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We have discovered errors in our published sequence of 

the Succhuromvce.s cerevisiae CDC43 gene (Johnson et al., 

1990). The correct nucleotide (nt) and amino acid (aa) 

sequences are shown in Fig. 1 below. The CDC43 gene is 

identical in nt and aa sequence to the S. cerevisiue CAL1 

gene (Ohya et al., 1991), which is very similar in deduced 

aa sequence to the S. cerevisiue DPRl gene product 

(Goodman et al., 1988), a protein involved in the C-terminal 

modification of RAS proteins in S. cerevisiae. The synthetic 

lethality of a c&42 cdc43 double mutant (Adams et al., 

1990) can now be rationalized if the CDC43 gene product 

is involved in the post-translational modification of the 

CDC42 gene product. Interestingly, the terminal mor- 

phologies of a CDC43 temperature-sensitive mutant 

(Adams et al., 1990) and a Ca2 + -dependent CAL1 mutant 

(Ohya et al., 1984) grown under restrictive conditions are 

not identical; a CDC43 mutant arrests as large, unbudded 

cells and a CAL1 mutant arrests as cells with small buds. 

Clarification of this discrepancy must await molecular 

analysis of the nature of the conditional mutations. 
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GA TCTTCTTTTT TACCTGTTTT ATTCACTTTT TTTTTTTTTT -211 
CTGAGTTGTT GCGCCTTGGA AGAATGGAAA AGCAATAGTT TCAGTGACTA TAGTATACAA TCAAAACACC -141 
CGCCAGTTCA AAACTATTAC TTGGTCACTA ACCCCCAAGT CATCTCTAGC AATTTAAATT TCAATTTTAu4 -71 
GAAAACCTTT ATTTATCCAA CGTGAACMG TACTTTCAAG CACTTCTGCC CACCGCTATA TCGTGGAAA.4 -1 

ATG TGT C,AA GCT ACC AAT GGC CCG AGT AGA CTT GTG ACT AAA AAG CAT AGG AA.4 TTT TTC GM 63 
Met Cys Gin Ala Thr Asn Gly Pro Ser Arg Val Val Thr Lys Lys His Arg Ljfs Phe Phe Glu 

AGA CAT CTA CAG TTG CTT CCC TCT TCA CAT GAG GGA CAT GAC GTG MC AGA ATG GCG AT.4 ATA 1?6 
Arg His Leu Gin Leu Leu Pro Ser Ser His Gin Gly His Asp Val Asn Arg Met Ala Ile ILe 

TTC TAC TCA ATC TCA GGA CTC TCT ATA TTT GAT GTT AAC GTT TCT GCG AAG TAG GGC GAT CAT 189 
Phe Tyr Ser Ile Ser Gly Leu Ser Ile Phe Asp Val As,, Val SPY Ala Lys Tyr Gly Asp His 

CTT GGC TGG ATG CGC AAA CAT TAT ATC AAA ACA GTG CTG GAT GAT ACA GAA AAT ACT GTG ATA li? 
Leu Gly Trp Met Arg Lys His Tyr Ile Lys Thr Val Leu Asp Asp Thr Glu Asn Thr Val Ile 

TCT GGA TTT GTT GGA AGC TTA GTC ATG AAT ATC CCT CAC GCA ACA ACG ATT MT CTA CCA A.4T Iii 
Ser Gly Phe Val GLy Ser Leu Val Met Asn ILe Pro His Ala Thr Thr Ile Asn Leu Pro AS~ 

ACT CTC TTT GCA TTG TTG TCC ATG ATT ATG CTG AGA GAT TAC GAG TAT TTT GAG ACT ATA CTA 378 

Thr Leu Phe Ala Leu Leu Ser Met Ile ?let Leu Arg Asp Tyr Glu Tyr Phe Glu Thr Ile Leu 

GAC AAA AGA AGC CTG GCG AGA TTT GTT TCT AAG TGC CAA CGA CCT GAC CGT GGC TCG TTT GTA !,!+L 
Asp Lys Arg Ser Leu Ala Arg Phe Val Ser Lys Cys Gin Arg Pro Asp Arg Gly Ser Phe "al 

