLSIAWASVLWFNLLSP
NLQNQQFFSNPPKAPWSLLGPALSWQFSSYVGRGLNSDQLSMLRNKLFGQNCRTEDPL
LSWADFTKRESPPGKLPFWTWLDKILELVHDHLKDLWNDGRIMGFVSRSQERRLLKKT
MSGTFLLRFSESSEGGITCSWVEHQDDDKVLIYSVQPYTKEVLQSLPLTEIIRHYQLLTEE
NIPENPLRFLYPRIPRDEAFGCYYQEKVNLQERRKYLKHRLIVVSNRQVDELQQPLELKP
EPELESLELELGLVPEPELSLDLEPLLKAGLDLGPELESVLESTLEPVIEPTLCMVSQTVPE
PDQGPVSQPVPEPDLPCDLRHLNTEPMEIFRNCVKIEEIMPNGDPLLAGQNTVDEVYVSR
PSHFYTDGPLMPSDF
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minimum required interaction score: highest confidence (0.900)
number of nodes: 74

number of edges: 1198

average node degree: 32.4

avg. local clustering coefficient: 0.872

expected number of edges: 128

PPI enrichment p-value: < 1.0e-16



STAT3 (UniProt ID: P40763)

>sp|P40763|STAT3_HUMAN Signal transducer and activator of transcription 3 OS=Homo
sapiens OX=9606 GN=STAT3 PE=1 SV=2

MAQWNQLQQLDTRYLEQLHQLYSDSFPMELRQFLAPWIESQDWAYAASKESHATLVF
HNLLGEIDQQYSRFLQESNVLYQHNLRRIKQFLQSRYLEKPMEIARIVARCLWEESRLLQ
TAATAAQQGGQANHPTAAVVTEKQQMLEQHLQDVRKRVQDLEQKMKVVENLQDDFD
FNYKTLKSQGDMQDLNGNNQSVTRQKMQQLEQMLTALDQMRRSIVSELAGLLSAMEY
VQKTLTDEELADWKRRQQIACIGGPPNICLDRLENWITSLAESQLQTRQQIKKLEELQQK
VSYKGDPIVQHRPMLEERIVELFRNLMKSAFVVERQPCMPMHPDRPLVIKTGVQFTTKV
RLLVKFPELNYQLKIKVCIDKDSGDVAALRGSRKFNILGTNTKVMNMEESNNGSLSAEF
KHLTLREQRCGNGGRANCDASLIVTEELHLITFETEVYHQGLKIDLETHSLPVVVISNICQ
MPNAWASILWYNMLTNNPKNVNFFTKPPIGTWDQVAEVLSWQFSSTTKRGLSIEQLTTL
AEKLLGPGVNYSGCQITWAKFCKENMAGKGFSFWVWLDNIIDLVKKYILALWNEGYIM
GFISKERERAILSTKPPGTFLLRFSESSKEGGVTFTWVEKDISGKTQIQSVEPYTKQQLNN
MSFAEIIMGYKIMDATNILVSPLVYLYPDIPKEEAFGKYCRPESQEHPEADPGSAAPYLK
TKFICVTPTTCSNTIDLPMSPRTLDSLMQFGNNGEGAEPSAGGQFESLTFDMELTSECATS
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minimum required interaction score: highest confidence (0.900)
number of nodes: 201

number of edges: 2286

average node degree: 22.7

avg. local clustering coefficient: 0.643

expected number of edges: 702

PPI enrichment p-value: < 1.0e-16



PML protein (UniProt ID: P29590)
>sp|P29590|PML_HUMAN Protein PML OS=Homo sapiens OX=9606 GN=PML PE=1 SV=3

MEPAPARSPRPQQDPARPQEPTMPPPETPSEGRQPSPSPSPTERAPASEEEFQFLRCQQCQ

AEAKCPKLLPCLHTLCSGCLEASGMQCPICQAPWPLGADTPALDNVFFESLQRRLSVYR

QIVDAQAVCTRCKESADFWCFECEQLLCAKCFEAHQWFLKHEARPLAELRNQSVREFL

DGTRKTNNIFCSNPNHRTPTLTSIYCRGCSKPLCCSCALLDSSHSELKCDISAEIQQRQEEL
DAMTQALQEQDSAFGAVHAQMHAAVGQLGRARAETEELIRERVRQVVAHVRAQEREL
LEAVDARYQRDYEEMASRLGRLDAVLQRIRTGSALVQRMKCYASDQEVLDMHGFLRQ
ALCRLRQEEPQSLQAAVRTDGFDEFKVRLQDLSSCITQGKDAAVSKKASPEAASTPRDPI
DVDLPEEAERVKAQVQALGLAEAQPMAVVQSVPGAHPVPVYAFSIKGPSYGEDVSNTT
TAQKRKCSQTQCPRKVIKMESEEGKEARLARSSPEQPRPSTSKAVSPPHLDGPPSPRSPVI
GSEVFLPNSNHVASGAGEAEERVVVISSSEDSDAENSSSRELDDSSSESSDLQLEGPSTLR
VLDENLADPQAEDRPLVFFDLKIDNETQKISQLAAVNRESKFRVVIQPEAFFSIYSKAVSL
EVGLQHFLSFLSSMRRPILACY KLWGPGLPNFFRALEDINRLWEFQEAISGFLAALPLIRE
RVPGASSFKLKNLAQTYLARNMSERSAMAAVLAMRDLCRLLEVSPGPQLAQHVYPEFSS
LQCFASLQPLVQAAVLPRAEARLLALHNVSFMELLSAHRRDRQGGLKKYSRYLSLQTT

TLPPAQPAFNLQALGTYFEGLLEGPALARAEGVSTPLAGRGLAERASQQS

1.00 - e

0.75 A

Disorder score

0.00 -

0.50 ~

0.25 A

PONDR VLXT
PONDR VSL2
PONDR VL3
IUPred_short

IUPred_long
PONDR FIT

400

600

ni

1]

o

o
d

erseeen |nenl IJIr CTITEEL
R K

(LIS

@.

L

@ |
o/

700

750 800

850 882

ritz-D
[ Espritz-X
(W Espricz-N
W UPred-L
W1Preds
Ervz
W oS
BlvsL2b
WvLxT

1

Predicted Domains

Superfamilies:
[ [1] RING/U box
(2] B-hox zinc-hinding domatm
Pfams:

131 PFI2126.2 (Family)
O] B-box zine fnger

¢~ MoRF Regions

-PTM Sites






CEBPE
Lo

g

GPs2 )
—_ = GATAD28°HDI MTA2

GATAD2A

Ph NUP133

‘ NUP43

Ny

minimum required interaction score: highest confidence (0.900)
number of nodes: 99

number of edges: 989

average node degree: 20

avg. local clustering coefficient: 0.733

expected number of edges: 331

PPI enrichment p-value: < 1.0e-16



Ribosomal protein L9 (UniProt ID: Q02878)

>s5p|Q02878|RL6_ HUMAN 60S ribosomal protein L6 OS=Homo sapiens OX=9606 GN=RPL6
PE=1SV=3

MAGEKVEKPDTKEKKPEAKKVDAGGKVKKGNLKAKKPKKGKPHCSRNPVLVRGIGRY
SRSAMYSRKAMYKRKY SAAKSKVEKKKKEKVLATVTKPVGGDKNGGTRVVKLRKMP
RYYPTEDVPRKLLSHGKKPFSQHVRKLRASITPGTILIILTGRHRGKRVVFLKQLASGLLL
VTGPLVLNRVPLRRTHQKFVIATSTKIDISNVKIPKHLTDAYFKKKKLRKPRHQEGEIFDT
EKEKYEITEQRKIDQKAVDSQILPKIKAIPQLQGYLRSVFALTNGIYPHKLVF
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minimum required interaction score: highest confidence (0.900)
number of nodes: 123

number of edges: 5605

average node degree: 91.1

avg. local clustering coefficient: 0.909

expected number of edges: 612

PPI enrichment p-value: < 1.0e-16



NCL (UniProt ID: P19338)
>sp|P19338|NUCL_HUMAN Nucleolin OS=Homo sapiens 0X=9606 GN=NCL PE=1 SV=3

MVKLAKAGKNQGDPKKMAPPPKEVEEDSEDEEMSEDEEDDSSGEEVVIPQKKGKKAA
ATSAKKVVVSPTKKVAVATPAKKAAVTPGKKAAATPAKKTVTPAKAVTTPGKKGATP
GKALVATPGKKGAAIPAKGAKNGKNAKKEDSDEEEDDDSEEDEEDDEDEDEDEDEIEP
AAMKAAAAAPASEDEDDEDDEDDEDDDDDEEDDSEEEAMETTPAKGKKAAKVVPVK
AKNVAEDEDEEEDDEDEDDDDDEDDEDDDDEDDEEEEEEEEEEPVKEAPGKRKKEMA
KQKAAPEAKKQKVEGTEPTTAFNLFVGNLNFNKSAPELKTGISDVFAKNDLAVVDVRIG
MTRKFGYVDFESAEDLEKALELTGLKVFGNEIKLEKPKGKDSKKERDARTLLAKNLPY
KVTQDELKEVFEDAAEIRLVSKDGKSKGIAYIEFKTEADAEKTFEEKQGTEIDGRSISLYY
TGEKGQNQDYRGGKNSTWSGESKTLVLSNLSYSATEETLQEVFEKATFIKVPQNQNGKS
KGYAFIEFASFEDAKEALNSCNKREIEGRAIRLELQGPRGSPNARSQPSKTLFVKGLSEDT
TEETLKESFDGSVRARIVTDRETGSSKGFGFVDFNSEEDAKAAKEAMEDGEIDGNKVTL
DWAKPKGEGGFGGRGGGRGGFGGRGGGRGGRGGFGGRGRGGFGGRGGFRGGRGGG
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minimum required interaction score: highest confidence (0.900)
number of nodes: 75

number of edges: 1128

average node degree: 30.1

avg. local clustering coefficient: 0.882

expected number of edges: 200

PPI enrichment p-value: < 1.0e-16



FAK (UniProt ID: Q05397)

