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Starch and sucrose metabolism

(link to KEGG)

Synthetic pattern of the pathway : sckdy

) Genolevures gene families
Reference Protein ||[EC Number
Phyletic pattern Profile Family name
HXK1 (YFROS3¢) 2711 sckdy 55233 GLR.3217
HXK2 (YGL253w) 2711 sckdy 55233 GLR.3217
SUC2 (YIL162w) 3.2.1.26 s-kdy 10111 GLR.1234
MAL32 (YBR299w) || 3.2.1.20 s-kd- 70120 GLC.151
YGR287C (YGR287¢) || 3.2.1.20 s-kd- 70120 GLC. 151
MALI2 (YGR292w) || 3.2.1.20 s-kd- 70120 GLC. 151
YIL172C (YIL172¢) || 3.2.1.20 s-kd- 70120 GLC.151
YJL216C (YJI.216¢) 3.2.1.20 s-kd- 70120 GLC.I51
ESP2 (YJL221¢) 3.2.1.20 s-kd- 70120 GLC.151
GSC2 (YGRO32w) 2.4.1.34 sckdy 33322 GLR.23
EKSI (YLR342w) | 24034 sckdy 33322 | GLR23
EKS3 (YMR306w) 24.1.34 sckdy 33322 GLR.23
YHLOI2W (YHILOI2w)|| 2.7.7.9 sckdy 21111 GILR.2246
UGP]1 (YKILO35w) 2779 sckdy 21111 GILR.2246
[PS1 (YBR126¢) 24.1.15 sckdy 44333 GLR.1979
[PS2 (YDRO74w) sckdy 44333 GLR.1979
ISL1L (YML100w) 24115 sckdy 44333 GLR.1979
IPS3 (YMR261c) 24.1.15 sckdy 44333 GLR.1979
GSY1 (YFROIS¢) 24111 sckdy 22111 GLR.110
GSY2 (YLR258w) 24111 sckdy 22111 GLR.110
PGMI (YKL 127w) 3422 sckdy 22111 GLR.2142
PGM2 (YMR105¢) 2422 sckdy 22111 GLR.2142
GLK1 (YCIL040w) 2712 sckdy 55233 GLR.3217
PGI1 (YBR196¢) 5.3.1.9 sckdy 11111 GLR.582
GLC3 (YELOI1w) 24.1.18 sckdy RERY GLR.790
NTH2 (YBROOIc) 3.2.1.28 sckdy 22111 GLR.157
NTHI (YDROOLc) 3.2.1.28 sckdy 22111 GLR.157
ATHI (YPRO26w) 3.2.1.28 sckd- 11110 GLR.1078
BSC1 (YDI.037¢) 32.1.3 sckdy 4535263648 | GLC.1
SGA1 (YILO99w) 32.1.3 sckdy 11111 GLR.507
MUCT (YIR019¢) 32.13 sckdy 7412843 GLC.11
PGUI (YJRIS3w) 32.1.15 §---- 10000 none
GPHI (YPR160w) 24.1.1 sckdy RERY GLR.500
EXG2 (YDR261¢c) 32.1.58 sckdy 44252 GLR.3219
BGL2 (YGR282¢) 3.2.1.58 sckdy 11122 GLR.3339
EXGI1 (YLR300w) 32.1.58 sckdy 44252 GLR.3219
SPRI (YOR190w) 3.2.1.58 sckdy 44252 GLR.3219
VPS8 (YALOO2w) 27.1.- sckd- 11110 GLR.1058
CDCI5 (YARO19¢) 27.1.- sckdy 5758495442 GLC2
VPS15 (YBRO97w) 27.1.- sckdy 11111 GLR.2300
DUNI (YDL101¢) 27.1.- sckdy 5758495442 GLC2
KINI (YDR122w) 27.1.- sckdy 5758495442 GLC2
SNFE1 (YDR477w) 27.1.- sckdy 5758495442 GLC2
SPS1 (YDRS523¢) 27.1.- sckdy 75443 GLC.52
YCK3 (YER123w) 271 sckdy 44222 GLC.92
YCKI (YHR135¢) 271 sckdy 44222 GLC.92
CTK?2 (YJLO06¢) 27.1.- s-k-y 10101 GILR.2832
IME2 (YJL106w) 27.1.- sckdy 2219192117 GLCS8
PBS2 (YJL128¢) 271 sckdy 75443 GLC.52
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| YAKI(YILI41o) || 2Z1- | sckdy [2219192117| GLCS
| ELMI(YKLO048¢) | 2Z1- | sckdy 5758495442 GLC2
| CTKI(YKLI39w) || 2Z1- | sckdy 2219192117 GLCS
| cTk3yMLlow) || 2Z1- | sck-- | 11100 | GLR.1303
| YCK2 (WNLIS4e) || 2Z1- | sckdy | 44222 | GLC®
| NPRI(YNLI83) | 2Z1- |  sckdy 5758495442 GLC2
| MCKI(YNL307¢) || 2Z1- | sckdy 2219192117 GLCS
| MKKI (YOR231w) || 2Z1- |  sckdy | 75443 | GLCs2
| SSN3 (YPLO42¢) | 2Z1- | sckdy 2219192117 GLCS
| MKK2 (YPLI40o) || 2Z1- | sckdy | 75443 | GLCs2
| HRR25 (YPL204w) || 2Z1- | sckdy | 44222 | GLC®
| ENAS(YDRO38¢) |[ 3.60- || sckdy | 54445 | GLCS4
| ENAL(YDRO40o) | 3.61- | sckdy | 54445 | GLC54
| RAD3 (YERI71w) | 3.61- | sckdy | 22222 | GLR.3298
| BRR2(YERI72¢) | 3.61.- || sckdy | 55658 | GLC40
| SLHI(YGR271w) | 3.60- || sckdy | 55658 | GLC40
| HPRS (WJI092w) | 3.64- | sckdy [ 22321 || GLR3280
| DDPL(YORIG3w) | 3.61- | sckdy | 11111 | GLR.894
See detailed view
Detailed view
- Genolevures gene families
Reference EC A . Systematic 20 || 60
Protein  Number nootation BULE | oen. | gen YPD | vp 4 |Phyletic Famil
letion | 8™ | ¢ lyNp|| + Y Profile y Gene Name Gene Annotation
in | in NaCl lactate|| pattern name
YPD|[YPD
similar to splP17709 Saccharomy
YALIOE15488¢ || cerevisiae YCL0O40w GLK1 aldohe
specific glucokinase, hypothetical
highly similar to sp/P04807
Saccharomyces cerevisiae YGL2!
CAGILO0A04829¢g|| HXK?2 or splP04806 Saccharomy
cerevisiae YFR053¢c HXK1, start
similarity
similar to trlQ9COM1 Candida alb;
DLl i CaNAGS protein, hypothetical st
similar to trlQ06204 Saccharomy
CAGLIMUUON ¢ cerevisiae YLR446w, hypothetical
highly similar to splP17709
Saccharomyces cerevisiae YCLOA
CAGLOF00605¢g
S GLK1 or Q04409 Saccharomyc
cerevisiae YDR516c¢, start by simil
weakly similar to splP17709
Saccharomyces cerevisiae YCLOA
Cobl i b GLK]1 aldohexose specific glucoki
splP04806 start by similarity
Saccharomyces —
HXK1 o . 5523 weakly similar to trlQ9COM1 Can
(YFROS3C) || &LLd | cerevisiae YFROS3c || viable || NA | NA || NA | NA | NA |} sckdy |7 757" |GLRI2IT|| v ] 10E20207¢ | albicans CaNAGS protein, hypothe
HXK1 hexokinase I start
P4.22.f4.1

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

Page 2 of 106



Genolevures : Pathways conservation

10/21/2005 04:07 PM

highly similar to sp/P50506

(sucrose hydrolyzing
enzyme) singleton

DEHAOF15169¢g || Debaryomyces occidentalis Hexok
(EC 2.7.1.1)., start by similarit;
similar to splP17709 Saccharomy
KLILAOCO1155¢g || cerevisiae YCL040w GLK1 aldohe
specific glucokinase, start by simil
highly similar to splP04807
Saccharomyces cerevisiae YGL2S
AGLOH HXK2 or splP04806 Saccharomy
cerevisiae YFR053¢c HXK1, start
similarity
2il462368IspIP33284/HXK_KLUI
KLLAODI1352¢ || Kluyveromyces lactis HEXOKINA
start by similarity
highly similar to trl074996 Yarro
gl : . .
AR lipolytica Hexokinase, hypothetical
highly similar to CA0263ICaGLl]
DEHAOQE! Candida albicans aldohexose spec
glucokinase, start by similarity
similar to splP17709 Saccharomy
YALIOE15488¢ || cerevisiae YCLO40w GLK1 aldohe
specific glucokinase, hypothetical
highly similar to sp/P04807
Saccharomyces cerevisiae YGL2
CAGI0A04829¢g|| HXK?2 or splP04806 Saccharomy
cerevisiae YFR053¢ HXK 1, start
similarity
similar to trlQ9COM1 Candida albi
0F26092g - .
bl d et CaNAGS protein, hypothetical st
similar to trlQ06204 Saccharomy
LAGLOMUON ¢ cerevisiae YLR446w, hypothetical
highly similar to splP17709
Saccharomyces cerevisiae YCLO0A
CAGLOF00605¢
AGLOF006032 |~ 51 k| or Q04409 Saccharomyc
cerevisiae YDR516c, start by simil
weakly similar to splP17709
Saccharomyces cerevisiae YCLO04
AGILOB0O072: o .
Exhibits GLK]1 aldohexose specific glucokis
IP0O4807 by similarit
Sp! growth start by similarity
HXK2 Saccharomyces || 4t 'ona 5523 weakly similar to trIQ9COM1 Can
(YGIL.253W) S ﬁ;gg;lﬁzngiii:jﬁ fermentable 0.4 0.2 0.6 | Non || 0.7 || sckdy 3 R YALIOE20207¢g || albicans CaNAGS protein, hypothe
P4.22 f4.1 carbon start
source. highly similar to spIP50506
DEHAQF15169¢g || Debaryomyces occidentalis Hexok
(EC 2.7.1.1)., start by similarity
similar to splP17709 Saccharomy
KLLAOCOI1 cerevisiae YCL040w GLK1 aldohe
specific glucokinase, start by simil
highly similar to sp/P04807
Saccharomyces cerevisiae YGL2
CAGIOHO07579¢g|| HXK?2 or splP04806 Saccharomy
cerevisiae YFR053¢ HXK 1, start
similarity
2il462368IsplP33284/HXK_KLU]
KLILAODI1352g|| Kluyveromyces lactis HEXOKINA
start by similarity
highly similar to trl074996 Yarro
0B22308g || ,. : . .
Al lipolytica Hexokinase, hypothetical
highly similar to CA0263|CaGLl}
DEHAOEQ7007¢g|| Candida albicans aldohexose spec
glucokinase, start by similarity
splQ12724 disrupted by Saccharomr
YALIOE26719¢g cerevisiae Invertase 2 precursor
Sp|P00724 identified start
Saccharomyces similar to splP24133 Debaryomy
Suc2 cerevisiae YIL162w . 1011 occidentalis invertase precursor (
- - 0F28468g -
(YIL162W) S SUC2 invertase viable NA INA | NA ) NA || NA |l s-kdy 1 GLR.1234/ DEHAQF284 3.2.1.26) (Beta-fructofuranosida:

