DVYNNSDLFYREVADGANAIVLGTL
GDISSPLAIIGGNCALQGFNHEGSDL
FWTVTGDNVNSLALCDFDGDGKKE
LLVGSEDFDIRVFKEDEIVAEMTETE
IVTSLCPMYGSRFGYALSNGTVGVY
DKTSRYWRIKSKNHAMSIHAFDLNS
DGVNELITGWSNGKVDARSDRTGEV
IFKDNFSSAIAGVVEGDYRMDGHIQ
LICCSVDGEIRGYLPGTAEMRGNLM
DTSAEQDLIRELSQKKQNLLLELRN
YEENAKAELASPLNEADGHRGIIPAN
TRLHTTLSVSLGNETQTAHTELRIST
SNDTIIRAVLIFAEGIFTGESHVVHPS
ITHNLSSSICIPIVPPKDVPVDLHLKAF
IVGYRSSTQFHVFESTRQLPRFSMYA
LTSLDPASEPISYVNFTIAERAQRVVV
WLGQNFLLPEDTHIQNAPFQVCFTS
LRNGGHLHIKIKLSGEITINTDDIDLA
GDIIQSMASFFAIEDLQVEADFPVYF
EELRKVLVKVDEYHSVHQKLSADMA
DHSNLIRSLLVGAEDARLMRDMKT
MKSRYMELYDLNRDLLNGYKIRCN
NHTELLGNLKAVNQAIQRAGRLRVG
KPKNQVITACRDAIRSNNINTLFKIM

RVGTASS

}J];l iprotkB Entry name |organism full oglcnacscore o'glcnac p.h osphorylation PMIDS sequence intracellular [extracellular [cytosol nucleus mitochndrion em!oplasmlc golgi t extl:acellular
name sites sites reticulum |apparatus membrane region
QIBXC9 BBS2_HUMAN [Homo BBSome |33.867134 S405 NaN 39894887;28657654 MLLPVFTLKLRHKISPRMVAIGRYDG |False True 4.0 0.188 [2.625 False False 5.0 False
sapiens complex THPCLAAATQTGKVFIHNPHTRNQH
member IVSASRVFQSPLESDVSLLSINQAVSC
BBS2 LTAGVLNPELGYDALLVGTQTNLLAY




