
Supplemental Table 1: circRNA specific protein sequences 

 

>LINC PINT 

MLWLPDRGSCSARSPSGMLRGAPGGWRYGRRCGRRRQSCCCCCCCSHVGAPLSFHREASLVSHD 

GHDIMKQHCGEESIRGAHGYKNK 

 

>circSHPRH 

MKIQLRDPGAKALVFSTWQDVLDIISKALTDNNMEFAQISRVKTFQENLSAFKRDPQINILLLP 

LHTGSNGLTIIEATHVLLVEPILNPAHELQAIGRVHRIGQTKPTIVHRFLIKATIEERMQAMLK 

TAERRAAILQKWKLWSEL 

 

>circFBXW7 

MNQELLSVGSKRRRTGGSLRGNPSSSQVDEEQMNRVVEEEQQQQLRQQEEEHTARNGEVVGVEP 

RPGGQNDSQQGQLEENNNRFISVDEDSSGNQEEQEEDEEHAGEQDEEDEEEEEMDQESDDFDQS 

DDSSREDEHTHTNSVTNSSSIVDLPVHQLSSPFYTKTTKDYFLRIDCQKWSYWVRGM 
 

>circCDH1 

MEVTATDADDDVNTYNAAIAYTILSQDPELPDKNMFTINRNTGVISVVTTGLDRESFPTYTLVV 

QAADLQGEGLSTTATAVITVTDTNDNPPIFNPTTYKGQVPENEANVVITTLKVTDADAPNTPAW 

EAVYTILNDDGGQFVVTTNPVNNDGILKTAKGLDFEAKQQYILHVAVTNVVPFEVSLTTSTATV 

TVDVLDVNEAPIFVPPEKRVEVSEDFGVGQEITSYTAQEPDTFMEQKITNLCDGGHSHRRGR 

 

>circINSIG1 

MVSITVVGLLYPCIDSHLGEPHKFKREWASVMRCIAVFVGINHASAVSLIFCATSRKLDFANNV 

QLSLTLAALSLGLWWTFDRSRSGLGLGITIAFLATLITQFLVYNGVYHCCWPTVPLYRQSPRRT 

PQI 

>circNFIB 

MNSGVNLQRSLSSPPSSKRPKTISIDENMEPSPTGDFYPSPSSPAAGSRTWHERDQDSGQSGSP 

SHNDPAKNPPGYLEDSFVKSGVFNVSELVRVSRTPITQGTGVNFPIGEIPSQPYYHDMNSGVNL 

QRSLSSPPSSKRPKTISIDENMEPSPTGDFYPSPSSPAAGSRTWHERDQDSGQSGSPSHNDPAK 

NPPGYLEDSFVKSGVFNVSELVRVSRTPITQGTGVNFPIGEIPSQPYYHD 

 

>ZNF609 

MSLSSGASGGKGVDANPVETYDSGDEWDIGVGNLIIDLDADLEKDQQKLEMSGSKEVGIPAPNA 

VATLPDNIKFVTPVPGPQGKEGKSKSKRSKSGKDTSKPTPGTSLFTPSEGAASKKEVQGRSGDG 

ANAGGLVAAIAPKGSEKAAKASRSVAGSKKEKENSSSKSKKERSEGVGTCSEKDPGVLQPVPLG 

GRGGQYDGSAGVDTGAVEPLGSIAIEPGAALNPLGTKPEPEEGENECRLLKKVKSEKQ 

 

>circYAP1 

MAKTSSGQRYFLNHIDQTTTWQDPRKAMLSQMNVTAPTSPPVQQNMMNSASGPLPDGWEQAMTQ 

DGEIYYINHKNKTTSWLDPRLDPRFAMNQRISQSAPVKQPPPLAPQSPQGGVMGGSNSNQQQQM 

RLQQLQMEKERLRLKQQELLRQAMRNINPSTANSPKCQELALRSQLPTLEQDGGTQNPVSSPGM 

SQELR TMTTNSSDPFLNRPVLMQALQEP 

 

>FAM53B 

MSSCRTSWRPLGSKVWTPVEKRRCYSGGSVQRYSNGFSTMQRSSSFSLPSRANVLSSPCDQAGL 

HHRFGGQPCQGVPGSAPCGQAGDTWSPDLHPVGGGRLDLQRSLSCSHEQFSFVEYCPPSANSTP 



ASTPELARRSSGLSRSRSQPCVLNDKKVGVKRRRPEEVQEQRPSLDLAKMAQKMTDGETWTGNA 

LFRLTNRAPASGNACLKRTAHYGTGRQ 

 

