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gene ENSG00000135486
P rotein coding

primary transc ript ENST00000546500

primary transc ript ENST00000677385

primary transc ript ENST00000677210

primary transc ript ENST00000677375

primary transc ript ENST00000677249

primary transc ript ENST00000676725
Retained intron

primary transc ript ENST00000678418
Retained intron

primary transc ript ENST00000550482

primary transc ript ENST00000340913

primary transc ript ENST00000679101

primary transc ript ENST00000547566
Nonsense mediated decay

primary transc ript ENST00000547708

primary transc ript ENST00000679228
Retained intron

primary transc ript ENST00000547870
Retained intron

primary transc ript ENST00000551702

primary transc ript ENST00000678365

primary transc ript ENST00000330752

primary transc ript ENST00000676794

primary transc ript ENST00000547276

primary transc ript ENST00000678919

primary transc ript ENST00000678690

primary transc ript ENST00000677220
Nonsense mediated decay

coding sequence ENSP 00000333504

MSKSE,,SPKEP EQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,V MRDPNTKRSRGFGFV T YATV EEV DA A M NA RP HKV DGRV V EP KRA V SRE,,DSQ RP GA HLTV KKIFV GGIKEDTEEHHLRDYFEQ YGKIEV IE IM TDRG
SGKKRGFA FV TFDDHDSV DKIV,,IQ KYHTV NGHNC EV RKA LSKQ EMA SA SSSQ R,,GRSGSGNFGGGRGGGFGGNDNFGRGGNFSGRGI,,GDGYNGFGND,,GSNFGGGGSYNDFGNYNNQ SSNFGP MKGGNFGGRSSGP YG
GGGQ YFA KP RNQ ,,GGYGGSSSSSSYGSGRRF*307 amino ac ids   =  33 .2  kDa

coding sequence ENSP 00000341826

MSKSE,,SPKEP EQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,V MRDPNTKRSRGFGFV T YATV EEV DA A M NA RP HKV DGRV V EP KRA V SRE,,DSQ RP GA HLTV KKIFV GGIKEDTEEHHLRDYFEQ YGKIEV IE IM TDRG
SGKKRGFA FV TFDDHDSV DKIV,,IQ KYHTV NGHNC EV RKA LSKQ EMA SA SSSQ R,,GRSGSGNFGGGRGGGFGGNDNFGRGGNFSGR,,GGFGGSRGGGGYGGSGDGYNGFGND,,GGY GGGGPGY SGGSRGYGSGGQ GYGN
Q GSGYGGSGSYDSYNNGGGGGFGGGS,,GSNFGGGGSYNDFGNYNNQ SSNFGPM KGGNFGGRSSGP YGGGGQ YFA KPRNQ ,,GGYGGSSSSSSYGSGRRF*

372 amino ac ids   =  38 .7  kDa

coding sequence ENSP 00000448617

MSKSE,,SPKEP EQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,V MRDPNTKRSRGFGFV T YATV EEV DA A M NA RP HKV DGRV V EP KRA V SRE,,DSQ RP GA HLTV KKIFV GGIKEDTEEHHLRDYFEQ YGKIEV IE IM TDRG
SGKKRGFA FV TFDDHDSV DKIV,,IQ KYHTV NGHNC EV RKA LSKQ EMA SA SSSQ R,,GRSGSGNFGGGRGGGFGGNDNFGRGGNFSGR,,GGFGGSRGGGGYGGSGDGYNGFGND,,GSNFGGGGSYNDFGNYNNQ SSNFGPM
KGGNFGGRSSGP YGGGGQ YFA KPRNQ ,,GGYGGSSSSSSYGSGRRF*320 amino ac ids   =  34 .2  kDa



coding sequence ENSP 00000447260

MSKSE,,SPKEP EQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,V MRDPNTKRSRGFGFV T YATV EEV DA A M NA RP HKV DGRV V EP KRA V SRE,,DSQ RP GA HLTV KKIFV GGIKEDTEEHHLRDYFEQ YGKIEV IE IM TDRG
SGKKRGFA FV TFDDHDSV DKIV,,IQ KYHTV NGHNC EV RKA LSKQ EMA SA SSSQ R,,GRSGSGNF,,GGGSYNDFGNY NNQ SSNFGPMKGGNFGGRSSGPYGGGGQ YFA KPRNQ ,,GGYGGSSSSSSYGSGRRF*

