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=DENYPFLLYGNKSDLEDKRQYSYEEAKNRAEQHNYNYYETSAKTRANYDKYFFDLHRETIRARKHEDSKEKNGKKKRKSL
=DENYPFLLYGNKSDLEDKRQYSYEEAKNRAEQHNYNYYETSAKTRANYDKYFFDLHRETRARKHEDSKEKNGKKKRKSL
~-DENYPFLLYGNKSDLEDKRQYSYEEAKNRAEQHNYNYYETSAKTRANYDKYFFDLHREIRARKHEDSKEKNGKKKRKSL
~DENYPFLLVGNKSDLEDKRQYSYEEAKNRADOHNYNYYETSAKTRANYDKYFFDLHRETRARKHEDSKEKNGKKKRKSL
=DENYPFLLYGNKSDLEDKRQYSYEEAKNRADOHNYNYYETSAKTRANYDKYFFDLHRETRARKHEDSKEKNGKKKRKSL
=DENVPFLLYGNKSDLEDKRQYSTIEEAKNRADOHNYNYYETSAKTRANYDKYFFDLHRETRARKHEDSKEKNGKKKRKSL
=-DENYPFLLYGNKSDLEDKRQVSYEERKTRADQHNYNYYETSAKTRANYDKYFFDLHREIRARKHEDSKEKNGKKKRKSL
~DENYPFLLYGNKSDLEDKRQYSYEEAKTRADOHNYNYYETSAKTRANYDKYFFDLHREIRARKHEDSKEKNGKKKRKSL
=DENYPFLLYGNKSDLEDKRQYSYEEAKSRADOHNYNYYETSAKTRANYDKYFFDLHRETRARKHEDSKEKNGKKKRKSL
-DENVPFLLYGNKSDLEDRRQYSADEAKARADOHGYCYYETSAKTRANYDKYFFDLHREIRARKHEDSKEKNGKKKRKSL
=DESIPFLLYGNKCDLNDKRKYPLSECQLRAQQHAYPYYETSAKTRENYDKYFFDLHREIRSRKTEDSKATSGRAKDRC~
=DENIPFLLYGNKCDLNDKRKYPLAECOSRAQOHGYPYYETSAKTRENYDKYFFDLHROIRSRKTEDSKT TNGRYKDKS~
SDSSYPIYLVGNKGDHRDORYYSAELCRARAEQHGCHYYETSAKRRENYDKYF YDLHREHKRRKGGSQAQTGIDASASSG
Den!PFf1LYGHK, D% ,.DkR. Vs, eec, .RA#QHgv, YYETSAKLReNYDKYFZDLHR#ir .RK, edsk.tng, .k.ks.
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S6 Figure. Alignment of RALA protein sequences across various species. Protein reference

sequences of RALA homologs as defined by HomoloGene (NCBI, hid=3942) were aligned using

MultAlin (http://multalin.toulouse.inra.fr/multalin/multalin.html). Residues comprising the



GTP/GDP-binding region as defined by computational modeling are highlighted in green. For
the Consensus row, uppercase represents a residue conserved across all sequences, lowercase
represents a residues conserved across at least half of the sequences, and the following
symbols represent one of multiple residues: |, lor V; S, Lor M; %, For Y; #,one of N, B, Q, E, B
orZ.



