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Human cGMP-Specific 3’,5’-Cyclic Phosphodiesterase
Catalytic Fragment

Levitra (black) (Residues 537-860) PDB: 1UHO

Cycl ic Nucleotide Phosphodiesterase Catalytic Domains

PDE5A 577 RMFTDLNLVQNFQMKHEVLCRWILSVKKNYRK-NVAYHNWRHAFNTAQCMFAALKAGKR---[19 aa]-
PDE2A 621 SMLQDMNFINNYKIDCPTLARFCLMVKKGYRD--PPYHNWMHAFSVSHFCYLLYKNLELTN---------
PDE9A 277 HMYHDLGLVRDFSINPVTLRRWLFCVHDNYR--NNPFHNFRHCFCVAQMMYSMVWLCSLQE---------
PDE1A 181 ELFTRYDLINRFKIPVSCLITFAEALEVGYSKYKNPYHNLIHAADVTQTVHYIMLHTGIMH---------
PDE3A 717 RLFEDMGLFEAFKIPIREFMNYFHALEIGYR--DIPYHNRIHATDVLHAVWYLTTQPIPGL-[42 aa]-
PDE4A 397 MIFQERDLLKKFRIPVDTMVTYMLTLEDHYH-ADVAYHNSLHAADVLQSTHVLLATPALDA---------
PDE8A 520 KMFARFGICEFLHCSESTLRSWLQIIEANYH-SSNPYHNSTvSADVLHATAYFLSKERIKE---------

PDE5A 637 KLTDLEILALLIAALSHDLDHRGVNNSNIQRSEHPLAQLYCH--SIMEHHHFDQCLMILN-SPGN
PDE2A 680 YLEDIEIFALFISCMCHDLDHRGTNNSFQVASKSVLAALYSSEGSVMERHHFAQAIAILN-THGC
PDE9A 336 KFSQTDILILMTAAICHDLDHPGYNNTNQINARTELAVRYN-DISPLENHHCAVAFQILAEP-EC
PDE1A 242 WLTELEILAMVFAAAIHDYEHTGTTNNFHIQTRSDVAILYN-DRSVLENHHVSAAYRLMQEE-EM
PDE3A 820 NIPALELMALYVAAAMHDYDHPGRTNAFLVATSAPQAVLYN-DRSVLENHHAAAAWNLFMSRPEY
PDE4A 457 VFTDLEILAALFAAAIHDVDHPGVSNQFLINTNSELALMYN-DESVLENHHLAVGFKLLQED-NC
PDE8A 580 TLDPIDEVAALIvATIHDVDHPGRTNSFLCNAGSELAILYN-DTAVLESHHAALAFQLTTGDDKC

PDE5A 699 QILSGLSIEEYKTTLKIIKQAILATDLALYIKRRGEFF------------ELIRKNQFN
PDE2A 744 NIFDHFSRKDYQRMLDLMRDIILATDLAHHLRIFKDLQ------------KMAEVG-YD
PDE9A 399 NIFSNIPPDGFKQIRQGMITLILATDMARHAEIMDSFK--------------EKMENFD
PDE1A 305 NILINLSKDDWRDLRNLVIEMVLSTDMSGHFQQIKNIR-----------NSLQQPEGID
PDE3A 884 NFLINLDHVEFKHFRFLVIEAILATDLKKHFDFVAKFN-----------GKVNDDVGID
PDE4A 520 DIFQNLSKRQRQSLRKMVIDMVLATDMSKHMTLLADLKTMV------ETKKVTSSGVLL
PDE8A 644 NIFKNMERNDYRTLRQGIIDMVLATEMTKHFEHVNKFV-[15 aa]-ETDKNQEVINTM

PDE5A 746 LEDPHQKELFLAMLMTACDLSAITKPWPIQQRIAELVATEFFDQGDRE
PDE2A 790 RNNKQHHRLLLCLLMTSCDLSDQTKGWKTTRKIAELIYKEFFSQGDLE
PDE9A 444 YSNEEHMTLLKMILIKCCDISNEVRPMEVAEPWVDCLLEEYFMQSDRE
PDE1A 353 RAK------TMSLILHAADISHPAKSWKLHYRWTMALMEEFFLQGDKE
PDE3A 932 WTNENDRLLVCQMCIKLADINGPAKCKELHLQWTDGIVNEFYEQGDEE
PDE4A 573 LDNYSDRIQVLRNMVHCADLSNPTKPLELYRQWTDRIMAEFFQQGDRE
PDE8A 708 LRTPENRTLIKRMLIKCADVSNPCRPLQYCIEWAARISEEYFSQTDEE

PDE5A 794 RKELNIEPTDLMNREKKNKIPSMQVGFIDAI 824
PDE2A 838 K-AMGNRPMEMMDREK-AYIPELQISFMEHI 866
PDE9A 492 KSEGLPVA-PFMDRDK-VTKATAQIGFIKFV 520
PDE1A 395 AELGLPFS-PLCDRKS-TMVAQSQIGFIDFI 423
PDE3A 980 ASLGLPIS-PFMDRSA-PQLANLQESFISHI 1008
PDE4A 619 RERGMEIS-PMCDKHT-ASVEKSQVGFIDYI 649
PDE8A 756 KQQGLPVVMPVFDRNT-CSIPKSQISFIDYF 785

PDE5A
O76074
0.31083

PDE1A
P54750
0.26907

PDE3A
Q14432
0.29883

PDE9A
O76083
0.31208

PDE4A
P27815
0.27415

PDE2A
O00408
0.28673

PDE8A
O60658
0.30631