(Saccharase), start by similarity

KLILAOA10417g

2il48085411gblAAD29850.11AF079:
Kluyveromyces lactis invertase, sta
similarity

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

splP38158

DEHAOE00627g

similar to trlQ8J2T6 Aspergillus or
Alpha-glucosidase, hypothetical s

hinkhle nimnilaw ¢4 MA2ANKITDEDOL.
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Saccharomyces lllsllly Ddlial W CAIHUIILL 1OV
MAL32 g 7012 DEHAOA14300¢g|| Candida albicans IPF8644 maltase
YBR2OOW) | 22120 cereMVj:fg 1Y;]3§12£9W B NAJINA || NA || NA || NA || s-kd- 0 Gl o] homology), start by similarity
KLILAOD00231g|| Kluyveromyces lactis maltase, star
similarity
similar to trlQ8J2T6 Aspergillus or
0E00627¢g . .
b Alpha-glucosidase, hypothetical s
Sazlgf > igf;ces highly similar to CA3405/IPF86
YGR287( e . . 17012 DEHAOA14300g|| Candida albicans IPF8644 maltase
YGR287C 3.2.1.2 c:trrf(:)\rfllgm:iem Slflgrlliéiz)c viable 0.8 [0.50.7 |Non| 0.6 || s-kd 0 LC.151 homology), start by similarity
maltase P7.4.f7.1 2il5441460lemblCAB46746.1
KLILAOD00231¢g || Kluyveromyces lactis maltase, stai
similarity
DEHAOEQ0627 similar to trlQ8J2T6 Aspergillus or
splP53341 Alpha-glucosidase, hypothetical s
Cergjicscing%iggzw highly similar to CA3405/IPF36.
MALI2 7012 DEHAOA14300¢g|| Candida albicans IPF8644 maltase
(YGR292W) v gluMc Izlsditliiszll())};iile ) Non | Non | Non|| ND || Non || s-kd- o ||4LClsl homology), start by similarity
MALI1 locus gil5441460lemblCAB46746.1
P7.457.1 KLILAOD00231g|| Kluyveromyces lactis maltase, star
similarity
splP40439 0E00627 similar to trlQ8J2T6 Aspergillus or
Satharomyces b Alpha-glucosidase, hypothetical s
cerevisiae YIL172¢c highly similar to CA3405IIPF86.
YIL172¢ identical to FSP2P 7012 DEHAOA14300g|| Candida albicans IPF8644 maltase
1720 (|22 nd similarity to - NAINA I NA | NA | NA | s-kd- 17" | GLGIS homology), start by similarity
other alpha- gil5441460lemblCAB46746.1
glucosidases KLLAOD00231g|| Kluyveromyces lactis maltase, stas
P7.4.7.1 similarity
DEHAOEQ0627 similar to trlQ8J2T6 Aspergillus or
Alpha-glucosidase, hypothetical s
Sazg'}i ‘igff;ces highly similar to CA3405/IPF36.
YJL216C A . . I7012 DEHAOA14300¢g|| Candida albicans IPF8644 maltase
(2160, | 22420 cerevisiae WL216e | viable | NA |NA | NA | NA | NA | s-kd- 77 7] GLCLSI homology). sart by similariy
Mal62p P7.4.f7.1 gil5441460lemblCAB46746.1
KLILAOD00231g|| Kluyveromyces lactis maltase, star
similarity
similar to trlQ8J2T6 Aspergillus or
0E00627¢g . .
splP40439 b Alpha-glucosidase, hypothetical s
Cersfvcfsll‘j:;’(‘;ic;;lc highly similar to CA3405IIPF86.
ESP2 7012 DEHAOA14300g|| Candida albicans IPF8644 maltase
IL22ic) ||3&L2 Simﬁigfysg";iha_ - NAINA I NA || NA | NA | s-kd- 17" | GLGIS homology), start by similarity
D-glucosidase 2il5441460lemblCAB46746.1
P7.4£7.1 KLILAOD00231¢g || Kluyveromyces lactis maltase, stai
similarity
YALIOE21021 trlQO9UVKSY Yarrowia lipolytica gl
synthase, identified start
similar to trIQ9UVK9 Yarrowi:
0C0 g . . .
Al ! lipolytica Fks1p, hypothetical st:
highly similar to sp/P40989
Saccharomyces cerevisiae GRO3!
BEE GSC2 1, 3-beta-D-glucan syntha
subunit, start by similarity
highly similar to sp/P40989
Saccharomyces cerevisiae YGRO?
AGL 1034 GSC2 or splP38631 Saccharomy
cerevisiae YLR342w FKS1, start
splP40989 similarity
, Saccharomyees 1339 highly similar to trl013428 Cand
GSC cerevisiae w . :
2.4.1.34 viable |03 /[0.3 (/03|03 | 02 | sckdy GLR.23 |DEHA0C02112 albicans Beta-1, 3-glucan syntha
YGRO32W GSC2 1,3-beta-D- 2 catalytic subunit 1, start by simila
glucan synthase —
subunit P3.64.f3.1 similar to splQ04952 Saccharomy
CAGLOM13827¢ cerevisiae YMR306w FKS3,
hypothetical start
similar to splO13423 Candida albi
0C08888g L
b Glucan synthase, start by similar
similar to splQ04952 Saccharomy
KLILAOC14 cerevisiae YMR306w FKS3, start
similarity
trlQ9P8NS Candida glabrata 1, 3-t
Cobil e glucan synthase, identified star
similar to splQ04952 Saccharomy
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DEHAO0AQ07436¢g|| cerevisiae YMR306w FKS3 1,3-b
glucan synthase, start by similari
trlQ9UVKY Yarrowia lipolytica gl
0E21021¢g .
Yallorizioal synthase, identified start
similar to trlIQ9UVK9 Yarrowi:
( g . ) .
R lipolytica Fks1p, hypothetical st:
highly similar to sp/lP40989
Saccharomyces cerevisiae GRO3:
KRLLADBUSoa1g
RLLADBUS- GSC2 1, 3-beta-D-glucan synthz
subunit, start by similarity
highly similar to sp/P40989
Saccharomyces cerevisiae YGRO?3
AGL0G01034 GSC2 or splP38631 Saccharomy:
cerevisiae YLR342w FKS1, start
Sacs‘,lc) Ea?ﬁ?n?,ylces Exhibits similarity
FKS1 cerevisiae YLR342w degf(r;é;vg:l a 3332 higt}ly similar to trlO13428 Cand
24.1.34| FKSI 1.3-beta-D- || ble | NA [ NA |NA | NA | NA || sckdy 5 GLR.23 |[DEHAOQCO2112g|l albicans Beta-1, 3-glucan syntha
e a glucan synthase, erzr;]r)lge; ¢ catalytic subunit 1, start by simila
catalytic subunit source. similar to splQ04952 Saccharomy
P3.64.f3.1 CAGLOM13827g cerevisiae YMR306w FKS3,
hypothetical start
similar to splO13423 Candida albi
( g Sl
RLLAGL 0SSN Glucan synthase, start by similar
similar to splQ04952 Saccharomy
KLLAOCI14 cerevisiae YMR306w FKS3, start
similarity
AGLOKOA trlQ9P8NS Candida glabrata 1, 3-t
CAGLOK04037¢ glucan synthase, identified star
similar to splQ04952 Saccharomy
DEHAO0AQ7436g|| cerevisiae YMR306w FKS3 1,3-b
glucan synthase, start by similar
trlQOUVKDO Yarrowia lipolytica gl
g L
AR synthase, identified start
similar to trlIQ9UVK9 Yarrowi:
YALIOCO g . . ’
L lipolytica Fks1p, hypothetical st:
highly similar to sp/lP40989
Saccharomyces cerevisiae GRO3’
hilonieed GSC2 1, 3-beta-D-glucan syntha
subunit, start by similarity
highly similar to sp/lP40989
Saccharomyces cerevisiae YGRO?
CAGLO0G01034g|| GSC2 or splP38631 Saccharomy:
5plQ04952 cerevisiae YLR342w FKS1, start
Saccharomyces similarity
EKS3 cerevisiae 3332 higl}ly similar to trlO13428 Cand
(YMR306W) 24.1.34|| YMR306w FKS3 viable 040504107 | 07 | sckdy 5 LR.23 |DEHAOCO02112g|l  albicans Beta-1, 3-glucan syntha
similarity to 1,3- catalytic subunit 1, start by simila
beta-glucan similar to splQ04952 Saccharomy
synthases P3.64.£3.1 CAGLOM3827¢g cerevisiae YMR306w FKS3,
hypothetical start
KLLA similar to splO13423 Candida albi
ALLAUCHSNE, Glucan synthase, start by similar
similar to splQ04952 Saccharomy
KLILAOC14069¢g|| cerevisiae YMR306w FKS3, start
similarity
AGLOK04037 trlQ9P8N8 Candida glabrz}tg 1, 3-b
CAGLIRA 7y glucan synthase, identified star
similar to splQ04952 Saccharomy
DEHAO0AQ07436¢g|| cerevisiae YMR306w FKS3 1,3-b
glucan synthase, start by similar
highly similar to sp/lP32861
Saccharomyces cerevisiae YKLO:
BLLADE220028
RLLAGL 3632 UGP1 UTP--glucose- 1-phospha
uridylyltransferase, start by simila
sp/P38709 highly similar to CAGL-IPF744!
Saccharomyces DEHA0G?24310g|| Candida glabrata IPF 7445.3, star
cerevisiae YHLO12w similarity
Y: :HI lLI :IZZWH: 2.7.7.9 | similarity to UDP viable 0.4 ||Non ||[Non| 0.6 | 0.3 sckdy 2 111 1 GLR.2246 highly similar to splP32861
Glucose YALIOA023 ] Saccharomyces cerevisiae YKLO:
pyrophosphorylase YALIOAD23102 | “yGpy UTP-- glucose- 1-phospha
P2.308.12.1 uridylyltransferase, start by simila
highly similar to sp/lP32861
At arnione. || Saccharomyces cerevisiae YKLO:
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UGP1 UTP--glucose- 1-phospha
uridylyltransferase, start by simila

UGP1

2.7.7.9

splP32861
Saccharomyces
cerevisiae YKLO35w
UGP1 UTP--
glucose-1-phosphate
uridylyltransferase
P2.308.f2.1

inviable

0.3

Ess

Ess

0.5

Ess

sckdy

2111

GLR.2246

KLILAOF25652¢

highly similar to sp/lP32861
Saccharomyces cerevisiae YKLO:
UGP1 UTP--glucose- 1-phospha
uridylyltransferase, start by simila

DEHA0G24310g

highly similar to CAGL-IPF744!
Candida glabrata IPF 7445.3, start
similarity

YALIOA02310g

highly similar to sp/P32861
Saccharomyces cerevisiae YKLO:
UGP1 UTP--glucose- 1-phospha
uridylyltransferase, start by simila

CAGI0L.01925¢g

highly similar to sp/P32861
Saccharomyces cerevisiae YKLO:
UGP1 UTP--glucose- 1-phospha
uridylyltransferase, start by simila

TPS1
(YBR126C)

24.1.15

splQ00764
Saccharomyces
cerevisiae YBR126¢
TPS1 alpha,alpha-
trehalose-phosphate
synthase, 56 KD
subunit P4.6.f4.1

Exhibits
growth
defect on a
fermentable
carbon
source.

Ess

Ess

0.4

sckdy

4433

GLR.1979

KLILAOEI1231g

similar to splP38426 Saccharomy

cerevisiae YMR261c TPS3 alpha, a

trehalose-phosphate synthase, 115
subunit, start by similarity

CAGL0J09812g

highly similar to splQ00764
Saccharomyces cerevisiae YBRI
TPS1 alpha, alpha-trehalose-phos

synthase, hypothetical start

AGL 4

similar to splP38426 Saccharomy

cerevisiae YMR261c TPS3 or splP?

Saccharomyces cerevisiae YMLI1(
TSL1, hypothetical start

similar to splP31688 Saccharomy
cerevisiae YDRO74w TPS2 alpha, a
trehalose-phosphate synthase, 102
subunit, (trehalose 6-P phosphat:
activity), start by similarity

DEHAOQE23210g

highly similar to CA4084ICaTP:
Candida albicans CaTPS1

TREHALOSE-6-PHOSPHAT!