267 amino ac ids   =  29 .4  kDa

coding sequence ENSP 00000446486

MSKSE,,SPKEP EQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,V MRDPNTKRSRGFGFV T YATV EEV DA A M NA RP HKV DGRV V EP KRA V SRE,,DSQ RP GA HLTV KKIFV GGIKEDTEEHHLRDYFEQ YGKIEV IE IM TDRG
SGKKRGFA FV TFDDHDSV DKIV,,IQ KYHTV NGHNC EV RKA LSKQ EMA SA SSSQ R,,GRSGSGNFGGGRGGGFGGNDNFGRGGNFSGR,,GGFGGSRGGGGYGGSGDGYNGFGND,,GSNFGGGGSYNDFGNYNNQ SSNFGPM
KGGNFGGRSSGP YGGGGQ YFA KPRNQ ,,GGYGGSSSSSSYGSGRRF*320 amino ac ids   =  34 .2  kDa

coding sequence ENSP 00000503610

MSKSE,,SPKEP EQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,V MRDPNTKRSRGFGFV T YATV EEV DA A M NA RP HKV DGRV V EP KRA V SRE,,DSQ RP GA HLTV KKIFV GGIKEDTEEHHLRDYFEQ YGKIEV IE IM TDRG
SGKKRGFA FV TFDDHDSV DKIV,,IQ KYHTV NGHNC EV RKA LSKQ EMA SA SSSQ R,,GRSGSGNFGGGRGGGFGGNDNFGRGGNFSGR,,GGFGGSRGGGGYGGSGDGYNGFGND,,GGY GGGGPGY SGGSRGYGSGGQ GYGN
Q GSGYGGSGSYDSYNNGGGGGFGGGS,,GSNFGGGGSYNDFGNYNNQ SSNFGPM KGGNFGGRSSGP YGGGGQ YFA KPRNQ ,,GGYGGSSSSSSYGSGRRF*

372 amino ac ids   =  38 .7  kDa

coding sequence ENSP 00000503649

MSKSE,,SPKEP EQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,V MRDPNTKRSRGFGFV T YATV EEV DA A M NA RP HKV DGRV V EP KRA V SRE,,DSQ RP GA HLTV KKIFV GGIKEDTEEHHLRDYFEQ YGKIEV IE IM TDRG
SGKKRGFA FV TFDDHDSV DKIV,,IQ KYHTV NGHNC EV RKA LSKQ EMA SA SSSQ R,,GRSGSGNFGGGRGGGFGGNDNFGRGGNFSG,,RGFGGSRGGGGYGGSGDGYNGFGND,,GSNFGGGGSYNDFGNYNNQ SSNFGPMK
GGNFGGRSSGPY GGGGQ Y FA KPRNQ ,,GGYGGSSSSSSYGSGRRF*319 amino ac ids   =  34 .1  kDa

coding sequence ENSP 00000503651

MSKSE,,SPKEP EQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,V MRDPNTKRSRGFGFV T YATV EEV DA A M NA RP HKV DGRV V EP KRA V SRE,,DSQ RP GA HLTV KKIFV GGIKEDTEEHHLRDYFEQ YGKIEV IE IM TDRG
SGKKRGFA FV TFDDHDSV DKIV,,IQ KYHTV NGHNC EV RKA LSKQ EMA SA SSSQ R,,GRSGSGNFGGGRGGGFGGNDNFGRGGNFSGR,,GGFGGSRGGGGYGGSGDGYNGFGND,,GSNFGGGGSYNDFGNYNNQ SSNFGPM
KGGNFGGRSSGP YGGGGQ YFA KPRNQ ,,EKLYFSGGYGGSSSSSSY GSGRRF*326 amino ac ids   =  35 .0  kDa