>TRCP 

MMEKLKCGILWLLWTPVLLQGHSVYGPLWGQYLFKNKPPDGNAPPNSFYRALYPKIIQDIETIE 

SNWRCGRHSLQRIHCRSETSKGVYCLQYDDQKIVSGLRDNTIKIWDKNTLECKRILTGHTGSVL 

CLQYDERVIITGSSDSTVRVWDVNTGEMLNTLIHHCEAVLHLRFNNGMMVTCSKDRSIAVWDMA 

SPTDITLRRVLVGHRAAVNVVDFDDKYIVSASGDRTIKVWNTSTCEFVRTLNGHKRGIACLQYR 

DRLVVSGSSDNTIRLWDIECGACLRVLEGHEELVRCIRFDNKRIVSGAYDGKIKVWDLVAALDP 

RAPAGTLCLRTLVGTVFIQKQTS 

 

>circMET 

MKAPAVLAPGILVLLFTLVQRSNGECKEALAKSEMNVNMKYQLPNFTAETPIQNVILHEHHIFL 

GATNYIYVLNEEDLQKVAEYKTGPVLEHPDCFPCQDCSSKANLSGGVWKDNINMALVVDTYYDD 

QLISCGSVNRGTCQRHVFPHNHTADIQSEVHCIFSPQIEEPSQCPDCVVSALGAKVLSSVKDRF 

INFFVGNTINSSYFPDHPLHSISVRRLKETKDGFMFLTDQSYIDVLPEFRDSYPIKYVHAFESN 

NFIYFLTVQRETLDAQTFHTRIIRFCSINSGLHSYMEMPLECILTEKRKKRSTKKEVFNILQAA 

YVSKPGAQLARQIGASLNDDILFGVFAQSKPDSAEPMDRSAMCAFPIKYVNDFFNKIVNKNNVR 

CLQHFYGPNHEHCFNRINLS 

 

>CAPG 

MTALCWTTGSVARSISGRNIFAWCGGKSNILERNKARDLALAIRDSERQGKAQVEIVTDGEEPA 

EMIQVLGPKPALKEGNPEEDLTADKANAQAAALYKVSDATGQMNLTKVADSSPFALELLISDDC 

FVLDNGLCGKIYIWKEHLRLVWWKVQHPGTQQGEGPGPGHPGQ 

>RSRC1 

MIEDAGIDQAVALLMAPEGNEVEVVQGVEGNPIEFRGLGQKAEQEEMGRRSSDTEEESRSKRKK 

KHRRRSSSSSSSDSRTYSRKKGGRKSRSKSRSWSRDLQPRSHSYDRRRRHRSSSSSSYGSRRKR 

SRSRSRGRGKSYRVQRSRSKSRTRRNGTSVIRY 

 

>TMEFF1 

MPCPENLNGYCIHGKCEFIYSTQKASCRCVCNIDCSGYSFNPVCASDGSSYNNPCFVREASCIK 

QEQIDIRHLGHCTDTDDTSLLGKKDDGLQYRPDVKDASDQREDVYIGNHMPCPENLNGYCIHGK 

CEFIYSTQKASCRCVCNIDCSGYSFNPVCASDGSSYNNPCFVREASCIKQEQIDIRHLGHCTDT 

DDTSLLGKKDDGLQYRPDVKDASDQREDVYIGNH 

 

>PPP1R12A 

MKPVLAFKHGNFDSLPQLMEISSIKKIGWVQWLIPVVSQHFGRLRHVNCLSPGVQDQPGQHGET 

PSLPKVQN 

 

>GSPT1 

MIGGASQADLAVLVISARKGEFETGFEKGGQTREHAMLAKTAGVKHLIVLINKMDDPTVNWSNE 

RYEECKEKLVPFLKKVGFNPKKDIHFMPCSGLTGANLKEQSDFCPWYIGLPFIPYLDNLPNFNR 

SVDGPIRLPIVDKYKDMGTVVLGKLESGSICKGQQLVMMPNKHNVEVLGILSDDVETDTVAPGE 

NLKIRLKGIEEEEILPGFILCDPNNLCHSGRTFDAQMLASQPLEDK 



>circMAPK14 

MGADLNNIVKCQKLTDDHVQFLIYQILRGLKYIHSADIIHRDLKPSNLAVNEDCELKILDFGLA 

RHTDDEMTGYVATRWYRAPEIMLNWMHYNQTVDIWSVGCIMAELLTGRTLFPGTDHIDQLKLIL 

RLVGTPGAELLKKISSESARNYIQSLTQMPKMNFANVFIGANPLGIW 

 