SYNTHASE, start by similarit;

CAGIOHO02387g

similar to splP38426 Saccharomy
cerevisiae YMR261c TPS3alpha
splP38427 Saccharomyces cerevi
YML100w TSLI, start by simila

CAGLO0G05335g

highly similar to sp/P31688
Saccharomyces cerevisiae YDRO?
TPS2 alpha, alpha-trehalose-phos

synthase, hypothetical start

gil586113IsplQ07158ITPS1_KLU

Kluyveromyces lactis Alpha, alp!

trehalose-phosphate synthase [UIL

forming] 56 kDa subunit (Trehalos

phosphate synthase) (UDP-gluco

glucosephosphate glucosyltransfer
start by similarity

splO74932 Yarrowia lipolytica Al
alpha-trehalose-phosphate synth:
[UDP-forming], identified star

DEHAOF07392g

similar to CA55051CaTPS3.3 Can
albicans CaTPS3.3 alpha,alpha
trehalose-phosphate synthase, regul
subunit, 3-prime end (by homoloy
hypothetical start

YALIOE31086g

similar to trlQ9P918 Pichia angu
Trehalose phosphate synthase subt
hypothetical start

KLILAOE10120g

similar to splP31688 Saccharomy

cerevisiae YDRO74w TPS2 alpha, a

trehalose-phosphate synthase, 102
subunit, start by similarity

DEHAO0G132

similar to CA5066/CaTPS2 Cand
albicans CaTPS2, hypothetical st

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

KLILAOEI1231g

similar to splP38426 Saccharomy

cerevisiae YMR261c TPS3 alpha, a

trehalose-phosphate synthase, 115
subunit, start by similarity

highly similar to splQ00764
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TPS2
(YDRO74W)

splP31688
Saccharomyces

cerevisiae YDRO74w

TPS2 alpha,alpha-
trehalose-phosphate
synthase, 102 KD
subunit P4.6.f4.1

Exhibits
growth
defect on a
fermentable
carbon
source.

Ess

Ess

Ess

0.3

sckdy

4433

GLR.1979

CAGL0J09812g

10/21/2005 04:07 PM

Saccharomyces cerevisiae YBRI
TPS1 alpha, alpha-trehalose-phos
synthase, hypothetical start

AGL 4

similar to splP38426 Saccharomy

cerevisiae YMR261c TPS3 or splP?

Saccharomyces cerevisiae YMLI1(
TSL1, hypothetical start

similar to splP31688 Saccharomy
cerevisiae YDRO74w TPS2 alpha, a
trehalose-phosphate synthase, 102
subunit, (trehalose 6-P phosphat:
activity), start by similarity

DEHAOQE23210g

highly similar to CA4084ICaTP:
Candida albicans CaTPS1

TREHALOSE-6-PHOSPHAT!

SYNTHASE, start by similarit;

CAGIOHO02387g

similar to splP38426 Saccharomy
cerevisiae YMR261c TPS3alpha
splP38427 Saccharomyces cerevi
YML100w TSLI, start by simila

CAGLO0G05335g

highly similar to sp/P31688
Saccharomyces cerevisiae YDRO?
TPS2 alpha, alpha-trehalose-phos

synthase, hypothetical start

gil586113IsplQ07158ITPS1_KLU

Kluyveromyces lactis Alpha, alp!

trehalose-phosphate synthase [UIL

forming] 56 kDa subunit (Trehalos

phosphate synthase) (UDP-gluco

glucosephosphate glucosyltransfer
start by similarity

splO74932 Yarrowia lipolytica Al
alpha-trehalose-phosphate synthz
[UDP-forming], identified star

DEHAOF07392g

similar to CA55051CaTPS3.3 Can
albicans CaTPS3.3 alpha,alpha
trehalose-phosphate synthase, regul
subunit, 3-prime end (by homoloy
hypothetical start

YALIOE31086g

similar to trlQ9P918 Pichia angu
Trehalose phosphate synthase subt
hypothetical start

KLILAOE10120g

similar to splP31688 Saccharomy

cerevisiae YDR074w TPS2 alpha, a

trehalose-phosphate synthase, 102
subunit, start by similarity

DEHAO0G132

similar to CA5066/CaTPS2 Cand
albicans CaTPS2, hypothetical st

TSLI

VNAT 1TNNNRT

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

24.1.15

splP38427
Saccharomyces

cerevisiae YML 100w

TSL1 alpha,alpha-

viable

0.7

0.4

ND

Non

ND

sckdy

4433
2

KLILAOEI1231g

similar to splP38426 Saccharomy

cerevisiae YMR261c TPS3 alpha, a

trehalose-phosphate synthase, 115
subunit, start by similarity

CAGL0J09812g

highly similar to splQ00764
Saccharomyces cerevisiae YBRI
TPS1 alpha, alpha-trehalose-phos

synthase, hypothetical start

AGL 4

similar to splP38426 Saccharomy

cerevisiae YMR261c TPS3 or splP?

Saccharomyces cerevisiae YMLI1(
TSL1, hypothetical start

similar to splP31688 Saccharomy
cerevisiae YDRO74w TPS2 alpha, a
trehalose-phosphate synthase, 102
subunit, (trehalose 6-P phosphat:
activity), start by similarity

DEHAOQE23210g

highly similar to CA4084ICaTP:
Candida albicans CaTPS1

TREHALOSE-6-PHOSPHAT!

SYNTHASE, start by similarit;

CAGIOHO02387g

similar to splP38426 Saccharomy
cerevisiae YMR261c TPS3alpha
splP38427 Saccharomyces cerevi
YML100w TSLI, start by simila

GLR.1979

AT NONE22R ~

highly similar to sp/P31688
Saccharomyces cerevisiae YDRO?

Page 7 of 106



Genolevures : Pathways conservation

LIV IUY VY

trehalose-phosphate
synthase, 123 KD
subunit P4.6.f4.1

10/21/2005 04:07 PM

TPS2 alpha, alpha-trehalose-phos
synthase, hypothetical start

KILILAOBO8822

2il586113IsplQO7158ITPS1_KLU

Kluyveromyces lactis Alpha, alp!

trehalose-phosphate synthase [UL

forming] 56 kDa subunit (Trehalos

phosphate synthase) (UDP-gluco

glucosephosphate glucosyltransfer:
start by similarity

YALIOE14685¢g

splO74932 Yarrowia lipolytica Al
alpha-trehalose-phosphate synth:
[UDP-forming], identified star

similar to CA5505ICaTPS3.3 Can
albicans CaTPS3.3 alpha,alpha
trehalose-phosphate synthase, regul
subunit, 3-prime end (by homolo;
hypothetical start

YALIOE31086g

similar to trlQ9P918 Pichia angu
Trehalose phosphate synthase subi
hypothetical start

similar to splP31688 Saccharomy
cerevisiae YDRO74w TPS2 alpha, a

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

splP38426
Saccharomyces

cerevisiae YMR261c

TPS3 alpha,alpha-
trehalose-phosphate
synthase, 115 KD
subunit P4.6.f4.1

viable

0.3

0.4

Ess

Ess

0.2

sckdy

4433

GLR.1979

SLLAVBIDI Vg
RLLARELO 0 trehalose-phosphate synthase, 102
subunit, start by similarity
similar to CA5066/CaTPS2 Cand
g . .
DEHARG LA albicans CaTPS2, hypothetical st
similar to splP38426 Saccharomy
cerevisiae YMR261c TPS3 alpha, a
SLLAVBII-OMg
RLLAGELIZE trehalose-phosphate synthase, 115
subunit, start by similarity
highly similar to splQ00764
AGL 1 Saccharomyces cerevisiae YBRI
TPS1 alpha, alpha-trehalose-phos
synthase, hypothetical start
similar to splP38426 Saccharomy
.. A
CAGLOJO6468 cerevisiae YMR261c TPS3 or splP:

Saccharomyces cerevisiae YMLI(
TSL1, hypothetical start

similar to splP31688 Saccharomy
cerevisiae YDR074w TPS2 alpha, a

YALIOD14476g || trehalose-phosphate synthase, 102
subunit, (trehalose 6-P phosphat:

activity), start by similarity
highly similar to CA4084ICaTP:

Candida albicans CaTPS1
St TREHALOSE-6-PHOSPHATI
SYNTHASE, start by similarity
similar to splP38426 Saccharomy
cerevisiae YMR261c TPS3alpha
CAGLOH02387g ;
AULDIO- 3 splP38427 Saccharomyces cerevi
YML100w TSL1, start by simila:

highly similar to sp/lP31688
AGL Saccharomyces cerevisiae YDRO7
Lablti s TPS2 alpha, alpha-trehalose-phos

synthase, hypothetical start
2il586113IsplQO7158ITPS1_KLU
Kluyveromyces lactis Alpha, alp!
trehalose-phosphate synthase [UIL
KLILAOB08822¢g || forming] 56 kDa subunit (Trehalos
phosphate synthase) (UDP-gluco
glucosephosphate glucosyltransfer:

start by similarity
splO74932 Yarrowia lipolytica Al
YALIOE14685¢g alpha-trehalose-phosphate synth:
[UDP-forming], identified star
similar to CA5505ICaTPS3.3 Can
albicans CaTPS3.3 alpha,alpha
DEHAOQF07392¢ || trehalose-phosphate synthase, regul
subunit, 3-prime end (by homolo;
hypothetical start

similar to trlQ9P918 Pichia angu
YALIOE31086g || Trehalose phosphate synthase subi

hypothetical start

VIT ANTC1IN1NNA~

similar to splP31688 Saccharomy
cerevisiae YDRO74w TPS2 alpha, a
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DL AVIIVILUY
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trehalose-phosphate synthase, 102
subunit, start by similarity

DEHAO0G132

similar to CA5066/CaTPS2 Cand
albicans CaTPS2, hypothetical st

(YFRO15C)

splP23337
Saccharomyces
cerevisiae YFRO15¢
GSY1 UDP glucose-
-starch

glucosyltransferase,

isoform 1

P2.249.2.1

viable

0.7

0.7

0.9

0.9

0.7

sckdy

2211

GLR.110

similar to splP23337 Saccharomy
cerevisiae YFRO15¢ GSY1 UD
glucose--starch glucosyltransfera
isoform 1 or splP27472 Saccharom
cerevisiae YLR258w GSY2 UD
glucose--starch glucosyltransfera
isoform 2, start by similarity

CAGIOF04719¢g

highly similar to splP27472
Saccharomyces cerevisiae YLR2S5

GSY2 UDP-glucose--starch
glucosyltransferase, start by similz

highly similar to splP23337
Saccharomyces cerevisiae YFRO!
GSY1 UDP glucose--starch
glucosyltransferase, isoform 1, star
similarity

highly similar to splP23337
Saccharomyces cerevisiae YFRO!
GSY1 UDP glucose--starch
glucosyltransferase, isoform 1, star
similarity

CAGLOK10626g

highly similar to splP23337
Saccharomyces cerevisiae YFRO!
GSY]1, start by similarity

GSY2

splP27472
Saccharomyces
cerevisiae YLR258w
GSY2 UDP-glucose-
-starch

glucosyltransferase,

isoform 2

P2.249.12.1

viable

NA

NA

NA

NA

NA

sckdy

2211

GLR.110

YALIOF18502g

similar to splP23337 Saccharomy
cerevisiae YFRO15¢ GSY1 UD
glucose--starch glucosyltransfera
isoform 1 or splP27472 Saccharom
cerevisiae YLR258w GSY2 UD
glucose--starch glucosyltransfera
isoform 2, start by similarity

CAGI0F04719g

highly similar to splP27472
Saccharomyces cerevisiae YLR2S

GSY2 UDP-glucose--starch
glucosyltransferase, start by simile

DEHAOBO05764¢g

highly similar to splP23337
Saccharomyces cerevisiae YFRO]
GSY1 UDP glucose--starch
glucosyltransferase, isoform 1, sta
similarity

