Supplemental Table 1: circRNA specific protein sequences

>LINC PINT
MLWLPDRGSCSARSPSGMLRGAPGGWRYGRRCGRRROSCCCCCCCSHVGAPLSFHREASLVSHD
GHDIMKQHCGEESIRGAHGYKNK

>circSHPRH
MKIQLRDPGAKALVESTWODVLDIISKALTDNNMEFAQISRVKTFOENLSAFKRDPOQINILLLP
LHTGSNGLTITEATHVLLVEPILNPAHELOQAIGRVHRIGQTKPTIVHRFLIKATIEERMQAMLK
TAERRAAILQKWKLWSEL

>circFBXW7
MNQELLSVGSKRRRTGGSLRGNPSSSQVDEEQMNRVVEEEQQQOQLROQOQEEEHTARNGEVVGVEP
RPGGONDSQOGOQLEENNNRFISVDEDSSGNQEEQEEDEEHAGEQDEEDEEEEEMDQESDDFDQS
DDSSREDEHTHTNSVTNSSSIVDLPVHQLSSPEYTKTTKDYFLRIDCQKWSYWVRGM

>circCDH1
MEVTATDADDDVNTYNAATAYTILSQDPELPDKNMFTINRNTGVISVVTTGLDRESFPTYTLVV
QAADLQGEGLSTTATAVITVTDTNDNPPIFNPTTYKGOQVPENEANVVITTLKVTDADAPNTPAW
EAVYTILNDDGGQFVVTTNPVNNDGILKTAKGLDFEAKQQYILHVAVTNVVPFEVSLTTSTATV
TVDVLDVNEAPIFVPPEKRVEVSEDFGVGQEITSYTAQEPDTFMEQKITNLCDGGHSHRRGR

>circINSIG1
MVSITVVGLLYPCIDSHLGEPHKFKREWASVMRCIAVEVGINHASAVSLIFCATSRKLDEFANNV
QOLSLTLAALSLGLWWTFDRSRSGLGLGITIAFLATLITQFLVYNGVYHCCWPTVPLYRQSPRRT
POI

>circNFIB
MNSGVNLQRSLSSPPSSKRPKTISIDENMEPSPTGDEYPSPSSPAAGSRTWHERDODSGQSGSP
SHNDPAKNPPGYLEDSFVKSGVENVSELVRVSRTPITQGTGVNFPIGEIPSQPYYHDMNSGVNL
ORSLSSPPSSKRPKTISIDENMEPSPTGDFYPSPSSPAAGSRTWHERDODSGQSGSPSHNDPAK
NPPGYLEDSEVKSGVENVSELVRVSRTPITOGTGVNFPIGEIPSQPYYHD

>ZNF609
MSLSSGASGGKGVDANPVETYDSGDEWDIGVGNLIIDLDADLEKDQOQKLEMSGSKEVGIPAPNA
VATLPDNIKEVTPVPGPQGKEGKSKSKRSKSGKDT SKPTPGTSLETPSEGAASKKEVOGRSGDG
ANAGGLVAAIAPKGSEKAAKASRSVAGSKKEKENSSSKSKKERSEGVGTCSEKDPGVLOPVPLG
GRGGQYDGSAGVDTGAVEPLGSIAIEPGAALNPLGTKPEPEEGENECRLLKKVKSEKQ

>circYAP1
MAKTSSGORYFLNHIDQTTTWQODPRKAMLSOMNVTAPTSPPVOONMMNSASGPLPDGWEQAMTQ
DGEIYYINHKNKTTSWLDPRLDPRFAMNQRISQSAPVKQPPPLAPQSPOGGVMGGSNSNQQOQOM
RLOQLOMEKERLRLKQQELLROQAMRNINPSTANSPKCQELALRSQLPTLEQDGGTQONPVSSPGM
SQELR TMTTNSSDPEFLNRPVLMOALQEP

>FAMS53B
MSSCRTSWRPLGSKVWTPVEKRRCYSGGSVQRYSNGEFSTMORSSSESLPSRANVLSSPCDQAGL
HHRFGGQPCOGVPGSAPCGQAGDTWSPDLHPVGGGRLDLORSLSCSHEQFSEVEYCPPSANSTP