>PLCE1 

MTSEEMTASVLIPVTQRKVVSAQSAADESSEKVSDINISKAHTVRRSGETSHTISQLNKLKEEP 

SGSNLPKILSIAREKIVSDENSNEKCWEKIMPDSAKNLNINCNNILRNHQHGLPQRQFYEMYNS 

VAEEDLCLETGIPSPLERKVFPGIQLELDRPSMGISPLGNQSVIIETGRAHPDSRRAVFHFHYE 

VDRRMSDTFCTLSENLILDDCGNCVPLPGGEEKQKKNYVAYTCKLMELAKNCDNKNEQLQCDHC 

DTLNDKYFCFEGSCEKVDMVYSGDSFCRKDFTDSQAAKTFLSHFEDFPDNCDDVEEDAFKSKKE 

RSTLLVRRFCKNDREVKKSVYTGTRAIVRTLPSGHIGLTAWSYIDQKRNGPLLPCGRVMEPPST 

VEIRQDGSQRLSEAQWYPETGIIQTGF 

 

>CTNNB1 

MATQADLMELDMAMEPDRKAAVSHWQQQSYLDSGIHSGATTTAPSLSGKGNPEEEDVDTSQVLY 

EWEQGFSQSFTQEQVADIDGQYAMTRAQRVRAAMFPETLDEGMQIPSTQFDAAHPTNVQRLAEP 

SQMLKHAVVNLINYQDDAELATRAIPELTKLLNDEDQVVVNKAAVMVHQLSKKEASRHAIMRSP 

QMVSAIVRTMQNTNDVETARCTAGTLHNLSHHREGLLAIFKSGGIPALVKMLGSPVDSVLFYAI 

TTLHNLLLHQEGAKMAVRLAGGLQKMVALLNKTNVKFLAITTDCLQILAYGNQESKLIILASGG 

PQALVNIMRTYTYEKLLWTTSRVLKVLSVCSSNKPAIVEAGYLKYTIQLF 

 