KLILAOF23133¢g

highly similar to splP23337
Saccharomyces cerevisiae YFRO]
GSY1 UDP glucose--starch
glucosyltransferase, isoform 1, sta
similarity

highly similar to splP23337
Saccharomyces cerevisiae YFRO]
GSY1, start by similarity

PGM1
(YKLI127W)

5422

splP33401
Saccharomyces
cerevisiae YKL127w
PGM1
phosphoglucomutase,
minor isoform
P2.202.f2.1

viable

0.9

Non

Non

Non

Non

sckdy

2211

GLR.2142

YALIOE02090¢g

similar to spIP37012 Saccharomy
cerevisiae YMR105¢ PGM2
phosphoglucomutase, major isofor
splP33401 Saccharomyces cerevi
YKL127w PGM1 phosphoglucomu
minor isoform, start by similarit

DEHAO0C05940g

highly similar to sp/lP37012
Saccharomyces cerevisiae YMR1
PGM2 phosphoglucomutase o
splP33401 Saccharomyces cerevi
YKLI127w PGM1 phosphoglucomu
start by similarity

KLILAOB1269%4g

highly similar to sp/P37012
Saccharomyces cerevisiae YMR 1
PGM2 phosphoglucomutase, ma

isoform, start by similarity

CAGILO0KO03421¢g

highly similar to sp/lP37012
Saccharomyces cerevisiae YMR1
Phosphoglucomutase 2, start by
similarity

CAGIOK07480g

highly similar to sp/P37012
Saccharomyces cerevisiae YMR 1
PGM?2 phosphoglucomutase,
hypothetical start

http://cbi.labri.fr/Genolevures/path/pathway-00500.html
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similar to spIP37012 Saccharomy
cerevisiae YMR105¢ PGM2
phosphoglucomutase, major isofor
LALIDEDUF0g ;
ARl splP33401 Saccharomyces cerevi
YKL127w PGM1 phosphoglucomu
minor isoform, start by similarit
highly similar to sp/lP37012
Saccharomyces cerevisiae YMR1
- DEHA 4 PGM2 phosphoglucomutase o
splP37012 Exhlblfs DLl splP33401 Saccharomyces cerevi:
Saccharomyces sensitivity YKL127w PGM1 phosphoglucomu
PGM2 cerevisiae YMR105¢ at 15 2911 start by similarity
YMR105C 5422 PGM2 generations || 0.6 || 0.1 || Ess || 0.7 | ND || sckdy 1 GLR.2142 highly similar to splP37012
phosphoglucomutase, |when grown St
e . Saccharomyces cerevisiae YMR 1
major isoform in KLILAOB12694
PGM2 phosphoglucomutase, ma
P2.202.£2.1 galactose. . Lo
isoform, start by similarity
highly similar to sp/lP37012
Saccharomyces cerevisiae YMR1
CAGLOK03421g
AULIROZA Phosphoglucomutase 2, start b
similarity
highly similar to sp/P37012
AGLOKO74 Saccharomyces cerevisiae YMR 1
Coblehi ot PGM2 phosphoglucomutase,
hypothetical start
similar to splP17709 Saccharomy
YALIOE15488g || cerevisiae YCLO40w GLK1 aldohe
specific glucokinase, hypothetical
highly similar to sp/P04807
Saccharomyces cerevisiae YGL2
CAGI0A04829¢g|| HXK?2 or splP04806 Saccharomy
cerevisiae YFR053¢ HXK 1, start
similarity
similar to trlQ9COM1 Candida albi
0F26092g - .
bl d et CaNAGS protein, hypothetical st
similar to trlQ06204 Saccharomy
LAGLOMUON ¢ cerevisiae YLR446w, hypothetical
highly similar to splP17709
Saccharomyces cerevisiae YCLOA
CAGLOF00605¢
AGLOF006032 |~ 51 k| or Q04409 Saccharomyc
cerevisiae YDR516c, start by simil
weakly similar to splP17709
AGLOB00T2 Saccharomyces cerevisiae YCLO04
splP17709 GLK]1 aldohexose spec.ific_ glucoki
Saccharomyces start by similarity
GLK1 cerevisiae YCLO40w . 5523 weakly similar to trlQ9COM1 Can
yCL040w) | 2212 | GLK1 aldohexose | Viable || NA|INA INA | NA | NA | sckdy 775" " IGLRI2IT] v A 10E20207¢ | albicans CaNAGS protein, hypothe
specific glucokinase start
P4.22.f4.1 highly similar to splPS0506
DEHAQF15169¢g || Debaryomyces occidentalis Hexok
(EC 2.7.1.1)., start by similarity
similar to splP17709 Saccharomy
KLLAOCOI1 cerevisiae YCL0O40w GLK1 aldohe
specific glucokinase, start by simil
highly similar to sp/P04807
Saccharomyces cerevisiae YGL2
CAGIOHO07579¢g|| HXK?2 or splP04806 Saccharomy
cerevisiae YFR053¢ HXK 1, start
similarity
2il462368IsplP33284/HXK_KLU]
KLLAODI1352g|| Kluyveromyces lactis HEXOKINA
start by similarity
highly similar to trl074996 Yarro
0B22308g || ,. : . .
Al lipolytica Hexokinase, hypothetical
highly similar to CA0263|CaGLl}
DEHAOEQ7007¢g|| Candida albicans aldohexose spec
glucokinase, start by similarity
gil120740IsplP123411G6PI_KLU!
Kluyveromyces lactis Glucose-¢
phosphate isomerase (GPI)
RLLADEZS>J0g ;
KLLAQEZ350 (Phosphoglucose isomerase) (PC
(Phosphohexose isomerase) (PHI),
by similarity
splP12709 highly similar to splP12709
Saccharomyces CAGLOH05445¢g||  Saccharomyces cerevisiae YBR1!
PGl z 2 1 a || COTEVISIAC YBR196¢ tnvriakla INFNRIENFURIRN VRIS N NTA aal A, 1111 AT D 50N PGT1 hunathetical ctart
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PGI1 glucose-6-
phosphate isomerase

10/21/2005 04:07 PM

A aay aag pUstaviives U

highly similar to sp/P12709
Saccharomyces cerevisiae YBRI!

singleton 0 89¢g .
& St PGI1 glucose-6-phosphate isomer
hypothetical start
highly similar to sp/lP12709
Saccharomyces cerevisiae YBR1
XALIOFD /711G ;
AR PGI1 glucose-6-phosphate isomer
start by similarity
highly similar to splP32775
CAGILOMO3377¢g|| Saccharomyces cerevisiae YELOI
GLC3, hypothetical start
similar to splP32775 Saccharomy
splP32775 DEHAOBO! cerevisiae YELO11w GLC3 1,4-gl
Saccharomyces DLl o branching enzyme (glycogen branc
cerevisiae YELO11w enzyme), hypothetical start
GLC3 .1,4—glucan highly similar to splP32775
branching enzyme Saccharomyces cerevisiae YELO]
(glycogen branching KLLAQAL1176g|| GLC3 1, 4-glucan branching enzy
enzyme) singleton (glycogen branching enzyme) singl
start by similarity
highly similar to trlQ9P5P3 Neuros
YALIOC06798g |[crassa Probable branching enzyme (
hypothetical start
similar to sp/lP52494 Candida albic
DEHAO0BO02673¢ || Neutral trehalase (EC 3.2.1.28), sta
similarity
highly similar to splP32356
Saccharomyces cerevisiae YDRO(
CAGLOM10439¢|| NTHI neutral trehalase or splP35
Saccharomyces cerevisiae YBRO(
NTH2, hypothetical start
Sazrc)llii :;rginnces similar to splP32356 Saccharomy
- Y YALIOD15598g cerevisiae YDR0OIc NTH1 neut
cerevisiae YBROOIe trehalase, hypothetical start
NTH2 alpha,alpha- - IYP
trehalase P2.445.2.1 gil1351293IspIP49381ITREA_KLLU
Kluyveromyces lactis NEUTRA
TREHALASE (ALPHA, ALPH.
Rbn TREHALASE) (ALPHA, ALPH
TREHALOSE GLUCOHYDROLA
start by similarity
similar to splP32356 Saccharomy
CAGILO0C04323¢ cerevisiae YDROO1c NTH1 neut
trehalase, hypothetical start
similar to sp/P52494 Candida albi
DEHAO0B02673g|| Neutral trehalase (EC 3.2.1.28), sta

splP32356
Saccharomyces
cerevisiae YDROO1c
NTHI1 neutral
trehalase
(alpha,alpha-
trehalase)
P2.445.£2.1

similarity

CAGLOM10439¢

highly similar to sp/P32356
Saccharomyces cerevisiae YDRO!
NTHI neutral trehalase or spl/P35
Saccharomyces cerevisiae YBRO(
NTH2, hypothetical start

similar to splP32356 Saccharomy
cerevisiae YDROO1c NTH1 neut
trehalase, hypothetical start

KLILAOE17325¢

gil13512931splP4938 1/ TREA_KLI

Kluyveromyces lactis NEUTRA

TREHALASE (ALPHA, ALPH.

TREHALASE) (ALPHA, ALPH

TREHALOSE GLUCOHYDROLA
start by similarity

AGIL0C04323

similar to splP32356 Saccharomy
cerevisiae YDROO1c NTH1 neut
trehalase, hypothetical start

splP48016
Saccharomyces
cerevisiae YPRO26w
ATHI acid trehalase,
vacuolar singleton

KLILAOE06622¢g

similar to sp/lP48016 Saccharomy

cerevisiae YPR026w ATHI1 aci

trehalase, vacuolar singleton,
hypothetical start

similar to splP48016 Saccharomy
cerevisiae YPRO26w Vacuolar a
trehalase precursor, hypothetical s

similar to CA2574ICaATH1 Canc
albicans CaATHI1 acid trehalase
vacuolar, hypothetical start

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

similar to CA3841TPF16640 Cang
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DEHAO0GO07777¢g

10/21/2005 04:07 PM

albicans IPF16640 unknown funct
hypothetical start

KLLAOE24959g

no similarity, hypothetical starf

KLILAOCO05016g

some similarities with sgdIS0005¢
Saccharomyces cerevisiae YOR3¢
hypothetical protein, hypothetical

DEHAOCI121

some similarities with trlQ1221
Saccharomyces cerevisiae YOR009
start, frameshift

DEHAOF20570g

weakly similar to CA4243IIPF16-
Candida albicans IPF16491, hypoth
start

similar to splP36110 Saccharomy
cerevisiae YKRO13w PRY2 prot

2ALIVD0s150g ;
Laliobiisl 40 precursor (Pathogen related in Sc 2)
by similarity
similar to CA1909IIPF20091 Canc
. .
DEHAOF271482 | 1icans IPF20091, hypothetical ¢
some similarities with spIP3617
CAGLO0C05665g|| Saccharomyces cerevisiae YKR1(
FLO10, no start, frameshift
some similarities with sgdIS0005¢
KLILAOA04367g|| Saccharomyces cerevisiae YOR3¢
hypothetical protein, hypothetical
YALIOB18568¢g no similarity, hypothetical starf
similar to CA0605/CaUTR2 Cand
DEHAOD16907¢ . .
St albicans CaUTR2, hypothetical s
some similarities with splP0864
CAGILOJ11913¢g Saccharomyces cerevisiae YIRO]1
STAI1, no start, frameshift
similar to splP46955 Saccharomy
AGLOLO32 cerevisiae YJL116¢c NCA3 or splP3
CAGLOLO389g Saccharomyces cerevisiae YKRO0A
UTHI, hypothetical start
YALIOD13255¢ No Similarity, Hypothetical Sta
some similarities with sp/lP3611
KLILA0D02420g || Saccharomyces cerevisiae YKRO]I
PRY2, hypothetical start
similar to trlQ05790 Saccharomy
AGL 1 cerevisiae YLR213c CRR1, hypoth

start

KLILAOF04433¢g

similar to splP53616 Saccharomy
cerevisiae YNLO66w SUNA4, start
similarity

weakly similar to sp/lP20840
Saccharomyces cerevisiae YJROC

C g s |
AULMA 2 SAG] alpha-agglutinin, hypothet
start
weakly similar to splP43633
YALIOA00506 Saccharomyces cerevisiae YGLOZ

