Alignment of Arf family members in Drosophila melanogaster

DmARF1/Arf79F       -------MGNVFANLFKGLFGKKEMRILMVGLDAAGKTTILYKLK--LGEIVTTIPTIGF 51

DmARF2/Arf102F      -------MGLTISSLLTRLFGKKQMRILMVGLDAAGKTTILYKLK--LGEIVTTIPTIGF 51

DmARF3/Arf51F       -------MG----KLLSKIFGNKEMRILMLGLDAAGKTTILYKLK--LGQSVTTIPTVGF 47

DmARL1/Arf72A       -------MGG-VLSYFRGLLGSREMRILILGLDGAGKTTILYRLQ--VGEVVTTIPTIGF 50

DmARL5/CG7197       -------MGLLLSRLWR-MFGNEEHKLVMVGLDNAGKTTILYQFL--MNEVVHTSPTIGS 50

DmARL2/Arf84F       -------MGFLTVLKKMRQK-EREMRILLLGLDNAGKTTILKRFN--GEPIDTISPTLGF 50

DmARL3/CG6560       -------MGLLSLLRKLRPNPEKEARILLLGLDNAGKTTILKQLA--SEDITTVTPTAGF 51

DmARFRP/CG7039      -------MYTLMHGFYKYMTQKDDYCVVILGLDNAGKTTYLEAAK--TTFTRN---YKGL 48

DmARL4/CG2219       MGATMVKPLVKNGNILDALPSQATLHVVMLGLDSAGKTTALYRLK--FDQYLNTVPTIGF 58

DmARL6/CG7735       -------MGMLHNLADLIKIKKDKMTILVLGLNNSGKSSIINHFKKSSEQTSIVVPTVGF 53

DmARL8/CG7891       ----MLALINRILEWFKSIFWKEEMELTLVGLQFSGKTTFVNVIA-SGQFAEDMIPTVGF 55

DmSAR1/CG7073       --MFIWDWFTGVLGYLG--LWKKSGKLLFLGLDNAGKTTLLHMLK-DDKLAQ-HVPTLHP 54

                                         .    : .:**: :**:: :
DmARF1/Arf79F       NVETVEY-----------KNISFTVWDVGGQDKIRPLWRHYFQNTQGLIFVVDSNDRERI 100

DmARF2/Arf102F      NVETVEY-----------KNICFTVWDVGGQDKIRPLWRHYFQNTQGLIFVVDSNDRDRI 100

DmARF3/Arf51F       NVETVTY-----------KNVKFNVWDVGGQDKIRPLWRHYYTGTQGLIFVVDCADRDRI 96

DmARL1/Arf72A       NVEQVTY-----------KNLKFQVWDLGGQTSIRPYWRCYYSNTDAIIYVVDSADRDRI 99

DmARL5/CG7197       NVEEVVW-----------RNIHFLVWDLGGQQSLRAAWSTYYTNTELVIMVIDSTDRERL 99

DmARL2/Arf84F       NIKTLEH-----------NGYTLNMWDVGGQKSLRSYWRNYFESTDGLVWVVDSADRMRL 99

DmARL3/CG6560       NIKSVAA-----------DGFKLNVWDIGGQWKIRPYWKNYFANTDVLIYVIDCTDRTRL 100

DmARFRP/CG7039      NPSKITTTVGLNIGTIDVQGVRLNFWDLGGQQELQSLWDKYYQESHGVIYVIDSNDRERM 108

DmARL4/CG2219       NCEKVQCTLGK------AKGVHFLVWDVGGQEKLRPLWRSYTRCTDGILFVIDSVDTERM 112

DmARL6/CG7735       MVEQFYIG---------MSGVSIKAIDMSGATRYRNLWEHQFKNCHGIIYVIDSSDRMRF 104

DmARL8/CG7891       NMRKITRG-----------NVTIKVWDIGGQPRFRSMWERYCRGVNAIVYMVDAADLDKL 104

DmSAR1/CG7073       TSEELSIG-----------NMRFTTFDLGGHTQARRVWKDYFPAVDAIVFLIDAWDRGRF 103

                        .              .  :   *:.*    :  *       . :: ::*. *  ::

DmARF1/Arf79F       GEAREELMRMLAEDELRD--AVLLIFANKQDLPNAMNAAEITDKLGLHS--LRN------ 150

DmARF2/Arf102F      TEAERELQNMLQEDELRD--AVLLVFANKQDLPNAMTAAELTDKLRLNQ--LRN------ 150

DmARF3/Arf51F       DEARTELHRIINDREMRD--AIILIFANKQDLPDAMKPHEIQEKLGLTR--IRD------ 146

DmARL1/Arf72A       GISKDELLYMLREEELAG--AILVVLANKQDMDGCMTVAEVHHALGLEN--LKN------ 149

DmARL5/CG7197       AVTREELYRMLQHEDLSK--ASLLVYANKQDLKGSMSAAEISRQLDLTS--IKK------ 149

DmARL2/Arf84F       ESCGQELQVLLQEERLAG--ATLLVLCNKQDLPGALSSNEIKEILHLED--ITT------ 149

DmARL3/CG6560       PEAGSELFEMLMDNRLKQ--VPVLIFANKQDMPDAMSAAEVAEKMSLVQ--LQG------ 150

DmARFRP/CG7039      EESKAIFDKMIKNELLSG--VPLLILANKQDLPDVMGVREIKPVFQQAGALIGR------ 160

DmARL4/CG2219       EEAKMELMRTAKCPDNQG--VPVLILANKQDLPNACGAMELEKLLGLN------------ 158

DmARL6/CG7735       VVVKDELDLVLQHPDLCNRIVPILFYGNKMDMEDSLSSVKIAAALRLEN--IKD------ 156

DmARL8/CG7891       EASRNELHSLLDKPQLAG--IPVLVLGNKRDLPGALDETGLIERMNLSSIQD-------- 154

DmSAR1/CG7073       QESKNELDSLLTDEALSN--CPVLILGNKIDKPGAASEDELRNVFGLYQLTTGKGKVARA 161

                          :               ::.  ** *  .      :   :               

DmARF1/Arf79F       ----RNWYIQATCATSGDGLYEGLDWLSNQLKNANR-------------- 182

DmARF2/Arf102F      ----RHWFIQSTCATQGHGLYEGLDWLSAELAKK---------------- 180

DmARF3/Arf51F       ----RNWYVQPSCATSGDGLSEGLIWLTSNHKL----------------- 175

DmARL1/Arf72A       ----RTFQIFKTSATKGEGLDQAMDWLSNTLQSRK--------------- 180

DmARL5/CG7197       ----HQWHIQACCALTGEGLYQGLEWIVQRIKNK---------------- 179

DmARL2/Arf84F       ----HHWLVAGVSAVTGEKLLSSMDWLIADIAKRIFTLD----------- 184

DmARL3/CG6560       ----RTWEIKACTAVDGTGLKEGMDWVCKNMKK----------------- 179

DmARFRP/CG7039      ----RDCLTIPVSALHGEGVDEGIKWLVEAIKRHAVVRPPREND------ 200

DmARL4/CG2219       -----------------ELYNPGVVYTANLCYNW---------------- 175

DmARL6/CG7735       ----KPWHICSSSAISGEGLGEGVQWLIQQMRFAMLNNKNAAKSRSKHSK 202

DmARL8/CG7891       ----REICCYSISCKEKDNIDITLQWLIQHSKSQSR-------------- 186

DmSAR1/CG7073       DLPGRPLELFMCSVLKRQGYGEGFRWLAQYID------------------ 193

                                           . :                        