ASTPELARRSSGLSRSRSQPCVLNDKKVGVKRRRPEEVOEQRPSLDLAKMAQKMTDGETWT GNA
LEFRLTNRAPASGNACLKRTAHYGTGRQ

>TRCP
MMEKLKCGILWLLWTPVLLOGHSVYGPLWGQYLFKNKPPDGNAPPNSFYRALYPKIIQDIETIE
SNWRCGRHSLORIHCRSETSKGVYCLQYDDOKIVSGLRDNTIKIWDKNTLECKRILTGHTGSVL
CLOYDERVIITGSSDSTVRVWDVNTGEMLNTLIHHCEAVLHLRENNGMMVTCSKDRS TAVWDMA
SPTDITLRRVLVGHRAAVNVVDEDDKYIVSASGDRTIKVWNTSTCEFVRTLNGHKRGIACLOYR
DRLVVSGSSDNTIRLWDIECGACLRVLEGHEELVRCIREFDNKRIVSGAYDGKIKVWDLVAALDP
RAPAGTLCLRTLVGTVEIQKQTS

>circMET
MKAPAVLAPGILVLLEFTLVQRSNGECKEALAKSEMNVNMKYQLPNFTAETPIQNVILHEHHIFL
GATNYIYVLNEEDLQKVAEYKTGPVLEHPDCFPCQDCSSKANLSGGVWKDNINMALVVDTYYDD
QLISCGSVNRGTCQRHVFPHNHTADIQSEVHCIFSPQIEEPSQCPDCVVSALGAKVLSSVKDRFE
INFFVGNTINSSYFPDHPLHSISVRRLKETKDGFMFLTDQSYIDVLPEFRDSYPIKYVHAFESN
NFIYFLTVQRETLDAQTFHTRIIRFCSINSGLHSYMEMPLECILTEKRKKRSTKKEVENILQAA
YVSKPGAQLARQIGASLNDDILFGVFAQSKPDSAEPMDRSAMCAFPIKYVNDFENKIVNKNNVR
CLQHFYGPNHEHCFNRINLS

>CAPG
MTALCWTTGSVARSISGRNIFAWCGGKSNILERNKARDLALATRDSERQGKAQVEIVTDGEEPA
EMIQVLGPKPALKEGNPEEDLTADKANAQAAALYKVSDATGOMNLTKVADSSPFALELLISDDC
FVLDNGLCGKIYIWKEHLRLVWWKVQHPGTQQGEGPGPGHPGQ

>RSRC1
MIEDAGIDOAVALILMAPEGNEVEVVQGVEGNPIEFRGLGOKAEQEEMGRRSSDTEEE SRSKRKK
KHRRRSSSSSSSDSRTYSRKKGGRKSRSKSRSWSRDLOPRSHSYDRRRRHRSSSSSSYGSRRKR
SRSRSRGRGKSYRVQRSRSKSRTRRNGTSVIRY

>TMEFF1
MPCPENLNGYCIHGKCEFIYSTOQKASCRCVCNIDCSGYSENPVCASDGSSYNNPCEVREASCIK
QEQIDIRHLGHCTDTDDTSLLGKKDDGLQYRPDVKDASDOREDVYIGNHMPCPENLNGYCIHGK
CEFIYSTOKASCRCVCNIDCSGYSENPVCASDGSSYNNPCEVREASCIKQEQIDIRHLGHCTDT
DDTSLLGKKDDGLQYRPDVKDASDQREDVY IGNH

>PPP1R12A
MKPVLAFKHGNEFDSLPOLMEISSIKKIGWVOWLIPVVSQHFGRLRHVNCLSPGVQODOPGQOHGET
PSLPKVON

>GSPT1
MIGGASQADLAVLVISARKGEFETGFEKGGOTREHAMLAKTAGVKHLIVLINKMDDPTVNWSNE
RYEECKEKLVPFLKKVGENPKKDIHFMPCSGLTGANLKEQSDEFCPWYIGLPEFIPYLDNLPNENR
SVDGPIRLPIVDKYKDMGTVVLGKLESGSICKGOQLVMMPNKHNVEVLGILSDDVETDTVAPGE
NLKIRLKGIEEEEILPGFILCDPNNLCHSGRTFDAQMLASQPLEDK



>circMAPK14
MGADLNNIVKCOQKLTDDHVQFLIYQILRGLKYIHSADIIHRDLKPSNLAVNEDCELKILDEFGLA
RHTDDEMTGYVATRWYRAPEIMLNWMHYNQTVDIWSVGCIMAELLTGRTLFPGTDHIDQLKLIL
RLVGTPGAELLKKISSESARNYIQSLTOMPKMNFANVEIGANPLGIW