ALK1 DNA damage-responsive pre
hypothetical start

YALIOC21186g no similarity, hypothetical star
some similarities with splP0864
AGL0G03421 Saccharomyces cerevisiae YIRO]
STAI, hypothetical start
weakly similar to splP42835
Saccharomyces cerevisiae YNL3Z
CAGLOD02530g :
AULIDOZS EGT2 cell-cycle regulation prote
hypothetical start
some similarities with splP4055
YALIOB14795¢g Saccharomyces cerevisiae Cell w
protein TIR3 precursor, hypothetica
some similarities with wilNCU066
Neurospora crassa NCU06697.
Al hypothetical protein (67439 - 697
hypothetical start
weakly similar to CA4237IIPF63
DEHAOQF22803g || Candida albicans IPF6375, hypothe
start
weakly similar to trlQ08294
YALIOE08008g || Saccharomyces cerevisiae YOL1S

hypothetical start
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highly similar to splP36135
DEHAO0C15092¢g|| Saccharomyces cerevisiae Y KRO0A
UTHI, start by similarity
|KLLA§ )E24937g no similarity, hypothetical star
highly similar to sp/lP10863
Saccharomyces cerevisiae YERO]1
AGLOH 2. TIR1 or splP33890 Saccharomyc
cerevisiae YOR010c¢ TIR2, start
similarity
| YALIOE19635¢g no similarity, hypothetical star
weakly similar to splP08640
Saccharomyces cerevisiae YIRO]1
YALIOAO7601¢g
Al . STALI extracellular alpha- 1, 4-glu
glucosidase, hypothetical start
weakly similar to trl042970
Schizosaccharomyces pombe
g Lo .
YALIOR02343 SPBCI1ES.05 Serine rich protein, st:
similarity
some similarities with sgdIS0004:
KLILAOF04906¢g || Saccharomyces cerevisiae YLR2]
CRRI1, hypothetical start
weakly similar to splQ04893
YALIOC14630¢g | Saccharomyces cerevisiae YMR3I1
hypothetical start
Weakly similar to sp/lP08640
Saccharomyces cerevisiae YIRO]1
YALIOC08349g
Al 4 STA1 extracellular alpha-1,4-glu
glucosidase, 5 end
YALIOA18381g no similarity, hypothetical starf
similar to splP53301 Saccharomy
cerevisiae YGR189c CRH1 famil;
YALIOC09680¢g putative glycosidases might exer
common role in cell wall organiza
start by similarity
some similarities with spIP5330
Saccharomyces cerevisiae YGR 1
DEHA0G22066¢g|| CRHI family of putative glycosid
might exert a common role in cell
organization, hypothetical start
YALIOE18700g no similarity, hypothetical starf
weakly similar to splP08640
Saccharomyces cerevisiae YIRO]
LALIVD02>/g
ARNSUASAR: STAI extracellular alpha-1,4-glu
glucosidase, hypothetical start
similar to splP43633 Saccharomy
cerevisiae YGL021w ALK1 DN
CAGLOA00231g - .
damage-responsive protein, hypoth
start
AGL similar to splP38844 Saccharomy
CAGLOGO896g cerevisiae YHR 143w, start by simil
some similarities with trlQ0867
CAGIOK09130g|| Saccharomyces cerevisiae YOR24
SRL1, hypothetical start
|KLLA 492 no similarity, hypothetical star
similar to splP53832 Saccharomy
DEHA0C05566g cerevisiae YNL283¢ WSC2
glucoamylase III, hypothetical st
weakly similar to splP08640
Saccharomyces cerevisiae YIRO]1
DEHAO0B02222¢
Sl s STA1 extracellular alpha-1,4-glu
glucosidase, hypothetical start
YALIOE15015¢g no similarity, hypothetical starf
some similarities with splP4717
AGIL 2 Saccharomyces cerevisiae YIR15
hypothetical start
similar to splQ04893 Saccharomy
cerevisiae YMR317w similarity
DEHAOE10109¢g || mucins, glucan 1, 4-alpha-glucosic
and exo-alpha-sialidase, hypothet
start
some similarities with trlQ0065
YALIOD21230g || Emericella nidulans FIbD, hypothe
start
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32.1.3

Saccharomyces
cerevisiae YDL037¢
strong similarity to
glucan 1,4-alpha-
glucosidase
P2.341.£2.1

viable

NA

NA

NA

NA

NA

sckdy

45 35
26 36

10/21/2005 04:07 PM

| YALIOF27203g no similarity, hypothetical star
similar to splP47032 Saccharomy
cerevisiae YJLO79¢c PRY1 prote
Aalbnhl= precursor (Pathogen related in Sc 1)
by similarity
some similarities with wilNCU069
DEHAOQF18271g Neurospora crassa NCU06981.
hypothetical start
YALIOC16148¢g no similarity, hypothetical starf
similar to splP36135 Saccharomy
KLLAQE14982¢ || cerevisiae YKR042w UTHI1 involv
the aging process, start by similar
YALIOF10175¢g no similarity, hypothetical starf
YALIOE04532¢g no similarity, hypothetical starf
similar to CAO0076IIPF8866 Cand
Q0F04158g . .
S albicans IPF8866, hypothetical s
some similarities with splP5330
DEHA0G22902¢|| Saccharomyces cerevisiae YGRI
CRHI, hypothetical start
similar to CA4245ITPF4303 Cand
DEHAOQOEQ3377¢g|| albicans IPF4303 unknown functi
hypothetical start

| YALIOA00682g no similarity, hypothetical star
similar to splP36135 Saccharomy
cerevisiae YKR042w UTHI or
CAGILO0L05434g .
Allabind o splP46955 Saccharomyces cerevi:
YJL116¢c NCA3, hypothetical st:

DEHAOB02266g
similar to splP32623 Saccharomy
AGL 2211 cerevisiae YEL040w UTR2 cell v

protein, hypothetical start

YALIOE26081¢g no similarity, hypothetical starf

DEHAOF14531g

weakly similar to calCAS5614IIPF.
Candida albicans IPF522, hypothe
start

weakly similar to trlQ05777

CAGLO0A04081¢g|| Saccharomyces cerevisiae YLR19
hypothetical start
some similarities with splP4703
Saccharomyces cerevisiae YJLO7
DEHAO0B10868g|| PRY3 closely related to the plant
class of pathogen proteins, hypothe
start
KLILAOE10967g no similarity, hypothetical starf
similar to splP53301 Saccharomy
AGL 449¢g||cerevisiae YGR189¢ CRH1, hypoth

start

weakly similar to trlQ9Y8F2 Canc

DEHA0G0261 albicans Agglutinin-like protein 6,
by similarity
YALIOE18722¢g no similarity, hypothetical starf

KLILAOE04939¢g

some similarities with sgdIS0006-

Saccharomyces cerevisiae YLR39

Secretory Stress Response proteir
hypothetical start

| DEHAOF00638¢

|[KLLAOB11055¢

no similarity, hypothetical star

DEHAOQF22242g

highly similar to CA0883ICaSUN

Candida albicans CaSUN41 Putativ

wall beta-glucosidase (by homolo
start by similarity

KILILAOC17985g

some similarities with spIP3233
Saccharomyces cerevisiae YGRO!
MSB2 multicopy suppressor of a Cl
bud emergence defect, hypothetical

similar to splP32623 Saccharomy

YALIOBI5510g | cerevisiae YELO40w UTR2 cell v
protein P3.82.f3.1, start by simila
similar to splP10863 Saccharomy

CAGIOF01463g cerevisiae YERO11w TIR1, start

similarity
|DEHA! )D05093g | no similarity, hypothetical star
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similar to splP40552 Saccharomy
AGIL 3872 cerevisiae YILO11w TIR3, start
similarity
similar to CA3335IIPF8682 Cand
e albicans IPF8682, hypothetical st
some similarities with trlQ1221
CAGI0J02530g || Saccharomyces cerevisiae YOROO
hypothetical start
similar to splP53616 Saccharomy
AGL 7 cerevisiae YNLO66w SUN4 or
splP40472 Saccharomyces cerevi
YIL123w SIMI, start by similar
similar to splP32334 Saccharomy
cerevisiae YGRO14w MSB2 multi
LEHADDDS 108
DEILARIZ S suppressor of a CDC24 bud emerg
defect, hypothetical start
| YALIOD19316g no similarity, hypothetical star
| YALIOE27687g no similarity, hypothetical star
| YALIOF20548g no similarity, hypothetical star
weakly similar to splP08640
Saccharomyces cerevisiae YIRO]1
Sl STALI extracellular alpha- 1, 4-glu
glucosidase, hypothetical start
similar to splP47032 Saccharomy
AGIOF0513 cerevisiae YJLO79¢ PRY 1, start
similarity
weakly similar to splP54867
Saccharomyces cerevisiae YORO(
9g . . .
L SLG1 required for cell wall integrit
for stress response, hypothetical s
some similarities with trlQ0829
CAGI0A03608g|| Saccharomyces cerevisiae YOLIS
hypothetical start
|KLLA§ )E19657g no similarity, hypothetical star
some similarities with splP4283
Saccharomyces cerevisiae YNL3Z
KLLAOE02046g :
BLL Al i EGT?2 cell-cycle regulation prote
singleton, hypothetical start
weakly similar to KLLA-IPF530
0D02024¢ . -
Aalibe Kluyveromyces lactis, hypothetical
some similarities with splP0864
CAGILO0J11902¢g Saccharomyces cerevisiae YIRO]1
STAI1, no start, frameshift
some similarities with splP4717
CAGILOG10175¢g|| Saccharomyces cerevisiae YJIR15
hypothetical start
some similarities with splP4703
KLILA0C01496g Saccharomyces cerevisiae YJLO7
PRY 1, hypothetical start
some similarities with sp/P2902
Saccharomyces cerevisiae YLR2¢
0C04730g o .
bl CTS1 endochitinase singleton,
hypothetical start
YALIOC20779¢g no similarity, hypothetical star
similar to splP36027 Saccharomy
CAGLO0G00858g|| cerevisiae YLR332w MID2 mati
process protein, hypothetical sta
similar to splP36110 Saccharomy
cerevisiae YKRO13w PRY2 similar
LEHADDD 2028
DLILAREOIZA the plant PR-1 class of pathogen re
proteins, start by similarity
some similarities with splP3233
Saccharomyces cerevisiae YGRO!
CAGILOF03003¢g || MSB2 or splP41809 Saccharomy
cerevisiae YDR420w HKRI1,
hypothetical start
similar to splO13547 Saccharomy
CAGIOHO06413g|| cerevisiae YLR390wa CW 14, star
similarity
some similarities with splQ1221
Saccharomyces cerevisiae YOLI(
bt WSC3 cell wall integrity and str
response component 3, hypothetical
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similar to CA5213ICaSSR1 Cand
albicans CaSSR1 Secretory Stre
Response protein 1, start by similz

AGIOH09614.

highly similar to sp/lP10863
Saccharomyces cerevisiae YERO]1
TIR1 or splP33890 Saccharomyc
cerevisiae YOR010c¢ TIR2, start
similarity

gil5531272lembICAB50897.1
Kluyveromyces lactis WSC4 homol
start by similarity

DEHAO0G19877¢g

some similarities with splP5330
Saccharomyces cerevisiae YGR 1
CRHI1 family of putative glycosid.
might exert a common role in cell
organization, hypothetical start

similar to splP53616 Saccharomy

YALIOE33539g || cerevisiae YNLO66w SUN4, start
similarity

[DEHAOC11814g | no similarity, hypothetical star

some similarities with sp/P3602

Saccharomyces cerevisiae YLR33

0A03179¢ . .

