UniprotkB Entry name |organism [full name oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular [extracellular cytosol nucleus jmitochndrion enf.loplasmlc golgi plasma extr.acellular
1D sites sites reticulum apparatus membrane [region
Q01974 ROR2_HUMAN [Homo Tyrosine- 23.451874 NaN T646 29485866;38665916 MARGSALPRRPLLCIPAVWAAAALLL |False True 1.177 |1.895 1.056 1.659 0.675 4.635 1.933
sapiens |protein kinase SVSRTSGEVEVLDPNDPLGPLDGQD
transmembrane GPIPTLKGYFLNFLEPVNNITIVQGQ

receptor ROR2

TAILHCKVAGNPPPNVRWLKNDAPV
IVQEPRRIITRKTEYGSRLRIQDLDTTD
TGYYQCVATNGMKTITATGVLFVRL
GPTHSPNHNFQDDYHEDGFCQPYR
GIACARFIGNRTIYVDSLQMQGEIEN
RITAAFTMIGTSTHLSDQCSQFAIPS
FCHFVFPLCDARSRTPKPRELCRDE
CEVLESDLCRQEYTIARSNPLILMRL
QLPKCEALPMPESPDAANCMRIGIP
IAERLGRYHQCYNGSGMDYRGTAST
TKSGHQCQPWALQHPHSHHLSSTD
FPELGGGHAYCRNPGGQMEGPWCF
TQNKNVRMELCDVPSCSPRDSSKM
GILYILVPSIAIPLVIACLFFLVCMCRN
KQKASASTPQRRQLMASPSQDMEM
PLINQHKQAKLKEISLSAVRFMEELG
EDRFGKVYKGHLFGPAPGEQTQAVA
IKTLKDKAEGPLREEFRHEAMLRAR
LQHPNVVCLLGVVTKDQPLSMIFSY
CSHGDLHEFLVMRSPHSDVGSTDD
DRTVKSALEPPDFVHLVAQIAAGME
YLSSHHVVHKDLATRNVLVYDKLNV
KISDLGLFREVYAADYYKLLGNSLLPI
RWMAPEAIMYGKFSIDSDIWSYGVV
LWEVFSYGLQPYCGYSNQDVVEMIR
NRQVLPCPDDCPAWVYALMIECWN
EFPSRRPRFKDIHSRLRAWGNLSNY
NSSAQTSGASNTTQTSSLSTSPVSN
VSNARYVGPKQKAPPFPQPQFIPMK
GQIRPMVPPPQLYVPVNGYQPVPAY
GAYLPNFYPVQIPMQMAPQQVPPQ
MVPKPSSHHSGSGSTSTGYVTTAPS
NTSMADRAALLSEGADDTQNAPED
GAQSTVQEAEEEEEGSVPETELLGD

CDTLQVDEAQVQLEA