>s5p|Q05397|FAKL1_HUMAN Focal adhesion kinase 1 OS=Homo sapiens OX=9606 GN=PTK2
PE=1SV=2

MAAAYLDPNLNHTPNSSTKTHLGTGMERSPGAMERVLKVFHYFESNSEPTTWASIIRHG
DATDVRGIHQKIVDSHKVKHVACYGFRLSHLRSEEVHWLHVDMGVSSVREKYELAHPP
EEWKYELRIRYLPKGFLNQFTEDKPTLNFFYQQVKSDYMLEIADQVDQEIALKLGCLEIR
RSYWEMRGNALEKKSNYEVLEKDVGLKRFFPKSLLDSVKAKTLRKLIQQTFRQFANLN
REESILKFFEILSPVYRFDKECFKCALGSSWIISVELAIGPEEGISYLTDKGCNPTHLADFT
QVQTIQYSNSEDKDRKGMLQLKIAGAPEPLTVTAPSLTIAENMADLIDGYCRLVNGTSQ
SFIIRPQKEGERALPSIPKLANSEKQGMRTHAVSVSETDDYAEIIDEEDTYTMPSTRDYEI
QRERIELGRCIGEGQFGDVHQGIYMSPENPALAVAIKTCKNCTSDSVREKFLQEALTMR
QFDHPHIVKLIGVITENPVWIIMELCTLGELRSFLQVRKYSLDLASLILYAYQLSTALAYL
ESKRFVHRDIAARNVLVSSNDCVKLGDFGLSRYMEDSTYYKASKGKLPIKWMAPESINF
RRFTSASDVWMFGVCMWEILMHGVKPFQGVKNNDVIGRIENGERLPMPPNCPPTLY SL
MTKCWAYDPSRRPRFTELKAQLSTILEEEKAQQEERMRMESRRQATVSWDSGGSDEAP
PKPSRPGYPSPRSSEGFYPSPQHMVQTNHYQVSGYPGSHGITAMAGSIYPGQASLLDQTD
SWNHRPQEIAMWQPNVEDSTVLDLRGIGQVLPTHLMEERLIRQQQEMEEDQRWLEKEE
RFLKPDVRLSRGSIDREDGSLQGPIGNQHIYQPVGKPDPAAPPKKPPRPGAPGHLGSLAS
LSSPADSYNEGVKLQPQEISPPPTANLDRSNDKVYENVTGLVKAVIEMSSKIQPAPPEEY
VPMVKEVGLALRTLLATVDETIPLLPASTHREIEMAQKLLNSDLGELINKMKLAQQYVM
TSLQQEYKKQMLTAAHALAVDAKNLLDVIDQARLKMLGQTRPH
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minimum required interaction score: highest confidence (0.900)

number of nodes: 196
number of edges: 2816
average node degree: 28.7

avg. local clustering coefficient: 0.676
expected number of edges: 664
PPI enrichment p-value: < 1.0e-16



JAK1 (UniProt ID: P23458)

>sp|P23458|JAK1_HUMAN Tyrosine-protein kinase JAK1 OS=Homo sapiens OX=9606
GN=JAK1 PE=1 SV=2

MQYLNIKEDCNAMAFCAKMRSSKKTEVNLEAPEPGVEVIFYLSDREPLRLGSGEYTAEE
LCIRAAQACRISPLCHNLFALYDENTKLWYAPNRTITVDDKMSLRLHYRMRFYFTNWH
GTNDNEQSVWRHSPKKQKNGYEKKKIPDATPLLDASSLEYLFAQGQYDLVKCLAPIRD
PKTEQDGHDIENECLGMAVLAISHYAMMKKMQLPELPKDISYKRYIPETLNKSIRQRNL
LTRMRINNVFKDFLKEFNNKTICDSSVSTHDLKVKYLATLETLTKHYGAEIFETSMLLISS
ENEMNWFHSNDGGNVLYYEVMVTGNLGIQWRHKPNVVSVEKEKNKLKRKKLENKHK
KDEEKNKIREEWNNFSYFPEITHIVIKESVVSINKQDNKKMELKLSSHEEALSFVSLVDG
YFRLTADAHHYLCTDVAPPLIVHNIQNGCHGPICTEYAINKLRQEGSEEGMYVLRWSCT
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minimum required interaction score: highest confidence (0.900)
number of nodes: 128

number of edges: 1555

average node degree: 24.3

avg. local clustering coefficient: 0.668

expected number of edges: 333

PPI enrichment p-value: < 1.0e-16



IKKe (UniProt ID: Q14164)

>sp|Q14164|IKKE_HUMAN Inhibitor of nuclear factor kappa-B kinase subunit epsilon
OS=Homo sapiens 0X=9606 GN=IKBKE PE=1 SV=1

MQSTANYLWHTDDLLGQGATASVYKARNKKSGELVAVKVFNTTSYLRPREVQVREFE
VLRKLNHQNIVKLFAVEETGGSRQKVLVMEYCSSGSLLSVLESPENAFGLPEDEFLVVL
RCVVAGMNHLRENGIVHRDIKPGNIMRLVGEEGQSIYKLTDFGAARELDDDEKFVSVY
GTEEYLHPDMYERAVLRKPQQKAFGVTVDLWSIGVTLYHAATGSLPFIPFGGPRRNKEI
MYRITTEKPAGAIAGAQRRENGPLEWSYTLPITCQLSLGLQSQLVPILANILEVEQAKCW
GFDQFFAETSDILQRVVVHVFSLSQAVLHHIYIHAHNTIAIFQEAVHKQTSVAPRHQEYL
FEGHLCVLEPSVSAQHIAHTTASSPLTLFSTAIPKGLAFRDPALDVPKFVPKVDLQADYN
TAKGVLGAGYQALRLARALLDGQELMFRGLHWVMEVLQATCRRTLEVARTSLLYLSS
SLGTERFSSVAGTPEIQELKAAAELRSRLRTLAEVLSRCSONITETQESLSSLNRELVKSR
DQVHEDRSIQQIQCCLDKMNFIY KQFKKSRMRPGLGYNEEQIHKLDKVNFSHLAKRLLQ
VFQEECVQKYQASLVTHGKRMRVVHETRNHLRLVGCSVAACNTEAQGVQESLSKLLE
ELSHQLLQDRAKGAQASPPPIAPYPSPTRKDLLLHMQELCEGMKLLASDLLDNNRIIERL
NRVPAPPDV

PONDR VLXT
PONDR VSL2
1.00 PONDR VL3
IUPred_short
IUPred_long
—— PONDR FIT
MDP

Disorder score

Residue number



Esprtz-D

Espritz X
(=] I Espritz-N
: ! I0bred §
red-
"] B §EI 1 WI + 11 I 0 P2 o
i
vslah
u ] = [] i VLXT
i1 € 1) L dicted .
E : : | m i ~Predicted Domains
' bl i
¥ il ! -
Predicted DisorderAgreement L L .
| — ; ] |
v | :\ i jerizd \( MoRF Regions
o 1l i _
¥ ® e ® 1
@@ ® ® (°] (:rPTM Sites
(U] 8 @ -
0 50 100 150 200 250 300 350 400 450 500 550 600 650 700
Key: Disorder: Superfamilies:
Predicted SCOP Structure |2 Espritz-D (1] Protein kinase-like (PK-like)
i Weaker Support || Espritz-X Pfams:
(DPfam Conserved Domain || Espritz-N 21 PBO14686 (Pfam-B)
[_IPredicted Disorder [ 1UPred-L (3] Protein Kinase domain
v Predicted MoRFs M lUPred-S
© Curated PTM Site Clpv2
[l PrDOS
B vsL2b

W VLXT
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minimum required interaction score: high confidence (0.700)
number of nodes: 41

number of edges: 380

average node degree: 18.5

avg. local clustering coefficient: 0.769

expected number of edges: 70

PPI enrichment p-value: < 1.0e-16



BECNL1 (UniProt ID: Q14457)
>sp|Q14457|BECN1_HUMAN Beclin-1 OS=Homo sapiens OX=9606 GN=BECN1 PE=1 SV=2

MEGSKTSNNSTMQVSFVCQRCSQPLKLDTSFKILDRVTIQELTAPLLTTAQAKPGETQEE
ETNSGEEPFIETPRQDGVSRRFIPPARMMSTESANSFTLIGEASDGGTMENLSRRLKVTGD
LFDIMSGQTDVDHPLCEECTDTLLDQLDTQLNVTENECQNYKRCLEILEQMNEDDSEQL
QMELKELALEEERLIQELEDVEKNRKIVAENLEKVQAEAERLDQEEAQYQREYSEFKRQ
QLELDDELKSVENQMRYAQTQLDKLKKTNVFENATFHIWHSGQFGTINNFRLGRLPSVPV
EWNEINAAWGQTVLLLHALANKMGLKFQRYRLVPYGNHSYLESLTDKSKELPLYCSGG
LRFFWDNKFDHAMVAFLDCVQQFKEEVEKGETRFCLPYRMDVEKGKIEDTGGSGGSYS
IKTQFNSEEQWTKALKFMLTNLKWGLAWYVSSQFYNK
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minimum required interaction score: highest confidence (0.900)
number of nodes: 79

number of edges: 461

average node degree: 11.7

avg. local clustering coefficient: 0.754

expected number of edges: 104

PPI enrichment p-value: < 1.0e-16



TUB-a (UniProt ID: Q71U36)

>sp|Q71U36/TBALIA_HUMAN Tubulin alpha-1A chain OS=Homo sapiens OX=9606
GN=TUBA1A PE=1 SV=1