>PLCEl
MTSEEMTASVLIPVTQRKVVSAQSAADESSEKVSDINISKAHTVRRSGETSHTISQLNKLKEEP
SGSNLPKILSIAREKIVSDENSNEKCWEKIMPDSAKNLNINCNNILRNHQHGLPOROFYEMYNS
VAEEDLCLETGIPSPLERKVFPGIQLELDRPSMGISPLGNQSVIIETGRAHPDSRRAVEFHFHYE
VDRRMSDTFCTLSENLILDDCGNCVPLPGGEEKQKKNYVAYTCKLMELAKNCDNKNEQLQCDHC
DTLNDKYFCFEGSCEKVDMVYSGDSFCRKDFTDSQAAKTFLSHFEDEFPDNCDDVEEDAEFKSKKE
RSTLLVRREFCKNDREVKKSVYTGTRAIVRTLPSGHIGLTAWSYIDOKRNGPLLPCGRVMEPPST
VEIRQDGSQRLSEAQWYPETGIIQTGE

>CTNNB1
MATQADLMELDMAMEPDRKAAVSHWQOOSYLDSGIHSGATTTAPSLSGKGNPEEEDVDTSQVLY
EWEQGEFSQSFTOEQVADIDGQYAMTRAQRVRAAMEFPETLDEGMOIPSTOQFDAAHPTNVQRLAEP
SOMLKHAVVNLINYODDAELATRATPELTKLLNDEDQVVVNKAAVMVHOLSKKEASRHATMRSP
OMVSAIVRTMONTNDVETARCTAGTLHNLSHHREGLLAIFKSGGIPALVKMLGSPVDSVLEYAT
TTLHNLLLHQEGAKMAVRLAGGLOKMVALLNKTNVKFLATITTDCLOILAYGNQESKLITLASGG
POALVNIMRTYTYEKLLWTTSRVLKVLSVCSSNKPAIVEAGYLKYTIQLFE

> ARHGAP35
MMMARKQODVRIPTYNISVVGLSGTEKEKGOCGIGKSCLCNREVRPSADEFHLDHTSVLSTSDEG
GRVVNNDHELYWGEVSRSLEDCVECKMHIVEQTEFIDDOQTFQPHRSTALOPY IKRAAATKLASA
EKLMYFCTDQLGLEQDFEQKOMPDGKLLVDGFLLGIDVSRGMNRNEDDOQLKEVSNLYNQLAKTK
KPIVVVLTKCDEGVERYIRDAHTFALSKKNLOQVVETSARSNVNVDLAFSTLVQLIDKSRGKTKT
IPYFEALKQOSOQIATAKDKYEWLVSRIVKNHNENWLSVSRKMOASPEYQDYVY LEGTQKAKKL
FLOHTHRLKHEHIERRRKLYLAALPLAFEALTIPNLDEIDHLSCIKAKKLLETKPEFLKWEVVLE
ETPWDATSHIDNMENERIPFDLMDTVPAEQLYEAHLEKLRNERKRVEMRRAFKENLETSPEITP
GKPWEEARSEFIMNEDEYOWLEESVYMDIYGKHOKQIIDKAKEEFQELLLEYSELFYELELDAKP
SKEKMGVIQDVLGEEQRFKALOKLOQAERDALILKHIHEVYHPTKETCPSCPACVDAKIEHLISS
REFIRPSDRNQKNSLSDPNIDRINLVILGKDGLARELANETRALCTNDDKYVIDGKMYELSLRPT
EGNVRLPVNSEFQOTPTFQPHGCLCLYNSKESLSYVVESTIEKSRESTLGRRDNHLVHLPLTLILVN
KRGDTSGETLHSLIQQOGQOOIASKLOCVEFLDPASAGIGYGRNINEKQISQVLKGLLDSKRNLNLV
SSTASIKDLADVDLRIVMCLMCGDPEFSADDILFPVLOSQTCKSSHCGSNNSVLLELPIGLHKKR
IELSVLSYHSSESIRKSRLVHGY IVEYSAKRKASLAMLRAFLCEVQDITIPIQLVALTDGAVDVL
DNDLSREQLTEGEEIAQEIDGRETSIPCSOQPOHKLEIFHPFEFKDVVEKKNIIEATHMYDNAAEA
CSTTEEVENSPRAGSPLCNSNLODSEEDIEPSYSLFREDTSLPSLSKDHSKLSMELEGNDGLSF
IMSNFESKLNNKVPPPVKPKPPVHEFEITKGDLSYLDQGHRDGORKSVSSSPWLPODGEDPSDYA
EPMDAVVKPRNEEENIYSVPHDSTOGKIITIRNINKAQSNGSGNGSDSEMDTSSLERGRKVSIV
SKPVLYRTRCTRLGRFASYRTSFSVGSDDELGPIRKKEEDQASQGYKGDNAVIPYETDEDPRRR
NILRSLRRNTKKPKPKPRPSITKATWESNYFGVPLTTVVTPEKPIPIFIERCIEYIEATGRNVG
YLAMRGGEQ