> ARHGAP35 

MMMARKQDVRIPTYNISVVGLSGTEKEKGQCGIGKSCLCNRFVRPSADEFHLDHTSVLSTSDFG 

GRVVNNDHFLYWGEVSRSLEDCVECKMHIVEQTEFIDDQTFQPHRSTALQPYIKRAAATKLASA 

EKLMYFCTDQLGLEQDFEQKQMPDGKLLVDGFLLGIDVSRGMNRNFDDQLKFVSNLYNQLAKTK 

KPIVVVLTKCDEGVERYIRDAHTFALSKKNLQVVETSARSNVNVDLAFSTLVQLIDKSRGKTKI 

IPYFEALKQQSQQIATAKDKYEWLVSRIVKNHNENWLSVSRKMQASPEYQDYVYLEGTQKAKKL 

FLQHIHRLKHEHIERRRKLYLAALPLAFEALIPNLDEIDHLSCIKAKKLLETKPEFLKWFVVLE 

ETPWDATSHIDNMENERIPFDLMDTVPAEQLYEAHLEKLRNERKRVEMRRAFKENLETSPFITP 

GKPWEEARSFIMNEDFYQWLEESVYMDIYGKHQKQIIDKAKEEFQELLLEYSELFYELELDAKP 

SKEKMGVIQDVLGEEQRFKALQKLQAERDALILKHIHFVYHPTKETCPSCPACVDAKIEHLISS 

RFIRPSDRNQKNSLSDPNIDRINLVILGKDGLARELANEIRALCTNDDKYVIDGKMYELSLRPI 

EGNVRLPVNSFQTPTFQPHGCLCLYNSKESLSYVVESIEKSRESTLGRRDNHLVHLPLTLILVN 

KRGDTSGETLHSLIQQGQQIASKLQCVFLDPASAGIGYGRNINEKQISQVLKGLLDSKRNLNLV 

SSTASIKDLADVDLRIVMCLMCGDPFSADDILFPVLQSQTCKSSHCGSNNSVLLELPIGLHKKR 

IELSVLSYHSSFSIRKSRLVHGYIVFYSAKRKASLAMLRAFLCEVQDIIPIQLVALTDGAVDVL 

DNDLSREQLTEGEEIAQEIDGRFTSIPCSQPQHKLEIFHPFFKDVVEKKNIIEATHMYDNAAEA 

CSTTEEVFNSPRAGSPLCNSNLQDSEEDIEPSYSLFREDTSLPSLSKDHSKLSMELEGNDGLSF 

IMSNFESKLNNKVPPPVKPKPPVHFEITKGDLSYLDQGHRDGQRKSVSSSPWLPQDGFDPSDYA 

EPMDAVVKPRNEEENIYSVPHDSTQGKIITIRNINKAQSNGSGNGSDSEMDTSSLERGRKVSIV 

SKPVLYRTRCTRLGRFASYRTSFSVGSDDELGPIRKKEEDQASQGYKGDNAVIPYETDEDPRRR 

NILRSLRRNTKKPKPKPRPSITKATWESNYFGVPLTTVVTPEKPIPIFIERCIEYIEATGRNVG 

YLAMRGGEQ 



>EGFR 

MNITCTGRGPDNCIQCAHYIDGPHCVKTCPAGVMGENNTLVWKYADAGHVCHLCHPNCTYGEPR 

EFVENSECIQCHPECLPQAMNITCTGRGPDNCIQCAHYIDGPHCVKTCPAGVMGENNTLVWKYA 

DAGHVCHLCHPNCTYGEPREFVENSECIQCHPECLPQA 

 

>APP 

MISEPRISYGNDALMPSLTETKTTVELLPVNGEFSLDDLQPWHSFGADSVPANTENEVEPVDAR 

PAADRGLTTRPGSGLTNIKTEEISEVKMDAEFRHDSGYEVHHQKLVFFAEDVGSNKGAIIGLMV 

GGVVIATVIVITLVMLKKKQYTSIHHGVVEMSCFRKSKTIQMTSWPT 

 

>FNDC3B 

MAMGRAIVVEVAEAAAVVVPELRKQSDEQEAAQSRMIQTCKVIEDSTGVRRVVVTPQSPECYPP 

SYPSAMSPTHHLPPYLTHHPHFIHNSHTAYYPPVTGPGDMPPQFFPQHHLPHTIYGEQEIIPFY 

GMSTYITREDQYSKPPHKKLKDRQIDRQNRLNSPPSSIYKSSCTTVYNGYGKGHSGGSGGGGSG 

SGPGIKKTERRARSSPKSNDSDLQGD 

 

