
Drcd-1/Dmel       MSAQPSPHMNPQQQQQQQQQQQQTEQEKVYQWINELAHPDTRETALLELSKKRE--TDLA 58 
Rcd-1/Hsap        MHSLATAAPVP-------TTLAQVDREKIYQWINELSSPETRENALLELSKKRESVPDLA 53 
Drcd-1r/Dmel      MSAEPSPVMSP---------QQQAEREKVYQLIIELAYPATRETALLELSKNTY--ADLA 49 
                  * : .:.   *           *.::**:** * **: * ***.*******:    .*** 
 
Drcd-1/Dmel       PMLWNSFGTACALLQEIVNIYPSITPPTLTAHQSNRVCNALALLQCVASHPETRTAFLQA 118 
Rcd-1/Hsap        PMLWHSFGTIAALLQEIVNIYPSINPPTLTAHQSNRVCNALALLQCVASHPETRSAFLAA 113 
Drcd-1r/Dmel      PMLWKSVGTTCTLLQEIVNIYPIITTPVLKANQSNRVCYALTLLQCVASHPETRPAFLRD 109 
                  ****:*.** .:********** *..*.*.*:****** **:************.***   
 
Drcd-1/Dmel       QIPLYLYPFLSTTSKTRPFEYLRLTSLGVIGALVKTDEQEVITFLLTTEIVPLCLSIMDS 178 
Rcd-1/Hsap        HIPLFLYPFLHTVSKTRPFEYLRLTSLGVIGALVKTDEQEVINFLLTTEIIPLCLRIMES 173 
Drcd-1r/Dmel      QIPMYLYPFLSTTFKSRPFEQLRLTTLGVINALAETGDTEVLIFLIWSEVVPHCLTNMVR 169 
                  :**::***** *. *:**** ****:****.**.:*.: **: **: :*::* **  *   
 
Drcd-1/Dmel       GSELSKTVATFIIQKILLDESGLSYICQTYERFSHVAITLGKMVIQLAKDPCARLLKHVV 238 
Rcd-1/Hsap        GSELSKTVATFILQKILLDDTGLAYICQTYERFSHVAMILGKMVLQLSKEPSARLLKHVV 233 
Drcd-1r/Dmel      GSKLTKIAATSILEKILLDEMGLTYICENHDRFSQVAITLGKMVIHMLKFPCLRVLKHVV 229 
                  **:*:* .** *::*****: **:***:.::***:**: *****::: * *. *:***** 
 
Drcd-1/Dmel       RCYLRLSDNTRARKALGQCLPDQLRDGTFALCLQEDKSTKQWLQMLLKNLELG--ATPQQ 296 
Rcd-1/Hsap        RCYLRLSDNPRAREALRQCLPDQLKDTTFAQVLKDDTTTKRWLAQLVKNLQEGQVTDPRG 293 
Drcd-1r/Dmel      RCYLLLTENARARSALRVCLPDLLRDGTFTSLVQHDTCTKQWLQMLLKNLQTN-AVNPMG 288 
                  **** *::*.***.**  **** *:* **:  ::.*. **:**  *:***: .  . *   
 
Drcd-1/Dmel       IGMSPLGS- 304 
Rcd-1/Hsap        I---PLPPQ 299 
Drcd-1r/Dmel      SS------- 290 
 