>EGFR
MNITCTGRGPDNCIQCAHYIDGPHCVKTCPAGVMGENNTLVWKYADAGHVCHLCHPNCTYGEPR
EFVENSECIQCHPECLPOAMNITCTGRGPDNCIQCAHYIDGPHCVKTCPAGVMGENNTLVWKYA
DAGHVCHLCHPNCTYGEPREFVENSECIQCHPECLPQA

>APP
MISEPRISYGNDALMPSLTETKTTVELLPVNGEFSLDDLOPWHSFGADSVPANTENEVEPVDAR
PAADRGLTTRPGSGLTNIKTEEISEVKMDAEFRHDSGYEVHHOKLVEFFAEDVGSNKGAI IGLMV
GGVVIATVIVITLVMLKKKQYTSIHHGVVEMSCFRKSKTIQMTSWPT

>FNDC3B
MAMGRATIVVEVAEAAAVVVPELRKQSDEQEAAQSRMIQTCKVIEDSTGVRRVVVTPOSPECYPP
SYPSAMSPTHHLPPYLTHHPHFIHNSHTAYYPPVTGPGDMPPOFFPOHHLPHTIYGEQEIIPEY
GMSTYITREDQYSKPPHKKLKDRQIDRONRLNSPPSSIYKSSCTTVYNGYGKGHSGGSGGGGSG
SGPGIKKTERRARSSPKSNDSDLOGD

>RTN4
MDLKEQPGNTVSSGOEDFPSVLFETAASLPSLSPLSTVSFKEHGYLGNLSAVASTEGTIEETLN
EASRELPERATNPEFVNRESAEFSVLEYSEMGSSENGSPKGESAMLVENTKEEVIVRSKDKEDLV
CSAALHNPQESPATLTKVVKEDGVMSPEKTMDIFNEMKMSVVAPVREEYADFKPFEQAWEVKDT
YEGSRDVLAARANMESKVDKKCFEDSLEQKGHGKDSESRNENASFPRTPELVKDGSRAYITCDS
FSSATESTAANIFPVLEDHTSENKTDEKKIEERKAQIITEKTSPKTSNPEFLVATHDSEADYVTT
DNLSKVTEAVVATMPEGLTPDLVQEACESELNEATGTKIAYETKVDLVOTSEATQESTYPTAQL
CPSFEEAEATPSPVLPDIVMEAPLNSLLPSTGASVAQPSASPLEVPSPVSYDGIKLEPENPPPY
EEAMSVALKTSDSKEE IKEPESEFNAAAQEAEAPYISIACDLIKETKLSTEPSPEFSNYSETIAKFE
EKSVPDHCELVDDSSPESEPVDLESDDSTIPEVPOTOEEAVMLMKESLTEVSETVTOHKHKERLS
ASPOEVGKPYLESFOPNLHITKDAASNEIPTLTKKETISLOMEEFNTATIYSNDDLLSSKEDKMK
ESETFSDSSPIEIIDEFPTEVSAKDDSPKEYTDLEVSNKSEIANVQSGANSLPCSELPCDLSFEK
NTYPKDEAHVSDEFSKSRSSVSKVPLLLPNVSALESQIEMGNIVKPKVLTKEAEEKLPSDTEKE
DRSLTAVLSAELNKTSDETLFALPAASEPVIPSSAEKIMDLKEQPGNTVSSGQEDFPSVLEFETA
ASLPSLSPLSTVSFKEHGYLGNLSAVASTEGTIEETLNEASRELPERATNPEVNRESAEFSVLE
YSEMGSSENGSPKGESAMLVENTKEEVIVRSKDKEDLVCSAALHNPQESPATLTKVVKEDGVMS
PEKTMDIFNEMKMSVVAPVREEYADFKPFEQAWEVKDTYEGSRDVLAARANMESKVDKKCFEFEDS
LEQOKGHGKDSESRNENASEFPRTPELVKDGSRAYITCDSESSATESTAANIFPVLEDHTSENKTD
EKKIEERKAQIITEKTSPKTSNPFLVAIHDSEADYVTTDNLSKVTEAVVATMPEGLTPDLVQEA
CESELNEATGTKIAYETKVDLVQTSEATIQESIYPTAQLCPSFEEAEATPSPVLPDIVMEAPLNS
LLPSTGASVAQPSASPLEVPSPVSYDGIKLEPENPPPYEEAMSVALKTSDSKEEIKEPESENAA
AQEAEAPYISIACDLIKETKLSTEPSPEEFSNYSEIAKFEKSVPDHCELVDDSSPESEPVDLESD
DSIPEVPOTOEEAVMLMKESLTEVSETVTOHKHKERLSASPOEVGKPYLESFOQPNLHITKDAAS
NEIPTLTKKETISLOMEEFNTATYSNDDLLSSKEDKMKESETEFSDSSPIETIIDEFPTEFVSAKDD
SPKEYTDLEVSNKSEIANVOSGANSLPCSELPCDLSEFKNTYPKDEAHVSDEFSKSRSSVSKVPL
LLPNVSALESQIEMGNIVKPKVLTKEAEEKLPSDTEKEDRSLTAVLSAELNKTSDETLEALPAA
SEPVIPSSAEKT