coding sequence ENSP 00000448229

MSKSE,,SPKEP EQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,V MRDPNTKRSRGFGFV T YATV EEV DA A M NA RP HKV DGRV V EP KRA V SRE,,DSQ RP GA HLTV KKIFV,,GGFGGSRGGGGYGGSGDGYNGFGND,,GSNF
GGGGSYNDFGNYNNQ SSN156 amino ac ids   =  16 .8  kDa

coding sequence ENSP 00000502985

MSKSE,,SPKEP EQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,V MRDPNTKRSRGFGFV T YATV EEV DA A M NA RP HKV DGRV V EP KRA V SRE,,DSQ RP GA HLTV KKIFV GGIKEDTEEHHLRDYFEQ YGKIEV IE IM TDRG
SGKKRGFA FV TFDDHDSV DKIV,,IQ KYHTV NGHNC EV RKA LSKQ EMA SA SSSQ R,,GRSGSGNFGGGRGGGFGGNDNFGRGGNFSGRGM YGLST C SSDFSP SLL*

242 amino ac ids   =  26 .7  kDa

coding sequence ENSP 00000448117

MSKSE,,SPKEP EQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,DSQ RPGA HLTV KKIFV GGIKEDTEEHHLRDYFEQ YGKIEV IE IMTDRGSGKKRGFA FV TFDDHDSV DKIV,,IQ KYHT V NGHNC EV RKA LSKQ EMA SA SS
SQ R145 amino ac ids   =  16 .5  kDa

coding sequence ENSP 00000504604

MSKSE,,DSQ RP GA HLTV KKIFV GGIKEDTEEHHLRDYFEQ YGKIEV IEIMTDRGSGKKRGFA FV TFDDHDSV DKIV

75 amino ac ids   =  8 .6  kDa

coding sequence ENSP 00000503229

MSKSE,,V M RDPNTKRSRGFGFV TYATV EEV DA A MNA RPHKV DGRV V EPKRA V SRE

54 amino ac ids   =  6 .1  kDa

primary transc ript ENST00000678077

primary transc ript ENST00000548688

coding sequence ENSP 00000447782

MRDSLLV A KFLGTQ DLC LFLNLA L,,SPKEPEQ LRKLFIGGLSFETTDESLRSHFEQ WGTLTDC V,,V M RDPNTKRSRGFGFV TYATV EEV DA A MNA RPHKV DGRV V EPKRA V SRE,,DSQ RPGA HLTV KKIFV GGIKEDTEEHHLR
DYFEQ YGKIEV IEIMTDRGSGKKRGFA FV TFDDHDSV DKIV,,IQ KYHTV NGHNC EV RKA LSKQ EMA SA SSSQ R,,GRSGSGNFGGGRGGGFGG

231 amino ac ids   =  25 .7  kDa

primary transc ript ENST00000678448
Nonsense mediated decay

primary transc ript ENST00000679273
Nonsense mediated decay

primary transc ript ENST00000550994
Nonsense mediated decay

primary transc ript ENST00000676842
Nonsense mediated decay



coding sequence ENSP 00000504814

MRDPNTKRSRGFGFV TYATV EEV DA A MNA RPHKV DGRV V EP KRA V SRE,,DSQ RP GA HLTV KKIFV GGIKEDTEEHHLRDY FEQ YGKIEV IEIM TDRGSGKKRGFA FV TFDDHDSV DKIV,,IQ KYHTV NGHNC EV RKA LSKQ E
MA SA SSSQ R,,GRSGSGNFGGGRGGGFGGNDNFGRGGNFSGR,,GGFGGSRGGGGYGGSGDGYNGFGND,,GSNFGGGGSYNDFGNYNNQ SSNFGPM KGGNFGGRSSGP YGGGGQ YFA KPRNQ ,,GGYGGSSSSSSYGSGRRF
*275 amino ac ids   =  29 .1  kDa

