


5 ʹ

3 ʹ

G A G T C C T A C T C A G C C C C A G C G G A G G T G A A G G A C G T C C T T C C C C A G G A G C C G G T G A G A A G C G C A G T C G G G G G C A C G G G G A T G A G C T C A G G G G C C T C T A G A A A G A G C T G G G A C C C T G G G A A C C C C T G G C C T C C A G G T

C T C A G G A T G A G T C G G G G T C G C C T C C A C T T C C T G C A G G A A G G G G T C C T C G G C C A C T C T T C G C G T C A G C C C C C G T G C C C C T A C T C G A G T C C C C G G A G A T C T T T C T C G A C C C T G G G A C C C T T G G G G A C C G G A G G T C C A

A G T C T C A G G A G A G C T A C T C G G G G T C G G G C T T G G G G A G A G G A G G A G C G G G G G T G A G G C A A G C A G C A G G G G A C T G G A C C T G G G A A G G G C T G G G C A G C A G A G A C G A C C C G A C C C G C T A G A A G G T G G G G T G G G G A G A G C

T C A G A G T C C T C T C G A T G A G C C C C A G C C C G A A C C C C T C T C C T C C T C G C C C C C A C T C C G T T C G T C G T C C C C T G A C C T G G A C C C T T C C C G A C C C G T C G T C T C T G C T G G G C T G G G C G A T C T T C C A C C C C A C C C C T C T C G

A G C T G G A C T G G G A T G T A A G C C A T A G C A G G A C T C C A C G A G T T G T C A C T A T C A T T T A T C G A G C A C C T A C T G G G T G T C C C C A G T G T C C T C A G A T C T C C A T A A C T G G G G A G C C A G G G G C A G C G A C A C G G T A G C T A G C C G

T C G A C C T G A C C C T A C A T T C G G T A T C G T C C T G A G G T G C T C A A C A G T G A T A G T A A A T A G C T C G T G G A T G A C C C A C A G G G G T C A C A G G A G T C T A G A G G T A T T G A C C C C T C G G T C C C C G T C G C T G T G C C A T C G A T C G G C

T C G A T T G G A G A A C T T T A A A A T G A G G A C T G A A T T A G C T C A T A A A T G G A A C A C G G C G C T T A A C T G T G A G G T T G G A G C T T A G A A T G T G A A G G G A G A A T G A G G A A T G C G A G A C T G G G A C T G A G A T G G A A C C G G C G G T G G

A G C T A A C C T C T T G A A A T T T T A C T C C T G A C T T A A T C G A G T A T T T A C C T T G T G C C G C G A A T T G A C A C T C C A A C C T C G A A T C T T A C A C T T C C C T C T T A C T C C T T A C G C T C T G A C C C T G A C T C T A C C T T G G C C G C C A C C

G G A G G G G G T G G G G G G A T G G A A T T T G A A C C C C G G G A G A G G A A G A T G G A A T T T T C T A T G G A G G C C G A C C T G G G G A T G G G G A G A T A A G A G A A G A C C A G G A G G G A G T T A A A T A G G G A A T G G G T T G G G G G C G G C T T G G T A

C C T C C C C C A C C C C C C T A C C T T A A A C T T G G G G C C C T C T C C T T C T A C C T T A A A A G A T A C C T C C G G C T G G A C C C C T A C C C C T C T A T T C T C T T C T G G T C C T C C C T C A A T T T A T C C C T T A C C C A A C C C C C G C C G A A C C A T

A A T G T G C T G G G A T T A G G C T G T T G C A G A T A A T G C A A C A A G G C T T G G A A G G C T A A C C T G G G G T G A G G C C G G G T T G G G G C C G G G C T G G G G G T G G G A G G A G T C C T C A C T G G C G G T T G A T T G A C A G T T T C T C C T T C C C C A

T T A C A C G A C C C T A A T C C G A C A A C G T C T A T T A C G T T G T T C C G A A C C T T C C G A T T G G A C C C C A C T C C G G C C C A A C C C C G G C C C G A C C C C C A C C C T C C T C A G G A G T G A C C G C C A A C T A A C T G T C A A A G A G G A A G G G G T

G A C T G G C C A A T C A C A G G C A G G A A G A T G A A G G T T C T G T G G G C T G C G T T G C T G G T C A C A T T C C T G G C A G G T A T G G G G G C G G G G C T T G C T C G G T T C C C C C C G C T C C T C C C C C T C T C A T C C T C A C C T C A A C C T C C T G G C

C T G A C C G G T T A G T G T C C G T C C T T C T A C T T C C A A G A C A C C C G A C G C A A C G A C C A G T G T A A G G A C C G T C C A T A C C C C C G C C C C G A A C G A G C C A A G G G G G G C G A G G A G G G G G A G A G T A G G A G T G G A G T T G G A G G A C C G

C C C A T T C A G G C A G A C C C T G G G C C C C C T C T T C T G A G G C T T C T G T G C T G C T T C C T G G C T C T G A A C A G C G A T T T G A C G C T C T C T G G G C C T C G G T T T C C C C C A T C C T T G A G A T A G G A G T T A G A A G T T G T T T T G T T G T T G

G G G T A A G T C C G T C T G G G A C C C G G G G G A G A A G A C T C C G A A G A C A C G A C G A A G G A C C G A G A C T T G T C G C T A A A C T G C G A G A G A C C C G G A G C C A A A G G G G G T A G G A A C T C T A T C C T C A A T C T T C A A C A A A A C A A C A A C