>NLGN1
MALPRCTWPNYVWRAVMACLVHRGLGAPLTLCMLGCLLOAGHVLSQKLDDVDPLVATNEGKIRG
IKKELNNEILGPVIQFLGVPYAAPPTGERRFOQPPEPPSPWSDIRNATQFAPVCPONI IDGRLPE
VMLPVWETNNLDVVSSYVODOSEDCLYLNIYVPTEDGYRPAANWI



>AXIN1
MNIQEQGEFPLDLGASFTEDAPRPPVPGEEGELVSTDPRPASYSFCSGKGVGIKGETSTATPRRS
DLDLGYEPEGSASPTPPYLKWAESLHSLLDDODGISLEFRTFLKOEGCADLLDEFWEFACTGFRKLE
PCDSNEEKRLKLARAIYRKYILDNNGIVSROTKPATKSEFIKGCIMKQLIDPAMEDOAQTETIQAT
MEENTYPSEFLKSDIYLEYTRTGSESPKVCSDOSSGSGTGKGISGYLPTLNEDEEWKCDQDMDED
DGRDAAPPGRLPOQKLLLETAAPRVSSSRRYSEGREEFRTD

>EIF6
MKPSLAPLPPACGIPSLTASPESPSKLFHGLLALDCGQPSPHSAQSVPDAGREVAESSLGLRGW
APNPFPPVLIAWIYHYCKNLLCCAGWOQALWLLAEGSAVLCHPIKVQFPPVCSRASSPIPSPWCT
RLSPAAASSGACVWGTGTVSWYPTIPPTRSCNTFATASQTOCRLGGWRSGSQPWAMSPPAMTTW
PWSTQTWTGROKKEFWQOMCSRWKS SDROQWPTRC

>HER2
MCKGSRCWGESSEDCQSLTRTVCAGGCARCKGPLPTDCCHEQCAAGCTGPKHSDCLACLHENHS
GICELHCPALVTYNTDTFESMPNPEGRYTFGASCVTACP

>MAPT 12 to 7

MPDLKNVKSKIGSTENLKHOPGGGKVQI INKKLDLSNVQSKCGSKDNIKHVPGGGSVQIVYKPV
DLSKVTSKCGSLGNIHHKPGGGOVEVKSEKLDEKDRVQOSKIGSLDNITHVPGGGNKKGADGKTK
IATPRGAAPPGOKGQANATRI PAKTPPAPKTPPSSGEPPKSGDRSGYSSPGSPGTPGSRSRTPS
LPTPPTREPKKVAVVRTPPKSPSSAKSRLOTAPVPMPDLKNVKSKIGSTENLKHOPGGGKVQITI
NKKLDLSNVQOSKCGSKDNIKHVPGGGSVQIVYKPVDLSKVTSKCGSLGNIHHKPGGGOVEVKSE
KLDFKDRVQSKIGSLDNITHVPGGGNKKGADGKTKIATPRGAAPPGOKGOANATRIPAKTPPAP
KTPPSSGEPPKSGDRSGYSSPGSPGTPGSRSRTPSLPTPPTREPKKVAVVRTPPKSPSSAKSRL
QTAPVP