MRECISIHVGQAGVQIGNACWELYCLEHGIQPDGQMPSDKTIGGGDDSFNTFFSETGAG
KHVPRAVFVDLEPTVIDEVRTGTYRQLFHPEQLITGKEDAANNYARGHYTIGKEIIDLVL
DRIRKLADQCTGLQGFLVFHSFGGGTGSGFTSLLMERLSVDYGKKSKLEFSIYPAPQVST
AVVEPYNSILTTHTTLEHSDCAFMVDNEAIYDICRRNLDIERPTYTNLNRLIGQIVSSITAS
LRFDGALNVDLTEFQTNLVPYPRIHFPLATYAPVISAEKAYHEQLSVAEITNACFEPANQ
MVKCDPRHGKYMACCLLYRGDVVPKDVNAAIATIKTKRTIQFVDWCPTGFKVGINYQP
PTVVPGGDLAKVQRAVCMLSNTTAIAEAWARLDHKFDLMYAKRAFVHWYVGEGMEE
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minimum required interaction score: highest confidence (0.900)
number of nodes: 38

number of edges: 254

average node degree: 13.4

avg. local clustering coefficient: 0.755

expected number of edges: 40

PPI enrichment p-value: < 1.0e-16



TUB-B (UniProt ID: Q9H4B7)

>sp|Q9H4B7|TBB1_HUMAN Tubulin beta-1 chain OS=Homo sapiens OX=9606 GN=TUBB1
PE=1SVv=1

MREIVHIQIGQCGNQIGAKFWEMIGEEHGIDLAGSDRGASALQLERISVYYNEAYGRKY
VPRAVLVDLEPGTMDSIRSSKLGALFQPDSFVHGNSGAGNNWAKGHYTEGAELIENVL
EVVRHESESCDCLQGFQIVHSLGGGTGSGMGTLLMNKIREEYPDRIMNSFSVMPSPKVS
DTVVEPYNAVLSIHQLIENADACFCIDNEALYDICFRTLKLTTPTYGDLNHLVSLTMSGIT
TSLRFPGQLNADLRKLAVNMVPFPRLHFFMPGFAPLTAQGSQQYRALSVAELTQQMFD
ARNTMAACDLRRGRYLTVACIFRGKMSTKEVDQQLLSVQTRNSSCFVEWIPNNVKVAV
CDIPPRGLSMAATFIGNNTAIQEIFNRVSEHFSAMFKRKAFVHWYTSEGMDINEFGEAEN
NIHDLVSEYQQFQDAKAVLEEDEEVTEEAEMEPEDKGH
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minimum required interaction score: high confidence (0.700)
number of nodes: 44

number of edges: 325

average node degree: 14.8

avg. local clustering coefficient: 0.757

expected number of edges: 49

PPI enrichment p-value: < 1.0e-16
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ABCE1 (UniProt ID: P61221)

>sp|P61221|ABCE1_HUMAN ATP-binding cassette sub-family E member 1 OS=Homo sapiens
0X=9606 GN=ABCE1 PE=1 SV=1

MADKLTRIAIVNHDKCKPKKCRQECKKSCPVVRMGKLCIEVTPQSKIAWISETLCIGCGI
CIKKCPFGALSIVNLPSNLEKETTHRYCANAFKLHRLPIPRPGEVLGLVGTNGIGKSTALK
ILAGKQKPNLGKYDDPPDWQEILTYFRGSELQNYFTKILEDDLKAIIKPQYVDQIPKAAK
GTVGSILDRKDETKTQAIVCQQLDLTHLKERNVEDLSGGELQRFACAVVCIQKADIFMF
DEPSSYLDVKQRLKAAITIRSLINPDRYIIVVEHDLSVLDYLSDFICCLYGVPSAYGVVTM
PFSVREGINIFLDGYVPTENLRFRDASLVFKVAETANEEEVKKMCMYKYPGMKKKMGE
FELAIVAGEFTDSEIMVMLGENGTGKTTFIRMLAGRLKPDEGGEVPVLNVSYKPQKISPK
STGSVRQLLHEKIRDAYTHPQFVTDVMKPLQIENIIDQEVQTLSGGELQRVALALCLGKP
ADVYLIDEPSAYLDSEQRLMAARVVKRFILHAKKTAFVVEHDFIMATYLADRVIVFDGV
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minimum required interaction score: highest confidence (0.900)
number of nodes: 84

number of edges: 1985

average node degree: 47.3

avg. local clustering coefficient: 0.881

expected number of edges: 289

PPI enrichment p-value: < 1.0e-16



CCTy (UniProt ID: P49368)

>sp|P49368|TCPG_HUMAN T-complex protein 1 subunit gamma OS=Homo sapiens OX=9606
GN=CCT3 PE=1 SV=4

MMGHRPVLVLSQNTKRESGRKVQSGNINAAKTIADIIRTCLGPKSMMKMLLDPMGGIV
MTNDGNAILREIQVQHPAAKSMIEISRTQDEEVGDGTTSVIILAGEMLSVAEHFLEQQMH
PTVVISAYRKALDDMISTLKKISIPVDISDSDMMLNIINSSITTKAISRWSSLACNIALDAV
KMVQFEENGRKEIDIKKYARVEKIPGGIIEDSCVLRGVMINKDVTHPRMRRY IKNPRIVL
LDSSLEYKKGESQTDIEITREEDFTRILQMEEEYIQQLCEDIQLKPDVVITEKGISDLAQH
YLMRANITAIRRVRKTDNNRIARACGARIVSRPEELREDDVGTGAGLLEIKKIGDEYFTFI
TDCKDPKACTILLRGASKEILSEVERNLQDAMQVCRNVLLDPQLVPGGGASEMAVAHA
LTEKSKAMTGVEQWPYRAVAQALEVIPRTLIQNCGASTIRLLTSLRAKHTQENCETWGV
NGETGTLVDMKELGIWEPLAVKLQTYKTAVETAVLLLRIDDIVSGHKKKGDDQSRQGG
APDAGQE
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minimum required interaction score: highest confidence (0.900)
number of nodes: 48

number of edges: 443

average node degree: 18.5

avg. local clustering coefficient: 0.872

expected number of edges: 53

PPI enrichment p-value: < 1.0e-16



CDC37 (UniProt ID: Q16543)

>s5p|Q16543|CDC37_HUMAN Hsp90 co-chaperone Cdc37 OS=Homo sapiens OX=9606
GN=CDC37 PE=1 SV=1

MVDYSVWDHIEVSDDEDETHPNIDTASLFRWRHQARVERMEQFQKEKEELDRGCRECK
RKVAECQRKLKELEVAEGGKAELERLQAEAQQLRKEERSWEQKLEEMRKKEKSMPWN
VDTLSKDGFSKSMVNTKPEKTEEDSEEVREQKHKTFVEKYEKQIKHFGMLRRWDDSQK
YLSDNVHLVCEETANYLVIWCIDLEVEEKCALMEQVAHQTIVMQFILELAKSLKVDPRA
CFRQFFTKIKTADRQYMEGFNDELEAFKERVRGRAKLRIEKAMKEYEEEERKKRLGPG
GLDPVEVYESLPEELQKCFDVKDVQMLQDAISKMDPTDAKYHMQRCIDSGLWVPNSK
ASEAKEGEEAGPGDPLLEAVPKTGDEKDVSV
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minimum required interaction score: highest confidence (0.900)
number of nodes: 45

number of edges: 257

average node degree: 11.4

avg. local clustering coefficient: 0.856

expected number of edges: 65

PPI enrichment p-value: < 1.0e-16



Hsp90AAL (UniProt ID: PO7900)

>sp|P07900|HS90A HUMAN Heat shock protein HSP 90-alpha OS=Homo sapiens OX=9606
GN=HSP90AAL PE=1 SV=5

MPEETQTQDQPMEEEEVETFAFQAEIAQLMSLIINTFYSNKEIFLRELISNSSDALDKIRYE
SLTDPSKLDSGKELHINLIPNKQDRTLTIVDTGIGMTKADLINNLGTIAKSGTKAFMEALQ
AGADISMIGQFGVGFYSAYLVAEKVTVITKHNDDEQYAWESSAGGSFTVRTDTGEPMG
RGTKVILHLKEDQTEYLEERRIKEIVKKHSQFIGYPITLFVEKERDKEVSDDEAEEKEDKE
EEKEKEEKESEDKPEIEDVGSDEEEEKKDGDKKKKKKIKEKYIDQEELNKTKPIWTRNPD
DITNEEYGEFYKSLTNDWEDHLAVKHFSVEGQLEFRALLFVPRRAPFDLFENRKKKNNI
KLYVRRVFIMDNCEELIPEYLNFIRGVVDSEDLPLNISREMLQQSKILKVIRKNLVKKCLE
LFTELAEDKENYKKFYEQFSKNIKLGIHEDSQNRKKLSELLRYYTSASGDEMVSLKDYC
TRMKENQKHIYYITGETKDQVANSAFVERLRKHGLEVIYMIEPIDEYCVQQLKEFEGKT
LVSVTKEGLELPEDEEEKKKQEEKKTKFENLCKIMKDILEKKVEKVVVSNRLVTSPCCIV
TSTYGWTANMERIMKAQALRDNSTMGYMAAKKHLEINPDHSIETLRQKAEADKNDKS
VKDLVILLYETALLSSGFSLEDPQTHANRIYRMIKLGLGIDEDDPTADDTSAAVTEEMPP
LEGDDDTSRMEEVD
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minimum required interaction score: highest confidence (0.900)
number of nodes: 245

number of edges: 1782

average node degree: 14.5

avg. local clustering coefficient: 0.63

expected number of edges: 798

PPI enrichment p-value: < 1.0e-16



Supplementary Figure S2. Functional disorder in human proteins interacting with the RABV
M-protein. For each protein, an amino acid sequence in FASTA format is shown followed by the
disorder profile generated by RIDAO, D?P2-generated functional disorder profile, modeled 3D
structure generated by AlphaFold, and STRING-based protein-protein interaction network.

