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FYVE domains

Logo of motifs

Pf Rbsn5L 44
PF3D7_1460100 32
human_ Protrudin 122
yeast PEP7 206
human_EEA1l 1298
human_Rbsnb 147
human_FYV1 148

Positively charged
Negatively charged
Polar Uncharged
Hydrophobic
Cysteine

* residues critical
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SELKTKEGDYCMTCKSNVKQLLYLHTKKNYCHLCEEIFCAYCVKSIDFMKDEKE-————--—

LWVPDEEVTNCYSCNVVFE----NVRVRKHHCRACGNVFCSNCSDNKIKISEYSYS

KRYPTNNEFGNCTGCSATF----SVLKKRRSCSNCGNSFCSRCCSFKVPKSSMGAT--APEAQRETVEVCASCNQTLS
PWRDDRSVLFCNICSEPF----GLLLRKHHCRLCGMVVCDDANRNCSNEISIGYL-20aa-IPISIRLCSHCIDMLF
KWAEDNEVQONCMACGKGFEF----SVTVRRHHCRQCGNIFCAECSAKNALTPSSKK-—-—-—-————-— PVRVCDACENDLQ
PWVNDQDVPFCPDCGNKFE----SIRNRRHHCRLCGSIMCKKCMELISLPLANKLT-43aa-DDDRIRCCTHCKDTLL
YWMPDSQCKECYDCSEKF----TTFRRRHHCRLCGQIFCSRCCNQEI PGKFMGYT—————-——— GDLRACTYCRKIAL

for PI3P binding that do not follow consensus in Pf Rbsn5SL

Rab-binding domains (RabBD)
+ + ++ +
PF_Rbsn5 130 ----SVDRKAIDLONSFNDISNCYTNLCSNVPQLNGLVLLCENNKEFLDSFKSEIKQLEE 195
yeast PEP7 464 ———-———-- VLKE---QSYLI-ESTIQDYKKQRRLEEIVTLNKNLEELHSRIH-—-——-—- 503
Drosophilainsn5 441 ASKSSLDDPLIE---QINII-KGYIKQARQDMNFEVVETLELNLRELQREVYERQRQS-- 494
humaninsn5—copy1 458 ———————- PLLO---QIHNI-TSFIRQAKAAGRMDEVRTLQENLRQLODEYDQQ-—-—--—— 499
human_RbsnS—copyZ 739 ————————- LLO---QIDNI-KAYIFDAKQCGRLDEVEVLTENLRELKHTLAKQ-—-—-—-—— 779
. * .. . .

Positively charged
Negatively charged
Polar Uncharged
Hydrophobic
Cysteine

* * .

+ involved in conserved hydrogen bonds in human Rbsnb

human EEAL
RMSD 2.39 over 56 aa
1HY), res. 1-65, 2 Zn ions

human RUFY1
RMSD 3.00 over 56 aa
2YWS, res. 15-75, 2 Zn ions

Alignment of FYVE domains to
Alphafold structure of PfRbns res. 53-128

119
96
192
297
1411
260
218
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