CaEnol
ScEno

CaEnol
ScEno

CaEnol
ScEno

CaEnol
ScEno

CaEnol
ScEno

CaEnol
ScEno

CaEnol
ScEno

CaEnol
ScEno

=

61
60

121
120

181
180

241
240

301
300

361
358

421
418

Motif 1

MER' 2% IKIS:(ARNMVYDSRGNPTVE VPIITTHIKGAFRSIVPSGASTGVHEALEARDGDKS KW|A
B VA AIK\AYARBIVYDSRGNPTVE VAT TINKG\/FRSIVPSGASTGVHEALEJ/IRDGDKS KWi!

x

L4 Motif 2
KGVLIMAVIEINVNDRSIAPA) M IMIDV\YDOLVGEDIHF LIASLDGT|NKSKLGANAILGVSLAA!N
KGVL|:(AVIANVND\AIAPA|@AY RNIDVIMDOL®:NDDIFLISSLDGTEINKSKLGANAILGVSLAAR]
Motif 3

JYAAAA)N e P LY KHISARPISRENK I $IVLPVPF[JNVLNGGSHAGGALAIYJYOEFMIAP TG\ L]
IMAAAAIRSNYPLYKHIfAIMASIEIKINIDIVLPVPFIANVLNGGSHAGGALAMQEFMIAP TGV
*

 d

A
NMEALRIGSEVYHNLKSLTKKINYGSAGNVGDEGGVAPMIINTIZMEALDLIIIDATIINSAG)E:S
MNEALRIGSEVYHNLKSLTKK|IYGINSAGNVGDEGGVAPHRI[ITLNIEALDL I\YDA I}¢:NAGI: )]

*

A
([ QYGIIA MMV MKDGKYDLDFKNPIY IdSKWLEGPOQLADLY|HILIIHJYPIVSIEDPF
([ QUKIGLPIC IJKDGKYDLDFKNPRISDI{SKWLISGPOLADLYLBILIUVQAYPIVSIEDPF
[ ]

Motif 4 Motif 5
O e - SR o, VR e
AEDDWRAWEHFFl$3\GE®IOIVI\DDLTVTNP4RI/NTATEKKAADALLLKVNQIGTLY
Mot 6 * PS00164
GQIKTGAPARSERLAKLNQ 1
kI¥o FAAGWGVMVSHRSGETEDTFIADLEVGLRTGQIKTGAPARSERLAKLNQLLRIE

AAA *
A

F3AEs ENI YIXEK D[FOKA S off
EELGDIAVAZA GIRF | §: e DY AL

Figure S9. Clustal Omega alignment of C. albicans enolase 1 and S. cerevisiae
enolase 1 amino acid sequences. |dentical residues are highlighted in black and
conserved residues are highlighted in gray. Residues in rectangles correspond
to Motifs 1-6 found in enolase family (PRINTS code: PR00148). Underlined
residues correspond to PS000164 PROSITE conserved motif found in enolase.
According to cd03313 conserved protein domain family: circles, metal-binding
residues; triangles, substrate-binding residues; asterisks, catalytic-site residues.