coding sequence ENSP 00000503166

MRDPNTKRSRGFGFV TYATV EEV DA A MNA RPHKV DGRV V EP KRA V SRE

48 amino ac ids   =  5 .4  kDa

coding sequence ENSP 00000503254

FRNTIL*M ATTV KLEKPC Q SKRWLV LHPA KE,,EA ILEV V EATM ILGITT ISLQ ILDP*REEILEA EA LA PM A V EA NTLQ NHETK

83 codons  (2  internal s top codons)

primary transc ript ENST00000677636

coding sequence ENSP 00000504753

FRNTIL*M ATTV KLEKPC Q SKRWLV LHPA KE,,V V M EEA A LV TLEEA EA MEV V DRV MET RA V A MA GV A A MTA ITTEA EA A LA V V V

83 codons  (1  internal s top codon)

primary transc ript ENST00000677645

coding sequence ENSP 00000504458

FRNTIL*M ATTV KLEKPC Q SKRWLV LHPA KE,,V A LV A A V V V V DMV A V GMA IMDLV MM

56 codons  (1  internal s top codon)

primary transc ript ENST00000677291

coding sequence ENSP 00000503056

V EV V LETLV V V V EV V SV GMTTSV V EETSV V V,,V V EAT MILGITT ISLQ ILDP*REEILEA EA LA PM A V EA NTLQ NHETK

78 codons  (1  internal s top codon)

coding sequence ENSP 00000504089

V EV V LETLV V V V E,,V V EATMILGIT T ISLQ ILDP *REEILEA EA LA P MA V EA NTLQ NHETK

60 codons  (1  internal s top codon)

coding sequence ENSP 00000503516

V EV V LETLV V V V EV V SV GMTTSV V EETSV V,,V V EATM ILGITT ISLQ ILDP*REE ILEA EA LA PMA V EA NTLQ NHET K

77 codons  (1  internal s top codon)

coding sequence ENSP 00000503756

V EV V LETLV V V V EV V SV GMTTSV V EETSV V V,,EA ILEV V EATM ILGITT ISLQ ILDP*REEILEA EA LA PMA V EA NTLQ NHETK

83 codons  (1  internal s top codon)

coding sequence ENSP 00000504850

V EV V LETLV V V V EV V SV GMTTSV,,V V EAT MILGITT ISLQ ILDP *REEILEA EA LA P MA V EA NTLQ NHETK

70 codons  (1  internal s top codon)

primary transc ript ENST00000677945

primary transc ript ENST00000678597

primary transc ript ENST00000678873

primary transc ript ENST00000678876

primary transc ript ENST00000678934

coding sequence ENSP 00000504511

V EV V LETLV V V V EV V SV GMTTSV V EETSV V V,,V V M EEA A LV TLEEA EA M EV V DRV METRA V A MA GV A A MTA ITT EA EA A LA V V V

83 amino ac ids   =  8 .6  kDa

primary transc ript ENST00000678347

primary transc ript ENST00000677778



coding sequence ENSP 00000504642

V A LV A A V V V V DMV A V GMA IMDLV MM,,GGV C Y*SYQ LLKT ETHLSKFV A ER,,NV LV KTFI*ATV LRYHC HA V YMSC SA A Q IPFC

81 codons  (2  internal s top codons)

primary transc ript ENST00000676572
Nonsense mediated decay

primary transc ript ENST00000677191
Nonsense mediated decay

primary transc ript ENST00000678212
Nonsense mediated decay

primary transc ript ENST00000678456

primary transc ript ENST00000679344
Nonsense mediated decay

coding sequence ENSP 00000504368

V A LV A A V V V V DMV A V GMA IMDLV MM,,V A MA V PA A A V A MA V A EDF

43 amino ac ids   =  4 .3  kDa

coding sequence ENSP 00000504696

V A LV A A V V V V DMV A V GMA IMDLV MMV,,TTMILGITT ISLQ ILDP *REE ILEA EA LA P MA V EA NTLQ NHET K

70 codons  (1  internal s top codon)

