Suppl. Fig. 3

CLUSTAL 0(1.2.4) multiple sequence alignment

Hs_ HIWI ETVLDFMFNFYHQTEEHKFQEQVSKELICLVVLTKYNNKTYRVDDIDWDONPKSTF]
Dm_PIWI ETIYDIMRRCSHNP~~ARHQDEVRVNVLDLIVLTDYNNRTYRINDVDFCGQTPKSTFS~CK
Eh_Ago2-1 —scccccccaaa- QFMENKGVEQIKFEFKPMSLFNSLTKKLVKIDSIDFSKTPLHTFKLKD

Eh_Ago2-2 <—scccccecea- YLDSIRSKDODTIKKEFQPMVLYNSQTKRLEKIDDIDFCKNPSFSFTRKD

Eh_Ago2-3 =  «cscccccceaa- LEESKEYSYDEIAIKFRPSWYYNEVSKQLEWIDEVKMNVTPDSQKFFWG
- - - - .- .- *

Hs HIWI GSEVSFLEY QYNQEIT-DLKQPVLVSQPKRRRCPC~CTLPCPAMLIPELCYLTC

Dm_PIWI CGRDISF TKYNIRIR-DHNQPLLISKNRDKA-LK~TNASELVVLIPELCRVTG

Eh_Ago2-1 CKEISFI KSKYGVIIK-NTEQPLLVONNPFFNENN~~NSNEFSYFIPEFMYMTC
Eh_Ago2-2 GSSVSIr KQRYQIEIR~-DMDQPLLVQKKIEKDSECKEVEKQPCYFVP = = v e e
Eh_Ago2-3 DOQEVSVSQYYMORYGCGAVHFDPNQFLMVOKQRKFG = = = = =~ RIEYAYYVPQLMHRV -
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