INV. KDTIVANESDAITLTATVTEALLELIVPGQ- - -EVTFSVPSD[JATLFSNGTA- - - - - - TTDAN[HIA---TVTLTSTKAQTHTHTASLER
C030 QTS 1 FIMXe]-NAYNITLTLLDISRED[dTCVLY - -BJPLLSV--SCPSSSSNGRDFCSLQLSPLYN[VYNIKVIPQTL - -WEGHT PPPYS

c276 LEJQEVE[X]- i1PVSLTLQAMEINSIIdTRLVDP-ESYQP - - - F[§QQ-PDNKTLLQVRLVT - VDS[JALQPNVVAIPTNTT[JACSWSIT-FF
C392 LIJEI1GQLYe]- - TTLLYVTPRpIL GNIAPLANN-BLSIGL--TGST-FFHSFI----PVEPVRKGDYSVYSLTLTE--AGLYVESIQLH
C501 AJTPLVIXc]-EQYVLRVF | KBJLAZLIT | QADKVVLEILNIVG - - P[EIQV - LMNMSM - - - - - - - - LPS[JAF--EVIYQP IV -V[IVHAL- | - - Al
C598 VI4DY I VEXel- EASSFKLAFHPISALNJAAASSG- - EASVVVFKY[JGESLSFPL- - - -« -~ NLS[(JKFIEELPFRLMH - S[cILAMAFS IS -V
G033 PEGPVVLXe]l-RPYNFS | I LREINDLQIIVCNLY - -[JPLLAV - - -[JCPNSFNENLCTTYSLRPLGD[EVYVVSLVLLTF-K-[CAHEPWPPQY
G280 SNTQIVLYe]- SLYHVTVQSRPJRFSUIJTPLS - - -JPAQY - TTWLEQVQNSS-LVTMSLSS----[JHVQLEPIVNATISP[GLAQWH IRFR
G398 IKDTFELXel- -PLLLVARFADIEWLIYTLGS - - - - ANVVV - -SELKNGAQLL - -~ -~ -« PSFRAVNQEVVYSVNIFRAGAYA@RISLGA
G508 G TPVTAG-VQYSVWVHAYDIYGNQLHK----ESNCCG--LQIGGAGPTA----NTDIEEDTEKLG---FSYNITVSGNYT SLATTE
G607 FLSTAVIX]-MSFYATVEFTRSFEHAPVTG- - VLSV I ITG-VQTHTTEV - - =« = v =« - AMN[EDCNATISLQLQVAST -MAAYGY - M[J]

Figure S7. Invasin/intimin immunoglobulin (Ig)-like repeats found in both
Chlamydomonas reinhardtii and Gonium pectorale FUS1 based on Misamore
et al. (2003). FUS1 domains and the bacterial invasin/ intimin Ig-like consensus
sequence are aligned. “INV” is a consensus sequence based on 25 different,
invasin-related BID1, bacterial Ig-like (group 1) domains (accession numbers:
1F00_I, 1CWV_A, gi12513096, gi12516151, gi12519346, gi1706558, gi2125981,
gi124714, gi3257750, gi11044949, and gi7462086). The remaining ten sequences,
whose positions are indicated by the numbers at the left, are derived from FUS1 (C
for CrFUS1; G for GpFUS1). The alignment was manually edited. Identical and
similar amino acids are represented by blocked and shaded backgrounds,

respectively.