TCT TGT TTA GAC TAT AAG ACA AAT TCT GGA TCT TCG GTT CAT TCA GAC GAT TTA AGG TTT TGC 5Oi 
Ser Cys Leu Asp Tyr Lys Thr Asn Cys Gly Ser Ser Val Asp Ser Asp Asp Leu Arg Phe Cys 

TAC ATC GCA GTT GCC ATT CTG TAC ATA TGC GGA TGC CGA TCC AA4 GAA GAC TTT GAT GAA TAC ',h? 
Tyr Ile Ala Val Ala Ile Leu Tyr Ite Cys Gly Cys Arg Ser Lvs GLu Asp Phe Asp Glu Tyr 

ATT GAT ACT GAG AAG TTG CTT GGC TAT ATA ATG TCG CM CAA TGC TAG AAC CGA GCT TTC CGT 630 
Ile Asp Thr Glu Lys Leu Leu Gly Tyr Ile Met Ser Gin Gin Cvs Tyr Asn Gly Ala Phe Gly 

GCC CAC AAT G.AA CCA CAC TCA GGC TAC ACA TCT TGT CCG CTG TCT ACC TTA GCT TTA CTC TCT hl: 
Ala His Asn Glu Pro His Ser Glv Tyr Thr Ser Cys Ala Leu Ser Thr Leu Ala Leu Leu Ser 

AGT TTG GAA AAG CTA TCA GAG MG TTT .@A GAA GAC ACC ATA ACC TGG CTA TTA CAT AGG CA.4 : I'> 
Ser Leu Glu Lys Leu Ser Asp Lys Phc Lys Glu Asp Thr Ile Thr Trp Leu Leu His 4rg 61~1 

GTA TCA AGC CAT GGA TGT ATG AAA TTT GM AGC GM TTG MT GCC AGC TAT GAT CM TCT GAT ii' 
Val Ser Sex His Gly Cys Net Lys Phe Glu Ser Glu Leu Asn ALa Ser Tyr Asp Gin Ser Asp 

CAT GGC GGT TTC CAG GGA AGG GAG AAC A_4G TTC GCT CAT ACG TGT TAC GCA TTT TGG TGC TT.4 ?O.' 
Asp Gly Gly Phe Gin Gly Arg Giu Asn Lys Phe Ala Asp Thr Cys Tyr Ala Phe Trp C;s Leu 

MT TCA CTA CAC TTA CTA ACA AAG GAT TGG AAA ATC CTA TGC CAA ACT GM CT.4 GTC ACA AAT ,, t , 
As,, Ser Leu His Leu Leu Thr Ljs Asp lrp Lys Het Leu Cys Gin Thr Glu Leu S'al Thr Asn 

TAT TTG CTT GAT CGA ACG Cti .kU 412 TTA ACT GCA GGC ITT AGT AAA AAT GAC G?A GW GAT 11" 3 
T;.r Leu Leu Asp Arg Thr Gin Lvs Thr Leu Thr Glv Gl:i Phe Ser Lys Asn Asp Glu Glu Asp 

GCT CAT TTA TAT CAC AGC TCT CTA :;GG XC GCT GCG TTA GCA TTA ATT GAG GGG .AAA TTT AAT 1'1'1 
Ala Asp Leu Tyr His Ser Cys Leu Gly Ser Ala Ala Leu Ala Leu Ile Glu Gly Lys Phe hsn 

GCA GAA TTA TCC ATA CCT CAA GA,? ATA TTT .UT CAT TTT AGT .AAA AGG TGC TCT TTT TGA 11!1 
Gly Glu Leu Cys Ile Pro Gin Gl u Ile Phe Asn Asp Phe Ser Lvs Arg Cvs Cys Ph? 

Fig. 1. Nucleotide sequence of the CDC43 gene and predicted aa sequence of the CDC43 product. The CDC43 gene is predicted to encode a polypeptidc 

of 376 aa, which is 163 aa longer than our published version (Johnson et al., 1990). The nt sequence is numbered relative to the A of the putative star 

codon. The GenBank accession number is M31114. The corrected nt sequence was generated by removing a ‘c’ at nt 637 and a ‘T’ at nt 691, and b: 

adding an ‘A’ at nt 724 and 191 additional nt at the end of the published sequence. The remainder of the published sequence is unchanged. 