S MID2 mating process protein,
hypothetical start

some similarities with spIP5388

AGLOJ111 Saccharomyces cerevisiae YNL1"
hypothetical start

YALIOE23969¢g no similarity, hypothetical starf

KILILAOE24893g no similarity, hypothetical starf

YALIOE35090¢g

weakly similar to splP32323
Saccharomyces cerevisiae YNROA
AGA1 a-agglutinin anchor subus

singleton, hypothetical start

DEHAOB05478g

similar to CA0728IIPF7345 Cand
albicans IPF7345 unknown functi
hypothetical start

YALIOE33913¢g

weakly similar to splP08640
Saccharomyces cerevisiae YIRO]1
STA1 extracellular alpha-1,4-glu
glucosidase P2.341.f2.1, hypothet
start

some similarities with spIP5388

KLILAODO08239¢g|| Saccharomyces cerevisiae YNL1’
singleton, hypothetical start
similar to spIP53214 Saccharomy
CAGIL0J00253¢ cerevisiac YGR023w MTLI,
hypothetical start
weakly similar to splP39732
KLLAQF02497 Saccharomyces cerevisiae YALO:

FUN21 hypothetical protein single
hypothetical start

some similarities with splO1354
Saccharomyces cerevisiae YLR39(

LALIOEV/D/g
AR SSRI1 Secretory Stress Response pr
1, hypothetical start
weakly similar to splP53882
CAGILO0G05808g|| Saccharomyces cerevisiae YNLI17
start by similarity
emblZ69781 Yarrowia lipolytica T
gene, thermosensitive suppressor
YV ALIOF04213 7SRNA de.fftct, qulved in the sij
ALt recognition particle-dependent
translocation pathway of secreto
proteins, identified start
YALIOD13266g No Similarity, Hypothetical Sta
similar to splP53616 Saccharomy
cerevisiae YNLO66w SUN4 or
CAGLOG08668g :
AL splP40472 Saccharomyces cerevi
YIL123w SIM1, hypothetical st:
weakly similar to splP54867
Saccharomyces cerevisiae YORO!
KLILAODI4377g|[SLGI required for cell wall integrit

for stress response singleton, start

similarity
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no similarity, hypothetical star

some similarities with splP4717

CAGILO0C03575¢g|| Saccharomyces cerevisiae YJIR15
hypothetical start
weakly similar to splP08640
YALIOE05819 Saccharomyces cerevisiae YIRO]1

STALI extracellular alpha- 1, 4-glu
glucosidase, hypothetical start

similar to sp/lP10863 Saccharomy
cerevisiae YERO11w TIR1 or trlQ1

C g L
e Saccharomyces cerevisiae YOROO
hypothetical start

weakly similar to splP39732

CAGLOM11792¢g|| Saccharomyces cerevisiae YALO:

FUN21, hypothetical start

DEHAODO5423 similar to Candida :fllblcaps CaW¢

—RRATta Cell wall integrity
weakly similar to splP53214

YALIOF05720g || Saccharomyces cerevisiae YGROZ

MTLI1 potential cell wall stress se

YALIOD09185g

some similarities with splP3232

Saccharomyces cerevisiae YNROA

AGA1 a-agglutinin anchor subur
hypothetical start

| YALIOD07854g no similarity, hypothetical star
some similarities with splP5330

Saccharomyces cerevisiae YGR 1

KLIAOF22671g || CRHI family of putative glycosid

might exert a common role in cell

organization, hypothetical start

some similarities with sp/P1086

YALIOFQ5786g || Saccharomyces cerevisiae YERO]

TIR1 cold-shock, hypothetical st

[DEHAOE21890g no similarity, hypothetical star

YALIOA16214¢g

weakly similar to splP53832
Saccharomyces cerevisiae Cell w
integrity and stress response compc
2 precursor, hypothetical start

KILLAOC11583g

weakly similar to splP43633
Saccharomyces cerevisiae YGLOZ
ALK1 DNA damage-responsive pra
start by similarity

DEHAOD10780g

similar to CA2150ITPF19940 Cang
albicans IPF19940 unknown funct
start by similarity

[ YALIOC08140g

no similarity, hypothetical star

DEHAOF26862¢

similar to splP47032 Saccharomy
cerevisiae YJLO79¢ PRY 1, hypothe
start

YALIOE24673¢

weakly similar to splP53301
Saccharomyces cerevisiae YGR 1
CRHI, hypothetical start

SGAL

splP08019
Saccharomyces
cerevisiae YILO99w
SGAL sporulation
specific glucan 1,4-
alpha-glucosidase
singleton

viable

0.9

0.7

0.6

Non

0.8

sckdy

1111

GLR.507

YALIOE05203¢g

some similarities with sp/P0801
Saccharomyces cerevisiae YIL0O9
SGAL1 sporulation specific glucan

alpha-glucosidase, hypothetical s!

DEHAOA12705¢g

similar to splP08019 Saccharomy

cerevisiae YILO99w SGA1 sporul:

specific glucan 1,4-alpha -glucosic
hypothetical start

KLILAOF04059¢g

weakly similar to splP08019
Saccharomyces cerevisiae YIL0O9
SGAL1 sporulation specific glucan
alpha-glucosidase singleton, hypoth
start

AGL0GO0271

similar to splP08019 Saccharomy

cerevisiae YILO99w SGA1 sporul:

specific glucan 1, 4-alpha-glucosic
hypothetical start

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

weakly similar to splP08640
Saccharomyces cerevisiae YIRO]
STAI extracellular alpha-1,4-glu
glucosidase P2.341.f2.1, hypothet
start
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similar to calCA2024ITIPF9616 Can

‘W albicans IPF9616 unknown functi
start by similarity
|KLLA§ )B14927g | no similarity, hypothetical star
[KLLAOE21131g|[  no similarity, hypothetical star
| YALIOB06919¢g | no similarity, hypothetical star
| YALIOB12606g | no similarity, hypothetical star

weakly similar to trlQ8XQP2 Rals
solanacearum Putative

YALIOB17028g L .
Al s hemagglutinin/hemolysin-related pr
hypothetical start
YALIOD18436g no similarity, hypothetical starf
KLILAOCI1517g no similarity, hypothetical starf
KLILAOAQ4345¢g no similarity, hypothetical starf
YALIOE16731¢g no similarity, hypothetical starf
YALIOC05390¢g no similarity, hypothetical starf
some similarities with splP3889
AGILOE Saccharomyces cerevisiae YHR2]
FLOS, hypothetical start
weakly similar to CA2769IIPF15¢
DEHAO0G?20141g|(Candida albicans IPF15870, hypoth
start

YALIOC09031¢g no similarity, no start
KLILAOCO01276g no similarity, hypothetical starf
weakly similar to CA2714ICalFI
YALIOE33737¢g || Candida albicans CalFF2, hypothe

start

YALIOE29425¢

weakly similar to sp/P08640
Saccharomyces cerevisiae YIRO]
STALI extracellular alpha-1,4-glu

glucosidase, hypothetical start

similar to splP08640 Saccharomy
cerevisiae YIR019¢ STA1 extracel

YALIOD02299¢ :
Al alpha-1, 4-glucan glucosidase,
hypothetical start
KLLAOA11748g no similarity, hypothetical starf
KLILAODQ7942¢g no similarity, hypothetical starf
weakly similar to splP32334
Saccharomyces cerevisiae YGRO!
LALIVDUVOL /S ;
ARNSUALE MSB2 multicopy suppressor of a Cl
bud emergence defect, hypothetical
|KLLA! )F24486¢g | no similarity, hypothetical star

[YALIOC24211g

no similarity, hypothetical star

[DEHA0B02244¢

some similarities with spIP3889
CAGILOM14069¢g|| Saccharomyces cerevisiae YHR2]1
FLOS, hypothetical start

similar to splP29029 Saccharomy
cerevisiae Endochitinase precursor

YALIOAO1870¢g :
Al 3.2.1.14 Soluble cell wall protein 2)

by similarity
YALIOE16841¢g no similarity, hypothetical starf
weakly similar to sp/P08640
Saccharomyces cerevisiae YIRO]
YALIOC13970¢g || STAI extracellular alpha-1, 4-glu
glucosidase P2.341.f2.1, hypothet
start
YALIOAQ9559¢ no similarity, hypothetical starf
some similarities with splP0864
Saccharomyces cerevisiae YIRO]
XALIOEIS005g
Lalior 13655 STAI extracellular alpha-1, 4-glu
glucosidase, hypothetical start
similar to splP29029 Saccharomy
CAGILOMO09779g|| cerevisiae YLR286¢ endochitina
hypothetical start
weakly similar to sgdIS000294:
KLILA0C04994¢g || Saccharomyces cerevisiae YDRS:
start by similarity

| YALIOD13530g | no similarity, hypothetical star

some similarities with splP2084
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MUCI
(YIR019C)

splP08640
Saccharomyces
cerevisiae YIR019¢
STA1 extracellular
alpha-1,4-glucan
glucosidase
P2.341.£2.1

viable

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

NA

NA

NA

NA

NA

sckdy

7412
843

KLILAOEQ09658¢g
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Saccharomyces cerevisiae YJROC
SAGI alpha-agglutinin singleto
hypothetical start

weakly similar to splP29029
Saccharomyces cerevisiae YLR2¢

0 396g D .
Yallopz CTSlendochitinase singleton,
hypothetical start
weakly similar to sp/P08640
Saccharomyces cerevisiae YIRO]
XALIOFIDe0 g
Taliorlesns STAI extracellular alpha-1, 4-glu
glucosidase, no start
| YALIOD13992g | no similarity, hypothetical star
weakly similar to splP08640
Saccharomyces cerevisiae YIRO]1
YALIOE22572¢
Aot STALI extracellular alpha- 1, 4-glu
glucosidase
YALIOC16247¢g no similarity, hypothetical starf

YALIOC08476¢g

weakly similar to splP08640
Saccharomyces cerevisiae YIRO]
STAI extracellular alpha-1, 4-glu

glucosidase, hypothetical start

DEHAOA14784g

similar to CA1678IIPF5185 Cand
albicans IPF5185 putative cell w
protein (by homology), start by sim:

weakly similar to KLLA-IPF618

YALIOC03916g Kluyveromyces lactis IPF 6186.
hypothetical start
[KLLAOE10945¢ ||
some similarities with CA1898IIPF
DEHA0G19096¢||Candida albicans IPF11998, hypoth
start
weakly similar to splP08640
Saccharomyces cerevisiae YIRO]1
YALIOE32395g || STALI extracellular alpha-1, 4-glu
glucosidase P2.341.f2.1, hypothet
start
| YALIOE14993¢ | no similarity, hypothetical star
some similarities with trlQ8WZS
YALIOD18249 Neurospora crassa Dynactin (150

dynein-associated polypeptide) rc
hypothetical start

YALIOE31273¢g

weakly similar to trlQ8SYS55 Droso
melanogaster GH09355p, hypothe

start
YALIOEQ2442¢ no similarity, hypothetical starf
YALIOA15796g no similarity, hypothetical starf
YALIOB15422¢ no similarity, hypothetical starf
weakly similar to DEHA-IPF878
YALIOC03894 Debaryomyces hansenii IPF 878
hypothetical start
YALIOA13079¢g no similarity, hypothetical starf
some similarities with sp/P4180
Saccharomyces cerevisiae YDR4Z
KRLLADAV1620Q :
KLLAOAOI8262 | ik R | Hansenula MrakIl k9 killer t
resistance protein, hypothetical st
weakly similar to splP08640
Saccharomyces cerevisiae YIRO]1
DEHAO0G01573g
S . STALI extracellular alpha-1, 4-glu
glucosidase, start by similarity
YALIOD22825¢ no similarity, hypothetical starf
similar to splP08640 Saccharomy
YALIOF07216¢ | CETevisiae YIRO19¢ STA1 ex?racel
LALts e alpha-1, 4-glucan glucosidase,
hypothetical strart, start by simila
weakly similar to trlQ97P71
Y ALIOD25014 Streptococcus pneumoniae Cel! W
surface anchor family protein,
hypothetical start
weakly similar to trlQON4S7
YALIOC18293 Caenorhabditis elegans Y51B11/

protein, hypothetical start

weakly similar to splP32334

Cannhncnmacinan ansasriniaa VDN
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DaALlIAlUIILYLODd LOIOVIdLIAC 1 UNV I
MSB2 multicopy suppressor of a C]
bud emergence defect, hypothetical