RelAp43 (UniProt ID: Q04206)

>sp|Q04206|TF65_HUMAN Transcription factor p65 OS=Homo sapiens OX=9606 GN=RELA
PE=1 SV=2
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KKRDLEQAISQRIQTNNNPFQVPIEEQRGDYDLNAVRLCFQVTVRDPSGRPLRLPPVLSH
PIFDNRAPNTAELKICRVNRNSGSCLGGDEIFLLCDKVQKEDIEVYFTGPGWEARGSFSQ
ADVHRQVAIVFRTPPYADPSLQAPVRVSMQLRRPSDRELSEPMEFQYLPDTDDRHRIEE
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PVAPHTTEPMLMEYPEAITRLVTGAQRPPDPAPAPLGAPGLPNGLLSGDEDFSSIADMDF
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minimum required interaction score: highest confidence (0.900)
number of nodes: 236

number of edges: 3109

average node degree: 26.3

avg. local clustering coefficient: 0.727

expected number of edges: 1044

PPI enrichment p-value: < 1.0e-16



ATP6V1A (UniProt ID: P38606)
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minimum required interaction score: highest confidence (0.900)
number of nodes: 50

number of edges: 828

average node degree: 33.1

avg. local clustering coefficient: 0.801

expected number of edges: 60

PPI enrichment p-value: < 1.0e-16



NEDD4 (UniProT ID: P46934)

>sp|P46934|NEDD4_HUMAN E3 ubiquitin-protein ligase NEDD4 OS=Homo sapiens
0X=9606 GN=NEDD4 PE=1 SV=4

MAQSLRLHFAARRSNTYPLSETSGDDLDSHVHMCFKRPTRISTSNVVQMKLTPRQTALA
PLIKENVQSQERSSVPSSENVNKKSSCLQISLQPTRYSGYLQSSNVLADSDDASFTCILKD
GIYSSAVVDNELNAVNDGHLVSSPAICSGSLSNFSTSDNGSYSSNGSDFGSCASITSGGSY
TNSVISDSSSYTFPPSDDTFLGGNLPSDSTSNRSVPNRNTTPCEIFSRSTSTDPFVQDDLEH
GLEIMKLPVSRNTKIPLKRYSSLVIFPRSPSTTRPTSPTSLCTLLSKGSYQTSHQFIISPSEIA
HNEDGTSAKGFLSTAVNGLRLSKTICTPGEVRDIRPLHRKGSLQKKIVLSNNTPRQTVCE
KSSEGYSCVSVHFTQRKAATLDCETTNGDCKPEMSEIKLNSDSEYIKLMHRTSACLPSSQ
NVDCQININGELERPHSQMNKNHGILRRSISLGGAYPNISCLSSLKHNCSKGGPSQLLIKF
ASGNEGKVDNLSRDSNRDCTNELSNSCKTRDDFLGQVDVPLYPLPTENPRLERPYTFKD
FVLHPRSHKSRVKGYLRLKMTYLPKTSGSEDDNAEQAEELEPGWVVLDQPDAACHLQ
QQQEPSPLPPGWEERQDILGRTYYVNHESRRTQWKRPTPQDNLTDAENGNIQLQAQRA
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IVVTNKNKKEYIYLVIQWRFVNRIQKQMAAFKEGFFELIPQDLIKIFDENELELLMCGLG
DVDVNDWREHTKYKNGYSANHQVIQWFWKAVLMMDSEKRIRLLQFVTGTSRVPMNG
FAELYGSNGPQSFTVEQWGTPEKLPRAHTCFNRLDLPPYESFEELWDKLQMAIENTQGF
DGVD

PONDR VLXT
PONDR VSL2
PONDR VL3
IUPred_short
IUPred_long
—— PONDR FIT T

1.00

0.75

0.50 4k

Disorder score

0.25 A

0.00

Residue number



Predicted Disorder,
T §

I
I
i
|
|
I
i
} I
T I T 1] Tl T T T WE i 1] . i | |
= = = = T L R
i 1 I
® | h
I
|
® @
v o0 100 paci 200 250 L 300 400 400 00 500 GO0 w0 700 70 g0 o0 B q50 1000 1050 oo 1150 1200 1250 1300
Key: Disorder: Supertamilies:
Predicted SCOPStncture [BEsprite-D 11 Hecl, E3 ligase calalylic domain,
| Waker Suppon [ BspriveX TI120WW domain
O Plam Conserved Domain [ EspritzN 1031 €2 domain (CaleiunlipicHbinding domai, CaLB)
[T Predicted Disorler W Pred. Plams:
Predicted MoRFs EPred5 41 HEC Klomain (ubiquilin-ranslerese)
© Cwated PTM Site rvz 151 BBOO45GE (FLam-B)
=5,‘3‘1; 161 WW domain
B 7] PRO04836 (Plam-B)
: 0] PBO16304 (Plam-B)

(9] PROOTEI0 (Plam-T5)




RAPGEF2 MAP1LC38

ANXA13
d/ —
‘ GRB14 /"
U FGFR1 N, -
IS — . //// — LAPTMS
e ay
A ;
f /
/LAPTMAB
i — LITAF
-0
D 5 ! ot — ARRDC1
— PMEPAL ) 4 { : :
E— i SN <
- RS S A - g WBP:
| 5 o v & w = > —
v NDFIP1
— %
- GRB10
MYOM2

minimum required interaction score: high confidence (0.700)
number of nodes: 67

number of edges: 287

average node degree: 8.57

avg. local clustering coefficient: 0.72

expected number of edges: 132

PPI enrichment p-value: < 1.0e-16



YAP1 (UniProt ID: P46937)

>sp|P46937|YAP1_HUMAN Transcriptional coactivator YAP1 OS=Homo sapiens OX=9606

GN=YAP1 PE=1 SV=2
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minimum required interaction score: highest confidence (0.900)
number of nodes: 57

number of edges: 241

average node degree: 8.46

avg. local clustering coefficient: 0.754

expected number of edges: 76

PPI enrichment p-value: < 1.0e-16




EIF3H (UniProt ID: O15372)
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minimum required interaction score: highest confidence (0.900)
number of nodes: 64

number of edges: 1654

average node degree: 51.7

avg. local clustering coefficient: 0.941

expected number of edges: 214

PPI enrichment p-value: < 1.0e-16



JAK1 (UniProt ID: P23458)

>sp|P23458|JAK1_HUMAN Tyrosine-protein kinase JAK1 OS=Homo sapiens OX=9606
GN=JAK1 PE=1 SV=2

MQYLNIKEDCNAMAFCAKMRSSKKTEVNLEAPEPGVEVIFYLSDREPLRLGSGEYTAEE
LCIRAAQACRISPLCHNLFALYDENTKLWYAPNRTITVDDKMSLRLHYRMRFYFTNWH
GTNDNEQSVWRHSPKKQKNGYEKKKIPDATPLLDASSLEYLFAQGQYDLVKCLAPIRD
PKTEQDGHDIENECLGMAVLAISHYAMMKKMQLPELPKDISYKRYIPETLNKSIRQRNL
LTRMRINNVFKDFLKEFNNKTICDSSVSTHDLKVKYLATLETLTKHYGAEIFETSMLLISS
ENEMNWFHSNDGGNVLYYEVMVTGNLGIQWRHKPNVVSVEKEKNKLKRKKLENKHK
KDEEKNKIREEWNNFSYFPEITHIVIKESVVSINKQDNKKMELKLSSHEEALSFVSLVDG
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DFDNILMTVTCFEKSEQVQGAQKQFKNFQIEVQKGRYSLHGSDRSFPSLGDLMSHLKKQ
ILRTDNISFMLKRCCQPKPREISNLLVATKKAQEWQPVYPMSQLSFDRILKKDLVQGEHL
GRGTRTHIYSGTLMDYKDDEGTSEEKKIKVILKVLDPSHRDISLAFFEAASMMRQVSHK
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DKDLVHGNVCTKNLLLAREGIDSECGPFIKLSDPGIPITVLSRQECIERIPWIAPECVEDSK
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minimum required interaction score: highest confidence (0.900)
number of nodes: 128

number of edges: 1555

average node degree: 24.3

avg. local clustering coefficient: 0.668

expected number of edges: 333

PPI enrichment p-value: < 1.0e-16



STAT1 (UniProt ID: P42224)

>sp|P42224|STAT1_HUMAN Signal transducer and activator of transcription 1-alpha/beta
OS=Homo sapiens OX=9606 GN=STAT1 PE=1 SV=2

MSQWYELQQLDSKFLEQVHQLYDDSFPMEIRQYLAQWLEKQDWEHAANDVSFATIRF
HDLLSQLDDQYSRFSLENNFLLQHNIRKSKRNLQDNFQEDPIQMSMIIYSCLKEERKILEN
AQRFNQAQSGNIQSTVMLDKQKELDSKVRNVKDKVMCIEHEIKSLEDLQDEYDFKCKT
LQNREHETNGVAKSDQKQEQLLLKKMYLMLDNKRKEVVHKIIELLNVTELTQNALIND
ELVEWKRRQQSACIGGPPNACLDQLQNWFTIVAESLQQVRQQLKKLEELEQKYTYEHD
PITKNKQVLWDRTFSLFQQLIQSSFVVERQPCMPTHPQRPLVLKTGVQFTVKLRLLVKL
QELNYNLKVKVLFDKDVNERNTVKGFRKFNILGTHTKVMNMEESTNGSLAAEFRHLQL
KEQKNAGTRTNEGPLIVTEELHSLSFETQLCQPGLVIDLETTSLPVVVISNVSQLPSGWAS
ILWYNMLVAEPRNLSFFLTPPCARWAQLSEVLSWQFSSVTKRGLNVDQLNMLGEKLLG
PNASPDGLIPWTRFCKENINDKNFPFWLWIESILELIKKHLLPLWNDGCIMGFISKERERA
LLKDQQPGTFLLRFSESSREGAITFTWVERSQNGGEPDFHAVEPYTKKELSAVTEPDIIRN
YKVMAAENIPENPLKYLYPNIDKDHAFGKYYSRPKEAPEPMELDGPKGTGYIKTELISVS
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minimum required interaction score: highest confidence (0.900)

number of nodes: 43
number of edges: 257
average node degree: 12

avg. local clustering coefficient: 0.847
expected number of edges: 50

PPI enrichment p-value: < 1.0e-16
number of nodes: 164

number of edges: 2126

average node degree: 25.9

avg. local clustering coefficient: 0.733
expected number of edges: 507

PPI enrichment p-value: < 1.0e-16




Supplementary Figure S3. Functional disorder in human proteins interacting with the RABV
N-protein. For each protein, an amino acid sequence in FASTA format is shown followed by the
disorder profile generated by RIDAO, D?P2-generated functional disorder profile, modeled 3D
structure generated by AlphaFold, and STRING-based protein-protein interaction network.