>MAPT 12 to 10 V377M

MEVKSEKLDEFKDRVOSKIGSLDNITHVPGGGNKKVQI INKKLDLSNVQSKCGSKDNIKHVPGGG
SVQIVYKPVDLSKVTSKCGSLGNIHHKPGGGOMEVKSEKLDEKDRVOSKIGSLDNITHVPGGGN
KKVOQIINKKLDLSNVQSKCGSKDNIKHVPGGGSVQIVYKPVDLSKVTSKCGSLGNIHHKPGGGO

>MAN2A1
MVEFGSKDLTLLMNLMNGTLNPEFKSLWCLIPITTOQGOLSMLOEKIDHLERLLAENNEIISNIRD
SVINLSESVEDGPKSSQSNESQGAGSHLLPSQLSLSVDTADCLEASQSGSHNSDVOMLDVYSLI
SEDNPDGGVWKQGEFDITYESNEWDTEPLOVEVVPHSHNDPGPALNVARKNRPEFGAFAS

>SDHAF2
MTGIFTTGPOMLALSRHSLLSPLLSVTSFRREYRGDSPTDSQKDMIETIPLPPWOERTDESTIETK
RARLLYESRKRGMLENCILLSLFAKEHLOHMTEKQLNLYDRLINEPSNDWDIYYWATDACSVKA
QOPIVSFAQCDIIQTLLOR

>SLC8Al

MYNMRRLSLSPTESMGFHLLVTVSLLESHVDHVIAETEMEGEGNETGECTGSYYCKKGVILPIW
EPODPSEFGDKIARATVYEFVAMVYMEFLGVSIIADREMSSIEVITSQEKEITIKKPNGETTKTTVR
IWNETVSNLTLMALGSSAPEILLSVIEVCGHNFTAGDLGPSTIVGSAAFNMFIITALCVYVVPD
GETRKIKHLRVFEVTAAWSIFAYTWLYIILSVISPGVVEVWEGLLTFFEFFPICVVEFAWVADRRL
LEYKYVYKRYRAGKOQRGMITEHEGDRPSSKTETEMDGKVVNSHVENFLDGALVLEVDERDQDDE






Supplemental Table 2: Characteristics of circRNA encoded proteins.

circular RNA % % MoRF | phase
disordered | residues? | separation
residues’ propensity®
1 LINC-PINT 32 64 0.16
2 | circ-SHPRH 2 0 0.01
3 | circFBXW7 96 29 1.0
4 circCDH1 2 4 0.17
CircCadherin
5 | circINSIG1 5 0.01
6 | circNFIB 95 20 0.91
7 circZNF609 100 22 1.0
8 | circYAP 100 5 1.0
9 circFAM53B 71 2 0.97
10 | circBeta TRCP |0 1 0.56
official name
BTRC in our
data
11 | circMET 1 0 0.39
12 | circCAPG 31 0 1.0
13 | circRsrc1 100 28 1.0
14 | CircTmeff1 20 15 0.07
15 | circPPP1R12A 43 79 0.23
16 | circGSPT1 0 4 0
17 | circMAPK14 0 0 0
18 | circPLCE1 19 0 1.0
19 | circCTNNB1 29 4 0.03
20 | circARHGAP35 | 3 0 1.0
21 | circEGFR 1 0 0
22 | Circ APP 50 0 0.01
23 | circFNDC3B 72 24 1.0
24 | circRTN4 4 3 1.0
(mouse)
25 | Nign 11 0 0.02
(mouse)
26 | AXIN1 55 14 0.95
27 | EIF6 6 0 1.0
28 | HER2 0 9 1.0
29 | MAPT 12 to7 100 32 1.0
30 | MAPT12 to 10 100 33 0.88
31 | MAN2A1-400 28 2 0.21
32 | SDHAF2 18 14 0.012
33 | SLC8A1 3 0 0.298




"Percentage of disordered residues predicted with fIDPnn as implemented in
DEPICTER2 (http://biomine.cs.vcu.edu/servers/DEPICTERZ2/).

°Molecular Recognition Feature (MoRF) predicted with fMoRFpred as implemented in
DEPICTER2.

3Calculated with MolPhase (https://molphase.sbs.ntu.edu.sg). Propensity range is 0-1.0
with higher values corresponding to increased propensity.
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