>RTN4 

MDLKEQPGNTVSSGQEDFPSVLFETAASLPSLSPLSTVSFKEHGYLGNLSAVASTEGTIEETLN 

EASRELPERATNPFVNRESAEFSVLEYSEMGSSFNGSPKGESAMLVENTKEEVIVRSKDKEDLV 

CSAALHNPQESPATLTKVVKEDGVMSPEKTMDIFNEMKMSVVAPVREEYADFKPFEQAWEVKDT 

YEGSRDVLAARANMESKVDKKCFEDSLEQKGHGKDSESRNENASFPRTPELVKDGSRAYITCDS 

FSSATESTAANIFPVLEDHTSENKTDEKKIEERKAQIITEKTSPKTSNPFLVAIHDSEADYVTT 

DNLSKVTEAVVATMPEGLTPDLVQEACESELNEATGTKIAYETKVDLVQTSEAIQESIYPTAQL 

CPSFEEAEATPSPVLPDIVMEAPLNSLLPSTGASVAQPSASPLEVPSPVSYDGIKLEPENPPPY 

EEAMSVALKTSDSKEEIKEPESFNAAAQEAEAPYISIACDLIKETKLSTEPSPEFSNYSEIAKF 

EKSVPDHCELVDDSSPESEPVDLFSDDSIPEVPQTQEEAVMLMKESLTEVSETVTQHKHKERLS 

ASPQEVGKPYLESFQPNLHITKDAASNEIPTLTKKETISLQMEEFNTAIYSNDDLLSSKEDKMK 

ESETFSDSSPIEIIDEFPTFVSAKDDSPKEYTDLEVSNKSEIANVQSGANSLPCSELPCDLSFK 

NTYPKDEAHVSDEFSKSRSSVSKVPLLLPNVSALESQIEMGNIVKPKVLTKEAEEKLPSDTEKE 

DRSLTAVLSAELNKTSDETLFALPAASEPVIPSSAEKIMDLKEQPGNTVSSGQEDFPSVLFETA 

ASLPSLSPLSTVSFKEHGYLGNLSAVASTEGTIEETLNEASRELPERATNPFVNRESAEFSVLE 

YSEMGSSFNGSPKGESAMLVENTKEEVIVRSKDKEDLVCSAALHNPQESPATLTKVVKEDGVMS 

PEKTMDIFNEMKMSVVAPVREEYADFKPFEQAWEVKDTYEGSRDVLAARANMESKVDKKCFEDS 

LEQKGHGKDSESRNENASFPRTPELVKDGSRAYITCDSFSSATESTAANIFPVLEDHTSENKTD 

EKKIEERKAQIITEKTSPKTSNPFLVAIHDSEADYVTTDNLSKVTEAVVATMPEGLTPDLVQEA 

CESELNEATGTKIAYETKVDLVQTSEAIQESIYPTAQLCPSFEEAEATPSPVLPDIVMEAPLNS 

LLPSTGASVAQPSASPLEVPSPVSYDGIKLEPENPPPYEEAMSVALKTSDSKEEIKEPESFNAA 

AQEAEAPYISIACDLIKETKLSTEPSPEFSNYSEIAKFEKSVPDHCELVDDSSPESEPVDLFSD 

DSIPEVPQTQEEAVMLMKESLTEVSETVTQHKHKERLSASPQEVGKPYLESFQPNLHITKDAAS 

NEIPTLTKKETISLQMEEFNTAIYSNDDLLSSKEDKMKESETFSDSSPIEIIDEFPTFVSAKDD 

SPKEYTDLEVSNKSEIANVQSGANSLPCSELPCDLSFKNTYPKDEAHVSDEFSKSRSSVSKVPL 

LLPNVSALESQIEMGNIVKPKVLTKEAEEKLPSDTEKEDRSLTAVLSAELNKTSDETLFALPAA 

SEPVIPSSAEKI 

 

>NLGN1 

MALPRCTWPNYVWRAVMACLVHRGLGAPLTLCMLGCLLQAGHVLSQKLDDVDPLVATNFGKIRG 

IKKELNNEILGPVIQFLGVPYAAPPTGERRFQPPEPPSPWSDIRNATQFAPVCPQNIIDGRLPE 

VMLPVWFTNNLDVVSSYVQDQSEDCLYLNIYVPTEDGYRPAANWI 



>AXIN1 

MNIQEQGFPLDLGASFTEDAPRPPVPGEEGELVSTDPRPASYSFCSGKGVGIKGETSTATPRRS 

DLDLGYEPEGSASPTPPYLKWAESLHSLLDDQDGISLFRTFLKQEGCADLLDFWFACTGFRKLE 

PCDSNEEKRLKLARAIYRKYILDNNGIVSRQTKPATKSFIKGCIMKQLIDPAMFDQAQTEIQAT 

MEENTYPSFLKSDIYLEYTRTGSESPKVCSDQSSGSGTGKGISGYLPTLNEDEEWKCDQDMDED 

DGRDAAPPGRLPQKLLLETAAPRVSSSRRYSEGREFRTD 

 

>EIF6 

MKPSLAPLPPACGIPSLTASPESPSKLFHGLLALDCGQPSPHSAQSVPDAGREVAESSLGLRGW 

APNPFPPVLIAWIYHYCKNLLCCAGWQALWLLAEGSAVLCHPIKVQFPPVCSRASSPIPSPWCT 

RLSPAAASSGACVWGTGTVSWYPTIPPTRSCNTFATASQTQCRLGGWRSGSQPWAMSPPAMTTW 

PWSTQTWTGRQKKFWQMCSRWKSSDRQWPTRC 

 

>HER2 

MCKGSRCWGESSEDCQSLTRTVCAGGCARCKGPLPTDCCHEQCAAGCTGPKHSDCLACLHFNHS 

GICELHCPALVTYNTDTFESMPNPEGRYTFGASCVTACP 

 