HSPALA (UniProt ID: PODMV8)

>sp|PODMV8|HS71A _HUMAN Heat shock 70 kDa protein 1A OS=Homo sapiens OX=9606
GN=HSPA1A PE=1 SV=1
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'G' —, DNAJBE
BAGLSS

minimum required interaction score: highest confidence (0.900)
number of nodes: 60

number of edges: 459

average node degree: 15.3

avg. local clustering coefficient: 0.849

expected number of edges: 97

PPI enrichment p-value: < 1.0e-16



HSPA1B (UniProt ID: PODMV9)

>sp|PODMV9|HS71B_HUMAN Heat shock 70 kDa protein 1B OS=Homo sapiens OX=9606
GN=HSPA1B PE=1 SVv=1

MAKAAAIGIDLGTTYSCVGVFQHGKVEIIANDQGNRTTPSYVAFTDTERLIGDAAKNQV
ALNPQNTVFDAKRLIGRKFGDPVVQSDMKHWPFQVINDGDKPKVQVSYKGETKAFYPE
EISSMVLTKMKEIAEAYLGYPVTNAVITVPAYFNDSQRQATKDAGVIAGLNVLRIINEPT
AAAIAYGLDRTGKGERNVLIFDLGGGTFDVSILTIDDGIFEVKATAGDTHLGGEDFDNRL
VNHFVEEFKRKHKKDISQNKRAVRRLRTACERAKRTLSSSTQASLEIDSLFEGIDFYTSIT
RARFEELCSDLFRSTLEPVEKALRDAKLDKAQIHDLVLVGGSTRIPKVQKLLQDFFNGR
DLNKSINPDEAVAYGAAVQAAILMGDKSENVQDLLLLDVAPLSLGLETAGGVMTALIK
RNSTIPTKQTQIFTTYSDNQPGVLIQVYEGERAMTKDNNLLGRFELSGIPPAPRGVPQIEV
TFDIDANGILNVTATDKSTGKANKITITNDKGRLSKEEIERMVQEAEKYKAEDEVQRER
VSAKNALESYAFNMKSAVEDEGLKGKISEADKKKVLDKCQEVISWLDANTLAEKDEFE
HKRKELEQVCNPIISGLYQGAGGPGPGGFGAQGPKGGSGSGPTIEEVD
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BAGLSS

minimum required interaction score: highest confidence (0.900)
number of nodes: 60

number of edges: 459

average node degree: 15.3

avg. local clustering coefficient: 0.849

expected number of edges: 97

PPI enrichment p-value: < 1.0e-16



Prefoldin 1 (PFDNL1, UniProt ID: 060925
>sp|060925|PFD1_HUMAN Prefoldin subunit 1 OS=Homo sapiens OX=9606 GN=PFDN1
PE=1SV=2

MAAPVDLELKKAFTELQAKVIDTQQKVKLADIQIEQLNRTKKHAHLTDTEIMTLVDETN
MYEGVGRMFILQSKEAIHSQLLEKQKIAEEKIKELEQKKSYLERSVKEAEDNIREMLMA

RRAQ

—— PONDR VLXT
—— PONDR VSL2
———— PONDR VL3
IUPred_short
—— [UPred_long
—— PONDR FIT

Disorder score
o
wn
o

0.25

0 20 40 60 80 100 120
Residue number

Espritz-D

Espritz-X .
Espitz N Key: Disorder:
Ibredt _ Predicted SCOP Structure [ Espritz-D
s i Weaker Support [ |Espritz-X
3%{?3 OPfam Conserved Domain [ ] Espritz-N
[|Predicted Disorder [l 1UPred-L.
v Predicted MoRFs B 1UPred-s
Predicted Domains © Curated PTM Site [ pv2
[l rDOS
b [ vsL2b
R N B vixr
Eredlc:ted DisorderAd
‘ - . ) Superfamilies:
= 3 : ~ ;MOoRF Regions B [1] Prefoldin
@ Pfams:
@Q : PTM Sites 0[2] Prefoldin subunit
Q@ ®

0 60 120
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minimum required interaction score: high confidence (0.700)
number of nodes: 22

number of edges: 151

average node degree: 13.7

avg. local clustering coefficient: 0.895

expected number of edges: 26

PPI enrichment p-value: < 1.0e-16



CCTy (UniProt ID: P49368)

>sp|P49368|TCPG_HUMAN T-complex protein 1 subunit gamma OS=Homo sapiens OX=9606
GN=CCT3 PE=1 SV=4

MMGHRPVLVLSQNTKRESGRKVQSGNINAAKTIADIIRTCLGPKSMMKMLLDPMGGIV
MTNDGNAILREIQVQHPAAKSMIEISRTQDEEVGDGTTSVIILAGEMLSVAEHFLEQQMH
PTVVISAYRKALDDMISTLKKISIPVDISDSDMMLNIINSSITTKAISRWSSLACNIALDAV
KMVQFEENGRKEIDIKKYARVEKIPGGIIEDSCVLRGVMINKDVTHPRMRRY IKNPRIVL
LDSSLEYKKGESQTDIEITREEDFTRILQMEEEYIQQLCEDIIQLKPDVVITEKGISDLAQH
YLMRANITAIRRVRKTDNNRIARACGARIVSRPEELREDDVGTGAGLLEIKKIGDEYFTFI
TDCKDPKACTILLRGASKEILSEVERNLQDAMQVCRNVLLDPQLVPGGGASEMAVAHA
LTEKSKAMTGVEQWPYRAVAQALEVIPRTLIQNCGASTIRLLTSLRAKHTQENCETWGV
NGETGTLVDMKELGIWEPLAVKLQTYKTAVETAVLLLRIDDIVSGHKKKGDDQSRQGG
APDAGQE
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TRAF3IP3

CTTNBP2

minimum required interaction score: highest confidence (0.900)
number of nodes: 48

number of edges: 443

average node degree: 18.5

avg. local clustering coefficient: 0.872

expected number of edges: 53

PPI enrichment p-value: < 1.0e-16



Supplementary Figure S4. Functional disorder in human proteins interacting with the RABV
G-protein. For each protein, an amino acid sequence in FASTA format is shown followed by the
disorder profile generated by RIDAO, D?P?-generated functional disorder profile, modeled 3D
structure generated by AlphaFold, and STRING-based protein-protein interaction network.

NAChR al (CHRNAT1; UniProt ID: P02708)

>sp|P02708|ACHA_HUMAN Acetylcholine receptor subunit alpha OS=Homo sapiens
0X=9606 GN=CHRNA1 PE=1 SV=3

MEPWPLLLLFSLCSAGLVLGSEHETRLVAKLFKDYSSVVRPVEDHRQVVEVTVGLQLIQ
LINVDEVNQIVTTNVRLKQQWVDYNLKWNPDDYGGVKKIHIPSEKIWRPDLVLYNNAD
GDFAIVKFTKVLLQYTGHITWTPPAIFKSYCEIIVTHFPFDEQNCSMKLGTWTYDGSVVA
INPESDQPDLSNFMESGEWVIKESRGWKHSVTYSCCPDTPYLDITYHFVMQRLPLYFIVN
VIIPCLLFSFLTGLVFYLPTDSGEKMTLSISVLLSLTVFLLVIVELIPSTSSAVPLIGKYMLFT
MVEVIASHITVIVINTHHRSPSTHVMPNWVRKVFIDTIPNIMFFSTMKRPSREKQDKKIFT
EDIDISDISGKPGPPPMGFHSPLIKHPEVKSAIEGIKYIAETMKSDQESNNAAAEWKY VA
MVMDHILLGVFMLVCIIGTLAVFAGRLIELNQQG

PONDR VLXT
PONDR VSL2
PONDR VL3
IUPred_short
IUPred_long
—— PONDR FIT

1.00

0.75

0.50 %

Disorder score

0.25

0 100 200 300 400

Residue number



Espritz-D
Espritz-X
Espritz-N
1UPred-L

|
e

5]

Predicted Domains

rredicted DisorderAgreement

I ] ]
JE—‘*MORF Regions
PTM Sites
0 50 100 150 200 250 300 350 400 450
Key: Disorder: Superfamilies:
Predicted SCOP Sticture [ Espritz-D (1] Neurotransmitter-gated ion-channel transmembrane pore
i Weaker Support [ | Espritz-X [][2] Nicotinic receptor ligand binding domain-like
OPfam Conserved Domain [T Espritz-N Pfams:
Dimgmteg hDAls;rger .}ggreg'ls'" [3] Neurotransmitter-gated ion-channel ligand binding domain
 Predicted Mo 'S I 1UPred- [4] Neurotransmitter-gated ion-channel transmembrane region
© Curated PTM Site [pv2
[ rDOs
[ vsL2b

