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172 CQATI NSS- - - - - - ------------LCTGKANQDEDSQH CGL5306
119 - - - - LAKP- - - - - - - - - - - - - - - - - -1]-------KP--RQ C$G18190
277 YHT!I LAKKCLLFLDDVHVSFHLDLGELSTLTHDI HRTETD C&955
165 TRPAMTSA - ----V-------KPI SKV DmEB1
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302 RDQGSQYEDSHGMDSQYKDSRDQGC--- QYEDSHGKDSED CG15306
192 RI QAVLYKTI DG------EI NEEPV---EVNEDNGDEGAE CG18190
437 KI KSFKYSI KKLVDESPPNSSDEECFSDDFPDVSHFNKEM C&X955
265 KI LDI'LYAT---->->->->->-=-=-+-+-=-=-=-=-------EDGFAPPD DmEBL
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477 DAKI VSI WKDI YNVI KI LQRI EQNWYRSKI NESRTTFKHW Cx955
282 DAPPEDE- - - - - - - - -----EY Dm EB1
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Figure S1. An alignnent of the predicted am no acid sequences for the Drosophila EB1 famly
menbers. Consensus residues are shown at the top of each row and are | abeled "Majority."
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