YALIOE22550¢

weakly similar to splP08640
Saccharomyces cerevisiae YIRO]
STAL extracellular alpha-1,4-glu

glucosidase, hypothetical start

[ YALIOD02915¢

H no similarity, hypothetical star

DEHAO0G06655g

similar to splP29029 Saccharomy

cerevisiae Endochitinase precursor

3.2.1.14) (Soluble cell wall proteir
start by similarity

YALIOB16676g no similarity, hypothetical starf
weakly similar to splP40442
DEHA0G01595 Saccharomyces cerevisiae YIL16

realated to glucan 1, 4-alpha-glucos
hypothetical start

glucanase minor
isoform P3.33.f3.1

| YALIOE20229¢ | no similarity, hypothetical star
PGU1 . 1000
YIR153W - viable 04 ||Ess || 0.1 | 04 || Ess §---- 0 none - -
highly similar to sp/lP06738
KLLAOF10065 Saccharomyces cerevisiae YPR16
GPH1 glycogen phosphorylase sing
start by similarity
highly similar to sp/lP06738
splP06738 AGLOFO4 Saccharomyces cerevisiae YPR1¢
GPHI Sa(.:c.hargrlr)llgclzso 111 CAGLOF048932 || pyy glycogen phosphorylase, sta
cerevisiae w . similarit
YPRI6O GPHI glycogen viable NA |NA ||[NA || NA | NA | sckdy 1 GLR.500 : _ y
phosphorylase hlgh.ly s1m1.1ar to CA5206/CaGPl
singleton DEHAQF23782 Candida albicans CaGPH1 Glyco
phosphorylase (by homology),
hypothetical start
similar to splP06738 Saccharomy
YALIOF04169g || cerevisiae YPR160w GPH1 glyco
phosphorylase, hypothetical sta
similar to splP38081 Saccharomy
KLILAOF18788g || cerevisiae YBR0O56w singleton, sta
similarity
similar to splP52911 Saccharomy
CAGLOMO08756g|| cerevisiae YDR261c¢ exo-beta-1
glucanase, hypothetical start
similar to splP23776 Saccharomy
CAGIL0I00484¢g cerevisiae YLR300w EXG1, start
similarity
similar to sp/lP29717 Candida albic
DEHAO0D09196g|| CaEXG1 Glucan 1, 3-beta-glucosi
precursor, hypothetical start
DEHAOF01485g similar to CA4180ICaEXG2 Canc
albicans CaEXG2, hypothetical s|
gil1150442lembICAA86949.1
KLLAQC053 Kluyveromyces lactis exo-1, 3-be
splP52911 glucanase/1, 3—beta—D—G!ugan
Saccharomyces glucanohydrolase, start by similas
EXG2 cerevisiae YDR261c . 4425 similar to trl093939 Hansenula ano
YDR261 EXG2 exo-beta-13- | Viable [|NA INANA | NA I NA | sckdy |7 IGLRIZI9| bbb A0F01716g | Exo-1,3-beta-glucanase (EC 3.2.1

hypothetical start

splQ12725 Yarrowia lipolytica Gluc
3-beta-glucosidase precursor (E

YALIOF05390g
YALIOFO053 3.2.1.58) (Exo-1, 3-beta- glucana
identified start
AGLOH1012 similar to splP38081 Saccharomy

cerevisiae YBROS56w, start by simil

[DEHA0G07095¢

H no similarity, hypothetical star

some similarities with KLLA-IPF6

YALIOE34155¢g Kluyveromyces lactis IPF 644.’
hypothetical start

similar to splP23776 Saccharomy

AGL 1 cerevisiae YLR300w EXGI1 exo-be

3-glucanase (I/II), hypothetical st

similar to calCA5339IIPF885 Can

DEHAOQF26378 albicans IPF885 glucan 1,3-beta

glucosidase (by homology), hypoth
start

http://cbi.labri.fr/Genolevures/path/pathway-00500.html
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weakly similar to trlQ96W35
Ophiostoma novo-ulmi Glucan 1, 3

glucanase (I/1I),
major isoform

0F13299g . - -
Aalhi glucosidase-like protein (Fragme
hypothetical start
similar to sp/lP43070 Candida albic
Glucan 1,3-beta -glucosidase prect
LALIUDUSO03S
LS (EC 3.2.1.58) (Exo-1, 3-beta-
glucanase), start by similarity
splP15703 similar to splP15703 Saccharomy
Saccharomyces cerevisiae YGR282¢c BGL2 endo-bx
BGL2 isi YG};{QSQ 1112 S 3-glucanase of the cell wall, hypoth
VO 328 | B e, || Vible ||NA|INA|INA |NA | NA | sckdy |, ©|GLR3330 & P
1,3-glucanase of the highly similar to splP15703
cell wall P4.19.f3.1 AGL 221 Saccharomyces cerevisiae YGR2!
BGL2, start by similarity
highly similar to splP15703
Saccharomyces cerevisiae YGR2:!
SLLAUIDSDS0g
KLLAQFO3036 BGL2 endo-beta- 1, 3-glucanase o
cell wall, start by similarity
some similarities with CA2245|IPF
DEHAOQOE22715¢g|| Candida albicans IPF7409 unkno
function, hypothetical start
similar to splP38081 Saccharomy
KLILAOF]18788¢ || cerevisiae YBRO56w singleton, sta
similarity
similar to spIP52911 Saccharomy
CAGILOMO8756g|| cerevisiae YDR261c exo-beta-1
glucanase, hypothetical start
similar to splP23776 Saccharomy
CAGIL0I00484¢ cerevisiae YLR300w EXGl1, start
similarity
similar to sp/lP29717 Candida albi
DEHAO0D09196g|| CaEXG1 Glucan 1, 3-beta-glucosi
precursor, hypothetical start
similar to CA4180ICaEXG2 Canc
g . .
R - albicans CaEXG2, hypothetical s!
gil1150442lembICAA86949.1
Kluyveromyces lactis exo-1, 3-be
KLLA0C05324¢ |
splP23776 KLLAOCO5374 glucanase/1, 3-beta-D-Glucan
Saccharomyces glucanohydrolase, start by similar
cerevisiae YLR300w Y
EXGI . 4425 similar to trl093939 Hansenula ano
YLR300W. 3.2.1.58 || EXGI exo-beta-1,3- viable 0.8 ||Non ||Non ||Non || Non || sckdy 5 GLR.3219 DEHAOQF01716g|| Exo-1,3-beta-glucanase (EC 3.2.1

hypothetical start

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

P3.33.f3.1 splQ12725 Yarrowia lipolytica Gluc
3-beta-glucosidase precursor (E
YALIOF05390g
A 3.2.1.58) (Exo-1, 3-beta- glucana
identified start

similar to sp/lP38081 Saccharomy
CAGILOH10120g L L
S SRUIAEI cerevisiae YBRO56w, start by simil
|DEHAQQQZQQ§g | no similarity, hypothetical star
some similarities with KLLA-IPF6
YALIOE34155¢ Kluyveromyces lactis IPF 644.]

hypothetical start
similar to splP23776 Saccharomy
CAGILO0G09515¢g|| cerevisiae YLR300w EXG1 exo-be
3-glucanase (I/II), hypothetical st
similar to calCA5339IIPF885 Canc
albicans IPF885 glucan 1,3-beta

DEHAOF26378g : i
S glucosidase (by homology), hypoth

start

similar to sp/lP38081 Saccharomy
KLILAOF18788g || cerevisiae YBR0O56w singleton, sta

similarity

CAGLOMO08756¢g

similar to splP52911 Saccharomy
cerevisiae YDR261c exo-beta-1
glucanase, hypothetical start

similar to splP23776 Saccharomy

CAGI.0I00484¢g cerevisiae YLR300w EXGl1, start
similarity
similar to splP29717 Candida albic
DEHAO0D09196g|| CaEXG1 Glucan 1, 3-beta-glucosi
precursor, hypothetical start
DEHAOQF01485 similar to CA4180ICaEXG?2 Canc

albicans CaEXG2, hypothetical s
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KILILA0C05324g

gil1150442lemblCAA86949.1
Kluyveromyces lactis exo-1, 3-be

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

splP32603 glucanase/1, 3-beta-D-Glucan
Saccharomyces glucanohydrolase, start by simila:
SPR1 cerevisiae YOR190w . 4425 similar to trl093939 Hansenula ano
(YOR190W) 22138 || SpR | exo-13-beta- | ViZble || 06|/ 08 ND | 0.3 ) 0.4 ) sckdy |\ * "~ IGLR.3219] ey 0F01716g | Exo-1,3-beta-glucanase (EC 3.2.1
glucanase precursor hypothetical start
P3.33.03.1 splQ12725 Yarrowia lipolytica Gluc
3-beta-glucosidase precursor (E
YALIOF05390g
A 3.2.1.58) (Exo-1, 3-beta- glucana
identified start
similar to splP38081 Saccharomy
CAGILOHI10120g . .0
S SRUIAEI cerevisiae YBR0O56w, start by simil
[DEHA0G07095¢ | no similarity, hypothetical star
some similarities with KLLA-IPF6
YALIOE34155¢ Kluyveromyces lactis IPF 644.]
hypothetical start
similar to splP23776 Saccharomy
CAGLOG09515¢g|| cerevisiae YLR300w EXG1 exo-be
3-glucanase (I/II), hypothetical st
similar to calCA5339IIPF885 Can
albicans IPF885 glucan 1,3-beta
DEHAQF26378g : .
S glucosidase (by homology), hypoth
start
similar to splP39702 Saccharomy
cerevisiae YALOO2w VPS8 vacuc
9020g . .
Exhibits DEIABAGOD sorting protein, 134 kD, start b;
splP39702 o similarit
Saccharomyces sensitivity !
VPS8 cerevisiae YALOO2w | 213 111 weakly similar to splP39702
VALOOOW 2.7.1.- VPS8 vacuolar generations || NA || NA || NA || NA || NA || sckd- 0 GLR.1058 KLLAOC 18491 Saccharomyces cerevisiae YALO(
sorting protein, 134 when grown VPS8 vacuolar sorting protein, 13
KD singleto,n in 10 uM singleton, start by similarity
nystatin. similar to splP39702 Saccharomy
AGLOA 1g|[cerevisiae YALOO2w VPS8, hypoth
start
similar to sgdIS0006071 Saccharon
OF11319g - .
bbbl cerevisiae YPL150w, start by simil
similar to splP25333 Saccharomy
cerevisiae YCR008w SAT4
AGILOLO781 . . o .
serine/threonine-specific protein ki
start by similarity
AGLOK] 1 similar to splP28708 Saccharomy
CAGLOK11530g cerevisiae YKL116c¢, hypothetical
weakly similar to SPIP38691
Saccharomyces cerevisiae YHRO:
YALIOF11385g S
ALkl KSP1 ser/thr protein kinase and DEF
IPF5974.1, start by similarity
similar to splQ03533 Saccharomy
D cerevisiae YMR291w, start by simi
similar to splP38691 Saccharomy
KLILAOE17127¢g cerevisiae YHRO082c KSP1 ser/t
protein kinase, start by similarit
similar to spIP18961 Saccharomy
YALIOC04158¢g cerevisiae Serine/threonine-prote
kinase YPK2/YKR?2, hypothetical
similar to splP24719 Saccharomy
DEHAOQF24676g cerevisiae YOR351c MEK1 ser/1
protein kinase
DEHA0G14817 similar to CA2643ICaHSL1 Cand

albicans CaHSL1, hypothetical st

DEHAOC18150g

similar to splP40494 Saccharomy
cerevisiae YILO95w PRK1
serine/threonine protein kinase, sta
similarity