B vLXT




minimum required interaction score: highest confidence (0.900)
number of nodes: 39

number of edges: 558

average node degree: 28.6

avg. local clustering coefficient: 0.961

expected number of edges: 62

PPI enrichment p-value: < 1.0e-16



nAChr a7 (CHRNA7, UniProt ID: P36544)

>sp|P36544|ACHA7_HUMAN Neuronal acetylcholine receptor subunit alpha-7 OS=Homo
sapiens OX=9606 GN=CHRNA7 PE=1 SV=5

MRCSPGGVWLALAASLLHVSLQGEFQRKLYKELVKNYNPLERPVANDSQPLTVYFSLS
LLQIMDVDEKNQVLTTNIWLQMSWTDHYLQWNVSEYPGVKTVRFPDGQIWKPDILLY
NSADERFDATFHTNVLVNSSGHCQYLPPGIFKSSCYIDVRWFPFDVQHCKLKFGSWSYG
GWSLDLQMQEADISGYIPNGEWDLVGIPGKRSERFYECCKEPYPDVTFTVTMRRRTLYY
GLNLLIPCVLISALALLVFLLPADSGEKISLGITVLLSLTVFMLLVAEIMPATSDSVPLIAQ
YFASTMIIVGLSVVVTVIVLQYHHHDPDGGKMPKWTRVILLNWCAWFLRMKRPGEDK
VRPACQHKQRRCSLASVEMSAVAPPPASNGNLLYIGFRGLDGVHCVPTPDSGVVCGRM
ACSPTHDEHLLHGGQPPEGDPDLAKILEEVRYIANRFRCQDESEAVCSEWKFAACVVDR
LCLMAFSVFTIICTIGILMSAPNFVEAVSKDFA
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CHRNB2

APP

MTMR10

e

minimum required interaction score: high confidence (0.700)
number of nodes: 13

number of edges: 38

average node degree: 5.85

avg. local clustering coefficient: 0.873

expected number of edges: 12

PPI enrichment p-value: 2.01e-09
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NCAML1 (UniProt ID: P13591)

>sp|P13591|NCAM1_HUMAN Neural cell adhesion molecule 1 OS=Homo sapiens OX=9606
GN=NCAM1 PE=1 SV=3

MLQTKDLIWTLFFLGTAVSLQVDIVPSQGEISVGESKFFLCQVAGDAKDKDISWFSPNGE
KLTPNQQRISVVWNDDSSSTLTIYNANIDDAGIYKCVVTGEDGSESEATVNVKIFQKLMF
KNAPTPQEFREGEDAVIVCDVVSSLPPTIIWKHKGRDVILKKDVRFIVLSNNYLQIRGIKK
TDEGTYRCEGRILARGEINFKDIQVIVNVPPTIQARQNIVNATANLGQSVTLVCDAEGFPE
PTMSWTKDGEQIEQEEDDEKYIFSDDSSQLTIKKVDKNDEAEY ICIAENKAGEQDATIHL
KVFAKPKITYVENQTAMELEEQVTLTCEASGDPIPSITWRTSTRNISSEEKASWTRPEKQE
TLDGHMVVRSHARVSSLTLKSIQYTDAGEYICTASNTIGQDSQSMYLEVQYAPKLQGPV
AVYTWEGNQVNITCEVFAYPSATISWFRDGQLLPSSNYSNIKIYNTPSASYLEVTPDSEN
DFGNYNCTAVNRIGQESLEFILVQADTPSSPSIDQVEPYSSTAQVQFDEPEATGGVPILKY
KAEWRAVGEEVWHSKWYDAKEASMEGIVTIVGLKPETTYAVRLAALNGKGLGEISAA
SEFKTQPVQGEPSAPKLEGQMGEDGNSIKVNLIKQDDGGSPIRHYLVRYRALSSEWKPEI
RLPSGSDHVMLKSLDWNAEYEVYVVAENQQGKSKAAHFVFRTSAQPTAIPANGSPTSG
LSTGAIVGILIVIFVLLLVVVDITCYFLNKCGLFMCIAVNLCGKAGPGAKGKDMEEGKAA
FSKDESKEPIVEVRTEEERTPNHDGGKHTEPNETTPLTEPEKGPVEAKPECQETETKPAPA
EVKTVPNDATQTKENESKA
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minimum required interaction score: highest confidence (0.900)
number of nodes: 90

number of edges: 673

average node degree: 15

avg. local clustering coefficient: 0.691

expected number of edges: 145

PPI enrichment p-value: < 1.0e-16



p75NTR (UniProt 1D: P08138)

>sp|P08138|TNR16_HUMAN Tumor necrosis factor receptor superfamily member 16
OS=Homo sapiens OX=9606 GN=NGFR PE=1 SV=1

MGAGATGRAMDGPRLLLLLLLGVSLGGAKEACPTGLYTHSGECCKACNLGEGVAQPC
GANQTVCEPCLDSVTFSDVVSATEPCKPCTECVGLQSMSAPCVEADDAVCRCAYGYYQ
DETTGRCEACRVCEAGSGLVFSCQDKQNTVCEECPDGTYSDEANHVDPCLPCTVCEDT
ERQLRECTRWADAECEEIPGRWITRSTPPEGSDSTAPSTQEPEAPPEQDLIASTVAGVVTT
VMGSSQPVVTRGTTDNLIPVYCSILAAVVVGLVAYIAFKRWNSCKQNKQGANSRPVNQ
TPPPEGEKLHSDSGISVDSQSLHDQQPHTQTASGQALKGDGGLY SSLPPAKREEVEKLLN
GSAGDTWRHLAGELGYQPEHIDSFTHEACPVRALLASWATQDSATLDALLAALRRIQR
ADLVESLCSESTATSPV
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minimum required interaction score: highest confidence (0.900)
number of nodes: 76

number of edges: 498

average node degree: 13.1

avg. local clustering coefficient: 0.731

expected number of edges: 188

PPI enrichment p-value: < 1.0e-16



MGIuR2 (UniProt ID: Q14416)

>s5p|Q14416|GRM2_HUMAN Metabotropic glutamate receptor 2 OS=Homo sapiens OX=9606
GN=GRM2 PE=1 SV=2

MGSLLALLALLLLWGAVAEGPAKKVLTLEGDLVLGGLFPVHQKGGPAEDCGPVNEHR
GIQRLEAMLFALDRINRDPHLLPGVRLGAHILDSCSKDTHALEQALDFVRASLSRGADG
SRHICPDGSYATHGDAPTAITGVIGGSYSDVSIQVANLLRLFQIPQISYASTSAKLSDKSR
YDYFARTVPPDFFQAKAMAEILRFFNWTYVSTVASEGDYGETGIEAFELEARARNICVA
TSEKVGRAMSRAAFEGVVRALLQKPSARVAVLFTRSEDARELLAASQRLNASFTWVAS
DGWGALESVVAGSEGAAEGAITIELASYPISDFASYFQSLDPWNNSRNPWFREFWEQRF
RCSFRQRDCAAHSLRAVPFEQESKIMFVVNAVYAMAHALHNMHRALCPNTTRLCDAM
RPVNGRRLYKDFVLNVKFDAPFRPADTHNEVRFDRFGDGIGRYNIFTYLRAGSGRYRYQ
KVGYWAEGLTLDTSLIPWASPSAGPLPASRCSEPCLQNEVKSVQPGEVCCWLCIPCQPY
EYRLDEFTCADCGLGYWPNASLTGCFELPQEYIRWGDAWAVGPVTIACLGALATLFVL
GVFVRHNATPVVKASGRELCYILLGGVFLCYCMTFIFIAKPSTAVCTLRRLGLGTAFSVC
YSALLTKTNRIARIFGGAREGAQRPRFISPASQVAICLALISGQLLIVVAWLVVEAPGTGK
ETAPERREVVTLRCNHRDASMLGSLAYNVLLIALCTLYAFKTRKCPENFNEAKFIGFTM
YTTCHWLAFLPIFYVTSSDYRVQTTTMCVSVSLSGSVVLGCLFAPKLHIILFQPQKNVVS
HRAPTSRFGSAAARASSSLGQGSGSQFVPTVCNGREVVDSTTSSL
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GPRC5C

i GPRC5A @

minimum required interaction score: high confidence (0.700)
number of nodes: 19

number of edges: 53

average node degree: 5.58

avg. local clustering coefficient: 0.816

expected number of edges: 20

PPI enrichment p-value: 8.77e-10



MAST1 (UniProt ID: Q9Y2H9)

>sp|Q9Y2HIIMAST1_HUMAN Microtubule-associated serine/threonine-protein kinase 1
OS=Homo sapiens OX=9606 GN=MAST1 PE=1 SV=2