coding sequence ENSP 00000502876

V A LV A A V V,,V V EATMILGITT ISLQ ILDP *REEILEA EA LA P MA V EA NTLQ NHETK

55 codons  (1  internal s top codon)

coding sequence ENSP 00000503602

V A LV A A V,,V V EATMILGITT ISLQ ILDP*REEILEA EA LA PMA V EA NT LQ NHETK

54 codons  (1  internal s top codon)

coding sequence ENSP 00000503162

V A LV A A V V V V DMV A ,,V V EATM ILGITT ISLQ ILDP*REEILEA EA LA PM A V EA NTLQ NHETK

61 codons  (1  internal s top codon)

coding sequence ENSP 00000504683

V A LV A A V V V V DMV A V GMA IMDLV MMV,,T ILEV V EATMILGITT ISLQ ILDP*REE ILEA EA LA PMA V EA NTLQ NHET K

77 codons  (1  internal s top codon)

primary transc ript ENST00000676707

primary transc ript ENST00000677224

primary transc ript ENST00000677279

primary transc ript ENST00000677539
Nonsense mediated decay

primary transc ript ENST00000678279

primary transc ript ENST00000678513

primary transc ript ENST00000679063

primary transc ript ENST00000679319

primary transc ript ENST00000679079

coding sequence ENSP 00000504545

V V MEEA A LV TLEEA EA MEV V DRV MET RA V A MA GV A A MTA ITTEA EA A LA V V V,,ETKL

56 amino ac ids   =  5 .8  kDa

primary transc ript ENST00000676886



primary transc ript ENST00000678412

primary transc ript ENST00000678970

coding sequence ENSP 00000503468

V V MEEA A LV TLEEA EA MEV V DRV MET RA ,,V A MA V P A A A V A MA V A EDF

46 amino ac ids   =  4 .8  kDa

coding sequence ENSP 00000503562

V V MEEA A LV TLEEA EA MEV V DRV MET RA V A MA GV A A MTA ITTEA EA A LA V V V,,V A M A V PA A A V A M A V A EDF

70 amino ac ids   =  7 .1  kDa

coding sequence ENSP 00000503825

V V MEEA A LV TLEEA EA MEV V DRV MET RA V A MA GV A A MTA ITTEA EA A LA V V V,,GGNFGGRSSGP YGGGGQ YFA KPRNQ ,,GGYGGSSSSS

87 amino ac ids   =  8 .7  kDa

coding sequence ENSP 00000503977

V V MEEA A LV TLEEA EA ME,,V V EATMILGITT ISLQ ILDP*REEILEA EA LA PMA V EA NTLQ NHETK

65 codons  (1  internal s top codon)

coding sequence ENSP 00000503749

V V MEEA A LV TLEEA EA MEV V DRV MET RA V A MA GV A A MTA ITTEA EA A LA V V V V,,ATMILGITT ISLQ ILDP*REEILEA EA LA PMA V EA NTLQ NHETK

97 codons  (1  internal s top codon)

coding sequence ENSP 00000502981

V V MEEA A LV TLEEA EA MEV V DRV MET RA V A MA GV A A MTA ITTEA EA A LA V V V V,,A ILEV V EATMILGITT ISLQ ILDP*REE ILEA EA LA PMA V EA NTLQ NHET K

104 codons  (1  internal s top codon)

coding sequence ENSP 00000503030

V V MEEA A LV TLEEA EA MEV V DRV MET RA V A MA GV A A MTA ITTEA EA A LA ,,V V EATMILGITT ISLQ ILDP*REEILEA EA LA PM A V EA NT LQ NHETK

96 codons  (1  internal s top codon)

coding sequence ENSP 00000504251

V V MEEA A LV TLEEA EA MEV V DRV MET RA V A MA GV A A MTA ITTEA EA A LA V,,V V EATMILGIT T ISLQ ILDP *REEILEA EA LA P MA V EA NTLQ NHETK