>MAPT 12 to 7 

MPDLKNVKSKIGSTENLKHQPGGGKVQIINKKLDLSNVQSKCGSKDNIKHVPGGGSVQIVYKPV 

DLSKVTSKCGSLGNIHHKPGGGQVEVKSEKLDFKDRVQSKIGSLDNITHVPGGGNKKGADGKTK 

IATPRGAAPPGQKGQANATRIPAKTPPAPKTPPSSGEPPKSGDRSGYSSPGSPGTPGSRSRTPS 

LPTPPTREPKKVAVVRTPPKSPSSAKSRLQTAPVPMPDLKNVKSKIGSTENLKHQPGGGKVQII 

NKKLDLSNVQSKCGSKDNIKHVPGGGSVQIVYKPVDLSKVTSKCGSLGNIHHKPGGGQVEVKSE 

KLDFKDRVQSKIGSLDNITHVPGGGNKKGADGKTKIATPRGAAPPGQKGQANATRIPAKTPPAP 

KTPPSSGEPPKSGDRSGYSSPGSPGTPGSRSRTPSLPTPPTREPKKVAVVRTPPKSPSSAKSRL 

QTAPVP 

 

>MAPT 12 to 10 V377M 

MEVKSEKLDFKDRVQSKIGSLDNITHVPGGGNKKVQIINKKLDLSNVQSKCGSKDNIKHVPGGG 

SVQIVYKPVDLSKVTSKCGSLGNIHHKPGGGQMEVKSEKLDFKDRVQSKIGSLDNITHVPGGGN 

KKVQIINKKLDLSNVQSKCGSKDNIKHVPGGGSVQIVYKPVDLSKVTSKCGSLGNIHHKPGGGQ 

 

>MAN2A1 

MVEFGSKDLTLLMNLMNGTLNPFKSLWCLIPITTQGQLSMLQEKIDHLERLLAENNEIISNIRD 

SVINLSESVEDGPKSSQSNFSQGAGSHLLPSQLSLSVDTADCLFASQSGSHNSDVQMLDVYSLI 

SFDNPDGGVWKQGFDITYESNEWDTEPLQVFVVPHSHNDPGPALNVARKNRPFGAFAS 

 

>SDHAF2 

MTGIFTTGPQMLALSRHSLLSPLLSVTSFRRFYRGDSPTDSQKDMIEIPLPPWQERTDESIETK 

RARLLYESRKRGMLENCILLSLFAKEHLQHMTEKQLNLYDRLINEPSNDWDIYYWATDACSVKA 

QPIVSFAQCDIIQTLLQR 

 

>SLC8A1 

MYNMRRLSLSPTFSMGFHLLVTVSLLFSHVDHVIAETEMEGEGNETGECTGSYYCKKGVILPIW 

EPQDPSFGDKIARATVYFVAMVYMFLGVSIIADRFMSSIEVITSQEKEITIKKPNGETTKTTVR 

IWNETVSNLTLMALGSSAPEILLSVIEVCGHNFTAGDLGPSTIVGSAAFNMFIIIALCVYVVPD 

GETRKIKHLRVFFVTAAWSIFAYTWLYIILSVISPGVVEVWEGLLTFFFFPICVVFAWVADRRL 

LFYKYVYKRYRAGKQRGMIIEHEGDRPSSKTEIEMDGKVVNSHVENFLDGALVLEVDERDQDDE 



EARREMARILKELKQKHPDKEIEQLIELANYQVLSQQQKSRAFYRIQATRLMTGAGNILKRHAA 

DQARKAVSMHEVNTEVTENDPVSKIFFEQGTYQCLENCGTVALTIIRRGGDLTNTVFVDFRTED 

GTANAGSDYEFTEGTVVFKPGDTQKEIRVGIIDDDIFEEDENFLVHLSNVKVSSEASEDGILEA 

NHVSTLACLGSPSTATVTIFDDDHAGIFTFEEPVTHVSESIGIMEVKVLRTSGARGNVIVPYKT 

IEGTARGGGEDFEDTCGELEFQNDEIVRL 



Supplemental Table 2: Characteristics of circRNA encoded proteins. 
 

 circular RNA % 
disordered 
residues1 

% MoRF 
residues2 

phase 
separation 
propensity3 

1 LINC-PINT 32 64 0.16 

2 circ-SHPRH  
 

2 0 0.01 

3 circFBXW7 96 29 1.0 

4 circCDH1 
CircCadherin 

2 4 0.17 

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 circ Beta TRCP 
official name 
BTRC in our 
data 

0 1 0.56 

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 
(mouse) 

4 3 1.0 

25 Nlgn 
(mouse) 

11 0 0.02 

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 



1Percentage of disordered residues predicted with fIDPnn  as implemented in 
DEPICTER2 (http://biomine.cs.vcu.edu/servers/DEPICTER2/). 
2Molecular 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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