MSDSLWTALSNFSMPSFPGGSMFRRTKSCRTSNRKSLILTSTSPTLPRPHSPLPGHLGSSP
LDSPRNFSPNTPAHFSFASSRRADGRRWSLASLPSSGYGTNTPSSTVSSSCSSQERLHQLP
YQPTVDELHFLSKHFGSTESITDEDGGRRSPAVRPRSRSLSPGRSPSSYDNEIVMMNHVY
KERFPKATAQMEEKLRDFTRAYEPDSVLPLADGVLSFIHHQIIELARDCLTKSRDGLITTV
YFYELQENLEKLLQDAYERSESLEVAFVTQLVKKLLIIISRPARLLECLEFNPEEFYHLLE
AAEGHAKEGHLVKTDIPRYIIRQLGLTRDPFPDVVHLEEQDSGGSNTPEQDDLSEGRSSK
AKKPPGENDFDTIKLISNGAYGAVYLVRHRDTRQRFAMKKINKQNLILRNQIQQAFVER
DILTFAENPFVVGMFCSFETRRHLCMVMEYVEGGDCATLLKNIGALPVEMARMYFAET
VLALEYLHNYGIVHRDLKPDNLLITSMGHIKLTDFGLSKMGLMSLTTNLYEGHIEKDAR
EFLDKQVCGTPEYIAPEVILRQGYGKPVDWWAMGIILYEFLVGCVPFFGDTPEELFGQVI
SDDILWPEGDEALPTEAQLLISSLLQTNPLVRLGAGGAFEVKQHSFFRDLDWTGLLRQK
AEFIPHLESEDDTSYFDTRSDRYHHVNSYDEDDTTEEEPVEIRQFSSCSPRFSKVYSSMEQ
LSQHEPKTPVAAAGSSKREPSTKGPEEKVAGKREGLGGLTLREKTWRGGSPEIKRFSASE
ASFLEGEASPPLGARRRFSALLEPSRFSAPQEDEDEARLRRPPRPSSDPAGSLDARAPKEE
TQGEGTSSAGDSEATDRPRPGDLCPPSKDGDASGPRATNDLVLRRARHQQMSGDVAVE
KRPSRTGGKVIKSASATALSVMIPAVDPHGSSPLASPMSPRSLSSNPSSRDSSPSRDY SPA
VSGLRSPITIQRSGKKYGFTLRAIRVYMGDTDVY SVHHIVWHVEEGGPAQEAGLCAGDL
ITHVYNGEPVHGMVHPEVVELILKSGNKVAVTTTPFENTSIRIGPARRSSY KAKMARRNK
RPSAKEGQESKKRSSLFRKITKQSNLLHTSRSLSSLNRSLSSSDSLPGSPTHGLPARSPTHS
YRSTPDSAYLGASSQSSSPASSTPNSPASSASHHIRPSTLHGLSPKLHRQYRSARCKSAGN
IPLSPLAHTPSPTQASPPPLPGHTVGSSHTTQSFPAKLHSSPPVVRPRPKSAEPPRSPLLKR
VQSAEKLGASLSADKKGALRKHSLEVGHPDFRKDFHGELALHSLAESDGETPPVEGLG
APRQVAVRRLGRQESPLSLGADPLLPEGASRPPVSSKEKESPGGAEACTPPRATTPGGRT
LERDVGCTRHQSVQTEDGTGGMARAVAKAALSPVQEHETGRRSSSGEAGTPLVPIVVE
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minimum required interaction score: medium confidence (0.400)

number of nodes: 57
number of edges: 178
average node degree: 6.25

avg. local clustering coefficient:
expected number of edges: 77
PPI enrichment p-value: < 1.0e-16

0.751



MAST2 (UniProt ID: Q6P0Q8)

>sp|Q6P0Q8|MAST2_HUMAN Microtubule-associated serine/threonine-protein kinase 2
OS=Homo sapiens OX=9606 GN=MAST?2 PE=1 SV=2

MKRSRCRDRPQPPPPDRREDGVQRAAELSQSLPPRRRAPPGRQRLEERTGPAGPEGKEQ
DVVTGVSPLLFRKLSNPDIFSSTGKVKLQRQLSQDDCKLWRGNLASSLSGKQLLPLSSSV
HSSVGQVTWQSSGEASNLVRMRNQSLGQSAPSLTAGLKELSLPRRGSFCRTSNRKSLIV
TSSTSPTLPRPHSPLHGHTGNSPLDSPRNFSPNAPAHFSFVPARRTDGRRWSLASLPSSGY
GTNTPSSTVSSSCSSQEKLHQLPFQPTADELHFLTKHFSTESVPDEEGRQSPAMRPRSRSL
SPGRSPVSFDSEIIMMNHVYKERFPKATAQMEERLAEFISSNTPDSVLPLADGALSFIHHQ
VIEMARDCLDKSRSGLITSQYFYELQDNLEKLLQDAHERSESSEVAFVMQLVKKLMIIA
RPARLLECLEFDPEEFYHLLEAAEGHAKEGQGIKCDIPRYIVSQLGLTRDPLEEMAQLSS
CDSPDTPETDDSIEGHGASLPSKKTPSEEDFETIKLISNGAYGAVFLVRHKSTRQRFAMK
KINKQNLILRNQIQQAFVERDILTFAENPFVVSMFCSFDTKRHLCMVMEYVEGGDCATL
LKNIGALPVDMVRLYFAETVLALEYLHNYGIVHRDLKPDNLLITSMGHIKLTDFGLSKIG
LMSLTTNLYEGHIEKDAREFLDKQVCGTPEYIAPEVILRQGYGKPVDWWAMGIILYEFL
VGCVPFFGDTPEELFGQVISDEIVWPEGDEALPPDAQDLTSKLLHQNPLERLGTGSAYEV
KQHPFFTGLDWTGLLRQKAEFIPQLESEDDTSYFDTRSERYHHMDSEDEEEVSEDGCLEI
RQFSSCSPRFNKVYSSMERLSLLEERRTPPPTKRSLSEEKEDHSDGLAGLKGRDRSWVIG
SPEILRKRLSVSESSHTESDSSPPMTVRRRCSGLLDAPRFPEGPEEASSTLRRQPQEGIWVL
TPPSGEGVSGPVTEHSGEQRPKLDEEAVGRSSGSSPAMETRGRGTSQLAEGATAKAISDL
AVRRARHRLLSGDSTEKRTARPVNKVIKSASATALSLLIPSEHHTCSPLASPMSPHSQSSN
PSSRDSSPSRDFLPALGSMRPPIIHRAGKKYGFTLRAIRVYMGDSDVYTVHHMVWHVE
DGGPASEAGLRQGDLITHVNGEPVHGLVHTEVVELILKSGNKVAISTTPLENTSIKVGPA
RKGSYKAKMARRSKRSRGKDGQESRKRSSLFRKITKQASLLHTSRSLSSLNRSLSSGESG
PGSPTHSHSLSPRSPTQGYRVTPDAVHSVGGNSSQSSSPSSSVPSSPAGSGHTRPSSLHGL
APKLQRQYRSPRRKSAGSIPLSPLAHTPSPPPPTASPQRSPSPLSGHVAQAFPTKLHLSPPL
GRQLSRPKSAEPPRSPLLKRVQSAEKLAAALAASEKKLATSRKHSLDLPHSELKKELPPR
EVSPLEVVGARSVLSGKGALPGKGVLQPAPSRALGTLRQDRAERRESLQKQEAIREVDS
SEDDTEEGPENSQGAQELSLAPHPEVSQSVAPKGAGESGEEDPFPSRDPRSLGPMVPSLL
TGITLGPPRMESPSGPHRRLGSPQAIEEAASSSSAGPNLGQSGATDPIPPEGCWKAQHLHT
QALTALSPSTSGLTPTSSCSPPSSTSGKLSMWSWKSLIEGPDRASPSRKATMAGGLANLQ
DLENTTPAQPKNLSPREQGKTQPPSAPRLAHPSYEDPSQGWLWESECAQAVKEDPALSI
TQVPDASGDRRQDVPCRGCPLTQKSEPSLRRGQEPGGHQKHRDLALVPDELLKQT
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minimum required interaction score: medium confidence (0.400)
number of nodes: 53

number of edges: 106

average node degree: 4

avg. local clustering coefficient: 0.836

expected number of edges: 60

PPI enrichment p-value: 3.95e-08



PTPN4 (UniProt ID: P29074)

>sp|P29074|PTN4_HUMAN Tyrosine-protein phosphatase non-receptor type 4 OS=Homo
sapiens OX=9606 GN=PTPN4 PE=1 SVV=1

MTSRFRLPAGRTYNVRASELARDRQHTEVVCNILLLDNTVQAFKVNKHDQGQVLLDVV
FKHLDLTEQDYFGLQLADDSTDNPRWLDPNKPIRKQLKRGSPY SLNFRVKFFVSDPNKL
QEEYTRYQYFLQIKQDILTGRLPCPSNTAALLASFAVQSELGDYDQSENLSGYLSDYSFIP
NQPQDFEKEIAKLHQQHIGLSPAEAEFNYLNTARTLELYGVEFHYARDQSNNEIMIGVM
SGGILIYKNRVRMNTFPWLKIVKISFKCKQFFIQLRKELHESRETLLGFNMVNYRACKNL
WKACVEHHTFFRLDRPLPPQKNFFAHYFTLGSKFRYCGRTEVQSVQYGKEKANKDRVF
ARSPSKPLARKLMDWEVVSRNSISDDRLETQSLPSRSPPGTPNHRNSTFTQEGTRLRPSS
VGHLVDHMVHTSPSEVFVNQRSPSSTQANSIVLESSPSQETPGDGKPPALPPKQSKKNSW
NQIHYSHSQQDLESHINETFDIPSSPEKPTPNGGIPHDNLVLIRMKPDENGRFGFNVKGGY
DQKMPVIVSRVAPGTPADLCVPRLNEGDQVVLINGRDIAEHTHDQVVLFIKASCERHSG
ELMLLVRPNAVYDVVEEKLENEPDFQYIPEKAPLDSVHQDDHSLRESMIQLAEGLITGT
VLTQFDQLYRKKPGMTMSCAKLPQNISKNRYRDISPYDATRVILKGNEDYINANYINME
IPSSSIINQYIACQGPLPHTCTDFWQMTWEQGSSMVVMLTTQVERGRVKCHQYWPEPTG
SSSYGCYQVTCHSEEGNTAYIFRKMTLFNQEKNESRPLTQIQYIAWPDHGVPDDSSDFLD
FVCHVRNKRAGKEEPVVVHCSAGIGRTGVLITMETAMCLIECNQPVYPLDIVRTMRDQR
AMMIQTPSQYRFVCEAILKVYEEGFVKPLTTSTNK
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MAPK12

