UniprotKB Entry name |organism full name |oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular [extracellular [cytosol nucleus mitochndrion enc_loplasmlc golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
P09470 IACE_ MOUSE |Mus /Angiotensin-|24.474581 NaN S1305 33300544  MGAASGQRGRWPLSPPLLMLSLLVL |False True 3.014 [3.093 [2.969 2.888 2.546 5.0 4.726
musculus |converting LLQPSPAPALDPGLQPGNFSPDEAG
enzyme IAQLFAESYNSSAEVVMFQSTVASWA

HDTNITEENARRQEEAALVSQEFAE
IVWGKKAKELYESIWQNFTDSKLRRII
GSIRTLGPANLPLAQRQQYNSLLSN
MSRIYSTGKVCFPNKTATCWSLDPE
LTNILASSRSYAKLLFAWEGWHDAV
GIPLKPLYQDFTAISNEAYRQDDFSD
TGAFWRSWYESPSFEESLEHIYHQL
EPLYLNLHAYVRRALHRRYGDKYVN
LRGPIPAHLLGDMWAQSWENIYDM
'VVPFPDKPNLDVTSTMVQKGWNAT
HMFRVSEEFFTSLGLSPMPPEFWAE
SMLEKPTDGREVVCHASAWDFYNR
KDFRIKQCTRVITMEQLATVHHEMG
HVQYYLQYKDLHVSLRRGANPGFHE
IAIGDVLALSVSTPAHLHKIGLLDHVT
NDIESDINYLLKMALEKIAFLPFGYL
VDQWRWGVFSGRTPPSRYNFDWW
YLRTKYQGICPPVARNETHFDAGAK
FHIPNVTPYIRYFVSFVLQFQFHQAL
CKEAGHQGPLHQCDIYQSAQAGAKL
KQVLQAGCSRPWQEVLKDLVGSDAL
DAKALLEYFQPVSQWLEEQNQRNG
EVLGWPENQWRPPLPDNYPEGIDLE
TDEAKADRFVEEYDRTAQVLLNEYA
EANWQYNTNITIEGSKILLEKSTEVS
NHTLKYGTRAKTFDVSNFQNSSIKRI
IKKLQNLDRAVLPPKELEEYNQILLD
METTYSLSNICYTNGTCMPLEPDLT
NMMATSRKYEELLWAWKSWRDKV
GRAILPFFPKYVEFSNKIAKLNGYTD
IAGDSWRSLYESDNLEQDLEKLYQEL
QPLYLNLHAYVRRSLHRHYGSEYIN
LDGPIPAHLLGNMWAQTWSNIYDLV
IAPFPSAPNIDATEAMIKQGWTPRRIF
KEADNFFTSLGLLPVPPEFWNKSML
EKPTDGREVVCHPSAWDFYNGKDF
RIKQCTSVNMEDLVIAHHEMGHIQY
FMQYKDLPVTFREGANPGFHEAIGD
IMALSVSTPKHLYSLNLLSTEGSGYE
'YDINFLMKMALDKIAFIPFSYLIDQW
RWRVFDGSITKENYNQEWWSLRLK
'YQGLCPPVPRSQGDFDPGSKFHVPA
NVPYVRYFVSFIIQFQFHEALCRAAG
HTGPLHKCDIYQSKEAGKLLADAMK
LGYSKPWPEAMKLITGQPNMSASA
MMNYFKPLTEWLVTENRRHGETLG
WPEYNWAPNTARAEGSTAESNRVN
FLGLYLEPQQARVGQWVLLFLGVAL
LVATVGLAHRLYNIRNHHSLRRPHR
GPQFGSEVELRHS




