
A

                                +                     

Pf_Rbsn5L        44 S LK K GDY MT K N KQLLYLHT L EE AY VKSIDFMKDEKE-------KYIK L RN FIYIN  119E ET S NC C C C C C C CV Y IF IKK H R
PF3D7_1460100    32 L VP E VTN YS N V ----NVRV RA GN SN SDNKIKISEYSYS--------EK V DR FMERS   96W V F VF VD E C C C C C C C CRKHH R

rotrudin 122 K YP N FGN TG S T ----SVLK SN GN SR CSFKVPKSSMGAT--APEAQRET V AS NQTLS  192human_P R KRRT N S SC C C C C C C CA F F VF
yeast_PEP7      206 P RD R VLF NI S P ----GLLL L GM DD NRNCSNEISIGYL-20aa-IPIS L SH IDMLF  297W E F VV A ID S C C C C C C CRKHH R R
human_EEA1     1298 K AE N VQN MA G G ----SVTV Q GN AE SAKNALTPSSKK----------P V DA FNDLQ 1411W F IF VD E C C C C C C C CK RRHH R R
human_Rbsn5     147 P VN Q VPF PD G K ----SIRN L GS KK MELISLPLANKLT-43aa-DDDR C TH KDTLL  260W F IM ID D C C C C C C C CN RRHH R R
human_FYV1      148 Y MP S CKE YD S K ----TTFR L GQ SR CNQEIPGKFMGYT—-------GD A TY RKIAL  218W F IF LD EQ C C C C C C C CRRHH R R
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  residues critical for PI3P binding that do not follow consensus in Pf_Rbs 5n L

Rab-binding domains (RabBD)
                                     +   +               ++      +

n 130  195PF_Rbs 5           ----SVDRKAI LQN FND SNCYTNLCSNVPQL G VL CE N LDSFKSEIKQLEE	D I L L FS N N KE
yeast_PEP7         --------VLK --- SYL -ESTIQDYKKQRRL E VT NK L HSRIH--------	464  503E I I L LQ NE EE
Drosophila_Rbsn5   ASKSSLDDPLI --- INI -KGYIKQARQDMNF V ET EL L QREVYERQRQS--	 441  494E I V L LQ NE ER
human_R 5-copy1  --------PLL --- IHN -TSFIRQAKAAGRM E RT QE L QDEYDQQ------	bsn 458  499Q Q N QI V L LD R
human_R 5-copy2 ---------LL --- IDN -KAYIFDAKQCGRL E EV TE L KHTLAKQ------	bsn 739  779Q Q NI V L LD ER
                                 :   .   *            .:: :  *  * .::           
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+ involved in conserved hydrogen bonds in human Rbsn5

B

DIC/nuclei P40X 2xFYVE

FYVE domains

Logo of motifs

* * **

*

C

merge
D


	1: Fig S1