T T G T T T G T T G T T G T T G T T T T G T T T T T T T G A G A T G A A G T C T C G C T C T G T C G C C C A G G C T G G A G T G C A G T G G C G G G A T C T C G G C T C A C T G C A A G C T C C G C C T C C C A G G T C C A C G C C A T T C T C C T G C C T C A G C C T C C C

A A C A A A C A A C A A C A A C A A A A C A A A A A A A C T C T A C T T C A G A G C G A G A C A G C G G G T C C G A C C T C A C G T C A C C G C C C T A G A G C C G A G T G A C G T T C G A G G C G G A G G G T C C A G G T G C G G T A A G A G G A C G G A G T C G G A G G G

A A G T A G C T G G G A C T A C A G G C A C A T G C C A C C A C A C C C G A C T A A C T T T T T T G T A T T T T C A G T A G A G A C G G G G T T T C A C C A T G T T G G C C A G G C T G G T C T G G A A C T C C T G A C C T C A G G T G A T C T G C C C G T T T C G A T C T C
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gene ENSG00000130203
P rotein coding

primary transc ript ENST00000446996

primary transc ript ENST00000252486

primary transc ript ENST00000485628
Retained intron

primary transc ript ENST00000434152

coding sequence ENSP 00000413653

MSSGA SRKSWDP GNP WP P,,DWP ITGRKM KV LWA A LLV TFLA ,,GC Q A KV EQ A V ETEPEPELRQ Q TEWQ SGQ RWELA LGRFWDYLRWV Q TLSEQ V Q EELLSSQ V TQ ELR,,A LMDETM KELKA Y KSELEEQ LTP V A EETRA RLSK
ELQ A A Q A RLGA DM EDV C GRLV Q YRGEV Q A MLGQ STEELRV RLA SHLRKLRKRLLRDA DDLQ KRLA V Y Q A GA REGA ERGLSA IRERLGPLV EQ GRV RA ATV GSLA GQ P LQ ERA Q A WGERLRA RMEEMGSRT

269 amino ac ids   =  30 .6  kDa

primary transc ript ENST00000425718

coding sequence ENSP 00000252486

MKV LWA A LLV TFLA ,,GC Q A KV EQ A V ETEPEP ELRQ Q T EWQ SGQ RWELA LGRFWDYLRWV Q TLSEQ V Q EELLSSQ V TQ ELR,,A LMDETMKELKA YKSELEEQ LT PV A EETRA RLSKELQ A A Q A RLGA DMEDV C GRLV Q YRGE
V Q A MLGQ ST EELRV RLA SHLRKLRKRLLRDA DDLQ KRLA V YQ A GA REGA ERGLSA IRERLGP LV EQ GRV RA AT V GSLA GQ PLQ ERA Q A WGERLRA RMEEM GSRTRDRLDEV KEQ V A EV RA KLEEQ A Q Q IRLQ A EA FQ A RLK
SWFEPLV EDMQ RQ WA GLV EKV Q A A V GTSA A P V P SDNH*317 amino ac ids   =  36 .2  kDa

coding sequence ENSP 00000410423

MKV LWA A LLV TFLA ,,GC Q A KV EQ A V ETEPEP ELRQ Q T EWQ SGQ RWELA LGRFWDYLRWV Q TLSEQ V Q EELLSSQ V TQ ELR,,A LMDETMKELKA YKSELEEQ LT PV A EETRA RLSKELQ A A Q A RLGA DMEDV C GRLV Q YRGE
V Q A MLGQ ST EELRV RLA SHLRKLRKRLLRDA DDLQ KRLA V YQ A GA REGA ERGLSA IRERLGP LV EQ GRV RA AT V GSLA GQ

219 amino ac ids   =  24 .9  kDa

coding sequence ENSP 00000413135

MKV LWA A LLV TFLA ,,GC Q A KV EQ A V ETEPEP ELRQ Q T EWQ SGQ RWELA LGRFWDYLRWV Q TLSEQ V Q EELLSSQ V TQ ELR,,A LMDETMKELKA YKSELEEQ LT PV A EETRA RLSKELQ A A Q A RLGA DMEDV C GRLV Q YRGE
V Q A MLGQ ST EELRV RLA SHLRKLRKRLLRDA DDLQ KRLA V YQ A GA REGA ERGLSA IRERLGP LV EQ GRV RA AT V GSL

216 amino ac ids   =  24 .6  kDa

SNV  = C
REV  = T

gene ENSG00000280087
TEC

primary transc ript ENST00000623895
TEC



GGC A C TGGGTC GC TT TTGGGATTA C
56% GC   /  7720.1  Da

TGATGGA C GA GA C C ATGA A G
50% GC   /  6215.1  Da

GC TC C TC GGTGC TC TGGC C GA GC ATGGC C TGC A C C TC GC C GC GGTA C TGC A C C A GGC GGC C GC A C A C GTC C TC C ATGTC C GC GC C C A GC C GGGC C TGC GC
75% GC   /  30 ,562 .6 Da

GC GGA C AT GGA GGA C GTGC G
70% GC   /  6248.1  Da

TC GGC GTTC A GT GATTGTC GC TGGG
60% GC   /  7736.1  Da


