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Dog Adenylate Cyclase V C1A Domain

(Residues 445-661)
Rat Adenylate Cyclase Il C2A Domain (light grey)
. (Residues 870-1082)
wWww.kinexus.ca Cow G Protein Gsol Subunit (dark grey)
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Adenylate and Guanylate Cyclase Catalytic Domains
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ADCYS5A 93 IYIQKHDNVSILFADIEGFTSLASQCTA----QELVMTLNELFARFDKLAA---ENHCLRIKILGDC

— ADCY5A ADCYIA 14 IYIQRHDNVSILFADIVGFTGLASQCTA----QELVKLLNELFGKFDELAT---ENHCRRIKILGDC
095622 ADCY2A 281 LYVKRHTNVSILYADIVGFTRLASDCSP----GELVHMLNELFGKFDQIAK---ENECMRIKILGDC
0.12403 ANPAR 867 VQAEAFDSVTIYFSDIVGFTALSAESTP----MQVVTLLNDLYTCFDAVID---NFDVYKVEILGDA
ADCY1A GUCY2D 871 VEPEYFEQVTLYFSDIVGFTTISAMSEP----IEVVDLLNDLYTLFDAIIG---SHDVYKVEILGDA
Q08828 GUCYA3 472 VQAKKFSNVTILFSDIVGFTAICSQCSP----LQVITMLNALYTRFDQQCG---ELDVYKVETLGDA
0.11245 ADCYSB 695 LYYQSCECVAVMFASTANFSEFYVELEANNEGVECLRLLNEIIADFDEIISEDRFRQLEKIKTIGST
ADCY1B 579 LYYQSYSQVGVMFASIPNFNDFYIELDGNNMGVECLRLLNEIIADFDELMEKDFYKDIEKIKTIGST
L ADCY2A ADCY2B 878 LYHQSYDCVCVMFASIPDFKEFYTESDVNKEGLECLRLLNEITADFDDLLSKPKFSGVEKIKTIGST
Q08462 o oo ° eoo °
0.16273 ADCYSA 153  YYCVSGLP-EARA----------------- DHAHCCVEMGMDMIEATSLVREVT -~ GYNVNM
ADCYIA 74  YYCVSGLT-QPKT—--- - —mmmemm DHAHCCVEMGLDMIDTITSVAEAT -~EVDLNM
ANPAR ADCY2A 341 YYCVSGLP-ISLP-----ooommmmee - NHAKNCVKMGL DMCEAIKKVRDAT - -GVDINM
P16066 ANPAR 927  YMVVSGLPVRNGR-----------—--- LHACEVARMALAL L DAVRSFRIRHRPQEQLRL
| 0.16552 GUCY2D 931 YMVASGLPQRNGQ-------~--------~-- RHAAETANMSLDILSAVGTFRMRHMPEVPVRT
GUCYA3 532  YCVAGGLHKESD-——--——-ooooommmee THAVQIALMALKMMEL SDEVMSPH--GEPTKM
GUCY2D  apcYsB 762 YMAASGLNDST------- YDKVGKT - HIKALADFAMKLMDQMKYINE -HSFNNFQ-M
Q02846 ADCY1B 646 YMAAVGLAPTS------- GTKAKKSIS---SHLSTLADFAIEMFDVLDEINY-QSYNDFV-L
0.16560 ADCY2B 945 YMAATGLSAVP------- SQEHSQEPERQYMHIGTMVE FAFALVGKLDAINK-HSFNDFK-L
GUCYA3 00000 © o000 0 00 © o o00 o000
Q02108~  ADCYSA 195  RVGTHSGRVHCGVLGLRKWQFDVISNDVTLANHMEAGGKAGRTHIT 240
0.25534 ADCYIA 116 RVGLHTGRVLCGVLGLRKWQYDVWSNDVTLANVMEAAGLPGKVHIT 161
ADCY2A 383  RVGVHSGNVLCGVIGLQKWQYDVIWSHDVTLANHVEAGGVPGRVHIS 428
ADCY5B ANPAR 972 RVGIHTGPVCAGVVGLKMPRYCLFGDTVNTASRMESNGEALKIHLS 1017
095622 GUCY2D 976 RIGLHSGPCVAGVVGLTMPRYCLFGDTVNTASRMESTGLPYRIHVN 1021
- 0.16515 GUCYA3 574 RIGLHSGSVFAGVVGVKMPRYCLFGNNVTLANKFESCSVPRKINVS 619
ADCYSB 809 KIGLNIGPVVAGVIGARKPQYDIWGNTVNVASRMDSTGVPDRIQVT 854
ADCY1B ADCY1B 697 RVGINVGPVVAGVIGARRPQYDTWGNTVNVASRMDSTGVQGRIQVT 741
8??%%8 ADCY2B 998 RVGINHGPVIAGVIGAQKPQYDIWGNTVNVASRMDSTGVLDRIQVT 1043
——— ADCY2B
Q08462
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