TICAM2

minimum required interaction score: high confidence (0.700)
number of nodes: 22

number of edges: 127

average node degree: 11.5

avg. local clustering coefficient: 0.917

expected number of edges: 23

PPI enrichment p-value: < 1.0e-16



DLG2 (UniProt ID: Q15700)

>sp|Q15700|DLG2_HUMAN Disks large homolog 2 OS=Homo sapiens OX=9606 GN=DLG2
PE=1SV=3

MFFACYCALRTNVKKYRYQDEDAPHDHSLPRLTHEVRGPELVHVSEKNLSQIENVHGY
VLQSHISPLKASPAPIIVNTDTLDTIPYVNGTEIEYEFEEITLERGNSGLGFSIAGGTDNPHI
GDDPGIFITKIIPGGAAAEDGRLRVNDCILRVNEVDVSEVSHSKAVEALKEAGSIVRLYV
RRRRPILETVVEIKLFKGPKGLGFSIAGGVGNQHIPGDNSIYVTKIIDGGAAQKDGRLQVG
DRLLMVNNYSLEEVTHEEAVAILKNTSEVVYLKVGKPTTIYMTDPYGPPDITHSYSPPM
ENHLLSGNNGTLEYKTSLPPISPGRYSPIPKHMLVDDDY TRPPEPVYSTVNKLCDKPASP
RHYSPVECDKSFLLSAPYSHYHLGLLPDSEMTSHSQHSTATRQPSMTLQRAVSLEGEPR
KVVLHKGSTGLGFNIVGGEDGEGIFVSFILAGGPADLSGELQRGDQILSVNGIDLRGASH
EQAAAALKGAGQTVTHAQYQPEDYARFEAKIHDLREQMMNHSMSSGSGSLRTNQKRS
LYVRAMFDYDKSKDSGLPSQGLSFKYGDILHVINASDDEWWQARRVMLEGDSEEMGV
IPSKRRVERKERARLKTVKFNAKPGVIDSKGSFNDKRKKSFIFSRKFPFY KNKEQSEQETS
DPERGQEDLILSYEPVTRQEINYTRPVIILGPMKDRINDDLISEFPDKFGSCVPHTTRPKRD
YEVDGRDYHFVISREQMEKDIQEHKFIEAGQYNDNLYGTSVQSVRFVAERGKHCILDVS
GNAIKRLQVAQLYPIAIFIKPRSLEPLMEMNKRLTEEQAKKTYDRAIKLEQEFGEYFTAIV
QGDTLEDIYNQCKLVIEEQSGPFIWIPSKEKL
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minimum required interaction score: high confidence (0.700)
number of nodes: 65

number of edges: 565

average node degree: 17.4

avg. local clustering coefficient: 0.737

expected number of edges: 87

PPI enrichment p-value: < 1.0e-16



MPDZ (UniProt ID: O75970

>sp|075970|MPDZ_HUMAN Multiple PDZ domain protein OS=Homo sapiens OX=9606
GN=MPDZ PE=1 SV=2

MLEAIDKNRALHAAERLQTKLRERGDVANEDKLSLLKSVLQSPLFSQILSLQTSVQQLK
DQVNIATSATSNIEYAHVPHLSPAVIPTLQNESFLLSPNNGNLEALTGPGIPHINGKPACD
EFDQLIKNMAQGRHVEVFELLKPPSGGLGFSVVGLRSENRGELGIFVQEIQEGSVAHRD
GRLKETDQILAINGQALDQTITHQQAISILQKAKDTVQLVIARGSLPQLVSPIVSRSPSAAS
TISAHSNPVHWQHMETIELVNDGSGLGFGIIGGKATGVIVKTILPGGVADQHGRLCSGDH
ILKIGDTDLAGMSSEQVAQVLRQCGNRVKLMIARGAIEERTAPTALGITLSSSPTSTPELR
VDASTQKGEESETFDVELTKNVQGLGITIAGYIGDKKLEPSGIFVKSITKSSAVEHDGRIQI
GDQIIAVDGTNLQGFTNQQAVEVLRHTGQTVLLTLMRRGMKQEAELMSREDVTKDAD
LSPVNASIIKENYEKDEDFLSSTRNTNILPTEEEGYPLLSAEIEEIEDAQKQEAALLTKWQR
IMGINYEIVVAHVSKFSENSGLGISLEATVGHHFIRSVLPEGPVGHSGKLFSGDELLEVNG
ITLLGENHQDVVNILKELPIEVTMVCCRRTVPPTTQSELDSLDLCDIELTEKPHVDLGEFI
GSSETEDPVLAMTDAGQSTEEVQAPLAMWEAGIQHIELEKGSKGLGFSILDYQDPIDPAS
TVIIRSLVPGGIAEKDGRLLPGDRLMFVNDVNLENSSLEEAVEALKGAPSGTVRIGVAKP
LPLSPEEGYVSAKEDSFLYPPHSCEEAGLADKPLFRADLALVGTNDADLVDESTFESPYS
PENDSIYSTQASILSLHGSSCGDGLNYGSSLPSSPPKDVIENSCDPVLDLHMSLEELYTQN
LLQRQDENTPSVDISMGPASGFTINDYTPANAIEQQYECENTIVWTESHLPSEVISSAELP
SVLPDSAGKGSEYLLEQSSLACNAECVMLQNVSKESFERTINIAKGNSSLGMTVSANKD
GLGMIVRSIIHGGAISRDGRIAIGDCILSINEESTISVTNAQARAMLRRHSLIGPDIKITYVP
AEHLEEFKISLGQQSGRVMALDIFSSYTGRDIPELPEREEGEGEESELQNTAYSNWNQPR
RVELWREPSKSLGISIVGGRGMGSRLSNGEVMRGIFIKHVLEDSPAGKNGTLKPGDRIVE
VDGMDLRDASHEQAVEAIRKAGNPVVFMVQSIINRPRKSPLPSLLHNLYPKYNFSSTNPF
ADSLQINADKAPSQSESEPEKAPLCSVPPPPPSAFAEMGSDHTQSSASKISQDVDKEDEFG
YSWKNIRERYGTLTGELHMIELEKGHSGLGLSLAGNKDRSRMSVFIVGIDPNGAAGKDG
RLQIADELLEINGQILYGRSHQNASSIIKCAPSKVKIIFIRNKDAVNQMAVCPGNAVEPLP
SNSENLQNKETEPTVTTSDAAVDLSSFKNVQHLELPKDQGGLGIAISEEDTLSGVIIKSLT
EHGVAATDGRLKVGDQILAVDDEIVVGYPIEKFISLLKTAKMTVKLTIHAENPDSQAVPS
AAGAASGEKKNSSQSLMVPQSGSPEPESIRNTSRSSTPAIFASDPATCPIIPGCETTIEISKG
RTGLGLSIVGGSDTLLGAIIIHEVYEEGAACKDGRLWAGDQILEVNGIDLRKATHDEAIN
VLRQTPQRVRLTLYRDEAPYKEEEVCDTLTIELQKKPGKGLGLSIVGKRNDTGVFVSDIV
KGGIADADGRLMQGDQILMVNGEDVRNATQEAVAALLKCSLGTVTLEVGRIKAGPFHS
ERRPSQSSQVSEGSLSSFTFPLSGSSTSESLESSSKKNALASEIQGLRTVEMKKGPTDSLGI
SIAGGVGSPLGDVPIFIAMMHPTGVAAQTQKLRVGDRIVTICGTSTEGMTHTQAVNLLK
NASGSIEMQVVAGGDVSVVTGHQQEPASSSLSFTGLTSSSIFQDDLGPPQCKSITLERGPD
GLGFSIVGGYGSPHGDLPIYVKTVFAKGAASEDGRLKRGDQIIAVNGQSLEGVTHEEAV
AILKRTKGTVTLMVLS
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minimum required interaction score: high confidence (0.700)
number of nodes: 22

number of edges: 32

average node degree: 2.91

avg. local clustering coefficient: 0.892

expected number of edges: 21

PPI enrichment p-value: 0.019



SNAP25 (UniProt ID: P60880)

>sp|P60880|SNP25_HUMAN Synaptosomal-associated protein 25 OS=Homo sapiens OX=9606
GN=SNAP25 PE=1 SV=1

MAEDADMRNELEEMQRRADQLADESLESTRRMLQLVEESKDAGIRTLVMLDEQGEQL
ERIEEGMDQINKDMKEAEKNLTDLGKFCGLCVCPCNKLKSSDAY KKAWGNNQDGVVA
SQPARVVDEREQMAISGGFIRRVTNDARENEMDENLEQVSGIIGNLRHMALDMGNEIDT
QONRQIDRIMEKADSNKTRIDEANQRATKMLGSG
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EXOC3
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minimum required interaction score: highest confidence (0.900)
number of nodes: 64

number of edges: 393

average node degree: 12.3

avg. local clustering coefficient: 0.817

expected number of edges: 72

PPI enrichment p-value: < 1.0e-16



Supplementary Figure S5. Functional disorder in human proteins interacting with the RABV L-
protein. For each protein, an amino acid sequence in FASTA format is shown followed by the
disorder profile generated by RIDAO, D?P?-generated functional disorder profile, modeled 3D
structure generated by AlphaFold, and STRING-based protein-protein interaction network.

DYNLL1 (UniProt ID: P63167)

>sp|P63167|DYLL_HUMAN Dynein light chain 1, cytoplasmic OS=Homo sapiens OX=9606
GN=DYNLL1 PE=1SV=1

MCDRKAVIKNADMSEEMQQDSVECATQALEKYNIEKDIAAHIKKEFDKKYNPTWHCIV
GRNFGSYVTHETKHFIYFYLGQVAILLFKSG
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minimum required interaction score: highest confidence (0.900)
number of nodes: 58

number of edges: 338

average node degree: 11.7

avg. local clustering coefficient: 0.828

expected number of edges: 68

PPI enrichment p-value: < 1.0e-16



