
tree3.phb  Tue Feb 18 11:55:40 2014   Page 1 of 1

N.crassa_SID-1
F.graminearum_FGSG_07344

H.capsulatum_HCAG_00350
B.cinerea_BcT4_7647

650

403

M.grisea_MGG_12118

141

A.nidulans_ANID_08033

395

P.chrysosporium_gwh2.2.399.1
C.cinereus_CC1G_00304
U.maydis_Don3

991

C.neoformans_CNAG_05274

972

Y.lipolytica_YALI0D19470g

635

978

390

S.pombe_Sid1
S.japonicus_Sid1_SJAG_03376

962

989

R.oryzae_HMPREF1544_07988
S.pombe_Ppk11

S.japonicus_Ppk11_SJAG_02022
H.capsulatum_HCAG_06393

N.crassa_MST-1
F.graminearum_FGSG_05734
M.grisea_MGG_08746416

B.cinerea_BcT4_8787

867

A.nidulans_ANID_05674

961

R.oryzae_HMPREF1544_07878
P.chrysosporium_gww2.13.278.1

C.cinereus_CC1G_13722
U.maydis_UM10496

C.neoformans_CNAG_03290

996

412
887

593

669

319

1000

997

1000

1000

962

S.cerevisiae_Cdc15

891

M.grisea_MGG_09296
F.graminearum_FGSG_00362

N.crassa_POD-6

910

B.cinerea_BcT4_969

582

A.nidulans_ANID_06339
H.capsulatum_HCAG_04618

1000

1000
U.maydis_UM11396
R.oryzae_HMPREF1544_00556

Y.lipolytica_YALI0E34001g
S.cerevisiae_Kic1
A.gossypii_Kic1_AGOS_ACL104C

C.albicans_KIC1

1000

918

913

820

S.pombe_Nak1
S.japonicus_Nak1_SJAG_04461

396

1000
C.neoformans_Kic1_CNAG_00405

278

P.chrysosporium_e_gww2.6.253.1

C.cinereus_CC1G_11537

969

979

1000

1000

933

0.1

Figure S1. Phylogram of fungal GC kinases. The tree was generated by using ClustalX 2.1 with 
bootstrap support (111 random number generator seed and 1000 bootstrap trials) and the predicted 
protein sequences from selected ascomycete	   (Saccharomyces	   cerevisiae,	   Candida	   albicans,	   Ashbya	  
gossypii,	   Yarrowia	   lipoly9ca,	   Schizosaccharomyces	   pombe,	   Schizosaccharomyces	   japonicus,	  
Neurospora	   crassa,	   Aspergillus	   nidulans,	   Magnaporthe	   grisea,	   Fusarium	   graminearum,	   Botry9s	  
cinerea,	   Histoplasma	   capsulatum),	   basidiomycete	   (Phanerochaetae	   chrysosporium,	   Coprinus	  
cinereus,	  Us9lago	  maydis,	  Cryptococcus	  neoformans)	  and	  zygomycete	  (Rhizopus	  oryzae)	  proteins. S. 
cerevisiae Cdc15 was used as outgroup member (multiple alignment parameters: gap opening 50.0, 
gap extension 50.0, delay divergent sequences 30%, protein weight  matrix gonnet series). The red, 
blue and yellow boxes label GC kinases with homologies to N. crassa POD-6, MST-1 and SID-1, 
respectively. The predicted R. oryzae protein HMPREF1544_07988 likely represents an aberrant 
SID-1 homolog. 