97 codons  (1  internal s top codon)

coding sequence ENSP 00000504004

V V MEEA A LV TLEEA EA MEV V DRV MET RA V A MA GV A A MTA ITTEA EA A LA V V V,,V V EAT MILGITT ISLQ ILDP*REEILEA EA LA PM A V EA NTLQ NHETK

99 codons  (1  internal s top codon)

primary transc ript ENST00000676472

primary transc ript ENST00000676853

primary transc ript ENST00000676951

primary transc ript ENST00000678424

primary transc ript ENST00000678581

primary transc ript ENST00000678611

coding sequence ENSP 00000504431

V V MEE,,A A LA V V V

12 amino ac ids   =  1 .2  kDa

coding sequence ENSP 00000503733

V V MEE,,A EA A LA V V V

14 amino ac ids   =  1 .4  kDa

primary transc ript ENST00000677488

primary transc ript ENST00000678947



primary transc ript ENST00000551679
Retained intron

gene ENSG00000258344
lncRNA

primary transc ript ENST00000553061
lncRNA

primary transc ript ENST00000677840

coding sequence ENSP 00000503273

EA ILEV V EATMILGITT ISLQ ILDP*REEILEA EA LA PMA V EA NTLQ NHETK,,GGV C Y*SYQ LLKTETHLSKFV A ER,,NV LV KTFI*ATV LRYHC HA V YMSC SA A Q IPFC

108 codons  (3  internal s top codons)

primary transc ript ENST00000679026

coding sequence ENSP 00000504539

EA ILEV V EATMILGITT ISLQ ILDP*REEILEA EA LA PMA V EA NTLQ NHETK,,ETKL

56 codons  (1  internal s top codon)

coding sequence ENSP 00000503537

EA ILEV V EATMILGITT ISLQ ILDP*REEILE,,A NT LQ NHETK

42 codons  (1  internal s top codon)

coding sequence ENSP 00000503848

EA ILEV V E,,EILEA EA LA P MA V EA NTLQ NHETK

32 amino ac ids   =  3 .5  kDa

primary transc ript ENST00000677518

primary transc ript ENST00000677847

WT=G
SNV =A

coding sequence ENSP 00000504819

MKGGNFGGRSSGPYGGGGQ YFA KP RNQ ,,GGYGGSSSSSSY GSGRRF*

45 amino ac ids   =  4 .5  kDa

primary transc ript ENST00000676661
Nonsense mediated decay

primary transc ript ENST00000677061
Nonsense mediated decay

primary transc ript ENST00000677072
Nonsense mediated decay

primary transc ript ENST00000677666

primary transc ript ENST00000676925
Nonsense mediated decay

primary transc ript ENST00000677832
Nonsense mediated decay

primary transc ript ENST00000678199
Nonsense mediated decay

primary transc ript ENST00000679251
Nonsense mediated decay

primary transc ript ENST00000678093

coding sequence ENSP 00000504664

V A MA V PA A A V A MA V A EDF

18 amino ac ids   =  1 .7  kDa



primary transc ript ENST00000678687

primary transc ript ENST00000676528

primary transc ript ENST00000551665
Retained intron

primary transc ript ENST00000551803

primary transc ript ENST00000678103

primary transc ript ENST00000676855

primary transc ript ENST00000678900



C TTTGGGA C C TTA GGC GC T TA GTT G
52% GC   /  7695.0  Da

C TGC C TC C A A A ATTTC C TC C C TT C ATGGGTC C A A A ATT TGA A GA C TGAT TGTTGTA ATT C C C A A A ATTATTGTA GC TTC C A C C A C C TC C A A A ATTGC TTC
40% GC   /  30,480.9 Da

GTGGA A GC TA C A ATGATTTT
35% GC   /  6171.1  Da

A C C T TGGT TTC GTGGT TTTG
45% GC   /  6136.1  Da

GTTGC A C T GC TC A GC TA C ATTA GGG
52% GC   /  7673.0  Da


