UniprotKB Entry name organism full name oglcnacscore o.glcnac p.h osphorylation PMIDS |sequence intracellular |extracellular cytosol [nucleus mitochndrion en(?oplasmlc golgi plasma extr.acellular
ID sites sites reticulum apparatus membrane [region
000408 PDE2A_HUMAN [Homo cGMP-dependent {19.994096 NaN NaN 37217939 MGQACGHSILCRSQQYPAARPAEPR (True True 5.0 5.0 5.0 4.278 4.151 5.0 1.627
sapiens |3',5'-cyclic GQQVFLKPDEPPPPPQPCADSLQDA
phosphodiesterase LLSLGSVIDISGLQRAVKEALSAVLPR

IVETVYTYLLDGESQLVCEDPPHELP
QEGKVREAIISQKRLGCNGLGFSDLP
GKPLARLVAPLAPDTQVLVMPLADK
EAGAVAAVILVHCGQLSDNEEWSLQ
IAVEKHTLVALRRVQVLQQRGPREAP
RAVQNPPEGTAEDQKGGAAYTDRDR
KILQLCGELYDLDASSLQLKVLQYLQ
QETRASRCCLLLVSEDNLQLSCKVIG
DKVLGEEVSFPLTGCLGQVVEDKKSI
QLKDLTSEDVQQLQSMLGCELQAM
LCVPVISRATDQVVALACAFNKLEGD
LFTDEDEHVIQHCFHYTSTVLTSTLA
FQKEQKLKCECQALLQVAKNLFTHL
DDVSVLLQEIITEARNLSNAEICSVFL
LDQNELVAKVFDGGVVDDESYEIRIP
ADQGIAGHVATTGQILNIPDAYAHPL
FYRGVDDSTGFRTRNILCFPIKNEN
QEVIGVAELVNKINGPWFSKFDEDL
IATAFSIYCGISIAHSLLYKKVNEAQYR
SHLANEMMMYHMKVSDDEYTKLL
HDGIQPVAAIDSNFASFTYTPRSLPE
DDTSMAILSMLQDMNFINNYKIDCP
TLARFCLMVKKGYRDPPYHNWMHA
FSVSHFCYLLYKNLELTNYLEDIEIF
IALFISCMCHDLDHRGTNNSFQVAS
KSVLAALYSSEGSVMERHHFAQAIAI
LNTHGCNIFDHFSRKDYQRMLDLM
RDIILATDLAHHLRIFKDLQKMAEVG
YDRNNKQHHRLLLCLLMTSCDLSD
QTKGWKTTRKIAELIYKEFFSQGDLE
KAMGNRPMEMMDREKAYIPELQIS
FMEHIAMPIYKLLQDLFPKAAELYER
IVASNREHWTKVSHKFTIRGLPSNNS
LDFLDEEYEVPDLDGTRAPINGCCSL
DAE