CAGIOK10604g

similar to splP27466 Saccharomy
cerevisiae YFRO14c CMK1

Ca2+/calmodulin-dependent ser/

protein kinase type I, hypothetical

DEHAOCO08591g

similar to splP22204 Saccharomy
cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj

VAT INC12470~

some similarities with spIP2356
Saccharomyces cerevisiae YLR3¢
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STE11 ser/thr protein kinase of t
MEKK family, hypothetical sta

KILLAOC06138g

similar to splP32562 Saccharomy

cerevisiae YMROO1c CDCS5 involv

regulation of DNA replication, sta
similarity

some similarities with wilNCU009

YALIOF16159¢g Neurospora crassa NCU00914.
hypothetical protein, hypothetical

similar to splP34244 Saccharomy

CAGIOKO08514¢g|| cerevisiae YKL101w serine/threon

protein kinase, hypothetical sta

similar to calCA1881ICaRCK?2 Car

DEHAQF25278 albicans CaRCK?2 Ca/calmoduli

dependent ser/thr protein kinase (
homology), hypothetical start

KLILAOF26983¢

some similarities with sp/P3280

Saccharomyces cerevisiae YKL

ELMI1 ser/thr-specific protein kin:
hypothetical start

DEHAOC11484g

similar to splP22211 Saccharomy

cerevisiae YNL183c NPR1 or trlQ1

Saccharomyces cerevisiae YDLOZ
hypothetical start

YALIOC00891¢g

similar to splO14019
Schizosaccharomyces pombe Prob
serine/threonine-protein kinase
C29A4.16 (EC 2.7.1.-), hypothetica

similar to splP24719 Saccharomy

KLILAOF23507¢ cerevisiae YOR351c MEK1 ser/1
protein kinase, start by similarit
similar to spIP32361 Saccharomy
CAGIOF03245¢g || cerevisiae YHRO79¢ IRE1, hypothe
start
some similarities with spIP3808
AGLOK] 1 Saccharomyces cerevisiae YBRO!
e AKL1 Ark-family Kinase-Like prc
hypothetical start
similar to CA19711CaPKH2 Cand
DEHAO0G1041 albicans CaPKH2 Ser/Thr prote
kinase(by homology), hypothetical
weakly similar to trlQ9Y898 Emeri
YALIOB17556g || nidulans Calcium/calmodulin deper
protein kinase C, hypothetical st:
highly similar to splP22204
Saccharomyces cerevisiae YGROS
CAGIL0G03047g||DBF2 ser/thrprotein kinase or splP2
Saccharomyces cerevisiae YPR11
DBF20, hypothetical start
weakly similar to DEHA-IPF372
YALIOFE27093g || Debaryomyces hansenii, hypothet
start
similar to splP37292 Saccharomy
DEHAQC14091 cerevisiae YBR263w SHMI,
hypothetical start
similar to CA4433ICaBCK1 Canc
AR s albicans, hypothetical start
similar to splP22209 Saccharomy
KLILAQC042]3g |[cerevisiae YARO18c KIN3 ser/thr p
kinase, hypothetical start
similar to splO42626 Neurospora ¢
Y ALIOAO4 Serine/threonine-protein kinase nr
YALIOAQ4697¢ (Nonrepressible conidiation proteis
hypothetical start
similar to splP32562 Saccharomy
cerevisiae Cell cycle protein kin:
LALIVD0VIDG
YALIOD26013¢ | ~p5/MSD2 (EC 2.7.1.-), hypoth
start
highly similar to sSCA3870ICaYP
DEHA0G14839¢g Candida albicans CaYPKI1, start

similarity

KILILAOC14278g

similar to splP28708 Saccharomy
cerevisiae YKL116c, hypothetical

similar to trlCAD79666 Neurosp
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crassa B1D14.230 Related to

serine/threonine-protein kinase a

DEHA-IPF6149.1 Debaryomyc
hansenii, no start

CAGIOB04147g

highly similar to splP22204
Saccharomyces cerevisiae YGROS
DBF2 ser/thrprotein kinase relate
DBF20P or splP32328 Saccharom
cerevisiae YPR111w DBF20 cell
protein kinase related to DBF2I
hypothetical start

DEHAOQF13497g

similar to calCA1299ICaPTK2 Can
albicans CaPTK2 serine /threoni
protein kinase involved in polyan
uptake (by homology), hypothetical

DEHAOD13684¢g

similar to CA4865IIPF4085 Cand
albicans IPF4085, start by simila

AGILOL

similar to splP53104 Saccharomy
cerevisiae YGL180w APGI essenti
autophagocytosis, hypothetical st

similar to splP38991 Saccharomy

AGILOEQ05720g || cerevisiae YPL209c IPL1 ser/thr pr
kinase, start by similarity
some similarities with splP3808
Saccharomyces cerevisiae YBRO:
g . . .
RLLAGLIS6IC AKLI1 Ark-family Kinase-Like prc
hypothetical start
similar to trlQ12152 Saccharomy
g S -
A cerevisiae YPL150w, hypothetical
similar to calCA5226ICaRIM15 Ca
albicans CaRIM15 Protein kinas
g . ;
DELARE 24018 involved in the RIM pathway (t
homology), hypothetical start
some similarities with splP2220
Saccharomyces cerevisiae YARO
CAGLOI04422g -
Sllantos KIN3 ser/thr protein kinase, hypoth
start
some similarities with trlQ1210
CAGLOKO01661g|| Saccharomyces cerevisiae YDLOZ
hypothetical start
highly similar to CA3361ICaSNI]
DEHAOE15741 Candlda al_blcans C_aSNFl
e serine/threonine protein kinase
hypothetical start
highly similar to sp/P22216
Saccharomyces cerevisiae YPL1S
CAGLOMO2233¢ SPK1 ser/thr/tyr protein kinase
hypothetical start
similar to splP22517 Saccharomy
cerevisiae YOLO16c CMK2
CAGLOF04741¢9 :
AL Ca2+/calmodulin-dependent ser/
protein kinase, type II, hypothetical
weakly similar to splP34244
Saccharomyces cerevisiae YKLI(
YALIOE06523 HSL1 ser/thr protein kinase, coup
septin ring assembly to cell cyc!
progression, hypothetical start
some similarities with splP2533
Saccharomyces cerevisiae YCRO(
0E11979¢ . - oo
bt SAT4 serine/threonine-specific pre
kinase, hypothetical start
similar to splP22211 Saccharomy
AGLOJ113 cerevisiae YNL183c NPR1 ser/t
protein kinase, hypothetical sta
similar to splP25333 Saccharomy
DEHAOG11638g|| . Cerevisiac YCROO8w SAT4.
serine/threonine-specific protein ki
hypothetical start
similar to splP38080 Saccharomy
CAGIOH10208g|| cerevisiae YBR059¢c AKL1 Ark-fa
Kinase-Like protein, hypothetical
similar to spIP23561 Saccharomy
CAGLOB02739 cerevisiae YLR362w STE11 ser/

protein kinase of the MEKK fam
hypothetical start
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weakly similar to trlQ9C2E8 Neuro

YALIODO7150g || crassa Conserved hypothetical pro
start by similarity
highly similar to calCA2265|CaCN
Candida albicans CaCMK?2 Ca
DEHAOQF10197g|| /calmodulin-dependent ser/thr pro
kinase, type II (by homology),
hypothetical start
similar to splP06245 Saccharomy
DEHAOB 1262 cerevisiae YPL203W TPK2 cAM
DEHAOB12628¢ dependent protein kinase 2, cataly
chain, start by similarity
similar to CA2193IIPF14273 Can
DEHAQE13574g albicans IPF14273 Probable ser/!
protein kinase
weakly similar to sgdISO00606!
KLILAODO7348g|| Saccharomyces cerevisiaec YPL14
start by similarity
some similarities with spIP3897
Saccharomyces cerevisiae YJL1¢
g S
DLILADIS 630 HALS ser/thr protein kinase, hypoth
start
DEHAOFO41 14 similar to CA0576ICaNPR1 Canc

albicans CaNPR1, hypothetical st

DEHAOCI13211g

similar to splP22216 Saccharomy
cerevisiae YPL153c SPK1, hypothe
start

KILILAOBO7205g

some similarities with splP0598
Saccharomyces cerevisiae YKL 1¢
TPK3 cAMP-dependent protein kin
catalytic chain, hypothetical sta

some similarities with trlQ0330
Saccharomyces cerevisiae YDR46
start by similarity

weakly similar to splQ12236
Saccharomyces cerevisiae YOLI(
PKH2, start by similarity

gil22858696I1gblAAN05732.1
Kluyveromyces lactis protein kinas
start by similarity

weakly similar to trlQ96WIJ8 Blun

YALIOD26213¢ | graminis Protein kinase C-like pro
hypothetical start

similar to CA6135ICaCMKI1 Canc

g . .
DL L7 albicans CaCMK1, hypothetical s
similar to CAS074/IPF3607 Cand
DEHAOE16115 glblcans II_’F3607 putative

e serine/threonine protein kinase
hypothetical start

similar to spIP32801 Saccharomy

CAGILOM13167g|| cerevisiae YKL048c ELM1 ser/t]

specific protein kinase, hypothetical

weakly similar to sgdIS000218:

KLILAOFO1408¢g || Saccharomyces cerevisiae YDLOZ
hypothetical start

highly similar to triQOHEWO Canc

DEHAOQF25212¢ ||albicans cAMP-dependent protein k

catalytic subunit, hypothetical st

some similarities with splP0598

Saccharomyces cerevisiae YKL 1¢

TPK3 or splP06244 Saccharomy

CAGLOMO84042| . ovisiae YIL164¢ SRA3 or splPO

Saccharomyces cerevisiae YPL20

TPK2, hypothetical start

gil2181934lembICAA61235.1

KLILAOAO3806g|| Kluyveromyces lactis putative kin
start by similarity

similar to trlQ871H9 Neurospora ci

YALIOD19470g B16M17.090 Related to Ste20-li

kinase Don3, hypothetical star

similar to splP22211 Saccharomy

YALIOA10230¢g cerevisiae YNL183c NPR1 ser/t

protein kinase, start by similarit

some similarities with
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calCA1288ICaKSP1 Candida albic

CaKSP1 SERINE/THREONINF

PROTEIN KINASE by homolog
hypothetical start

trlQ9P860 Yarrowia lipolytica Wee

YALIOFO1716g || protein, mitosis inhibitor protein ki
hypothetical start

trl093955 Yarrowia lipolytica SS

protein, multicopy suppressor of S

YALIOE27632¢g || secretory defects, putative calmod

dependent ser/thr protein kinase
identified start

CAGL0109504¢

similar to splP38147 Saccharomy

cerevisiae YBR274w CHK1 regu

inhibitory Cdk phosphorylation of F
start by similarity

similar to spIP11792 Saccharomy
cerevisiae YHR205w SCH9

SLLEL serine/threonine protein kinase, sta
similarity
similar to CA2348IIPF12811 Cang
DEHAOQC17996¢g albicans, putative serine/threonis
kinase, hypothetical start
AGLOH similar to trlQ12003 Saccharomy
cerevisiae YPL236c, hypothetical
similar to splP54199 Saccharomy
KLLAOCO3828 ~ cerevisiae YDL.OZSC MESI )
serine/threonine/tyrosine protein ki
hypothetical start
2il3021329lembICAA06336.1
KLILAOF14190g |[Kluyveromyces lactis MAP kinase
kinase, start by similarity
some similarities with splQ034¢
Saccharomyces cerevisiae YHLO(
LAGLOMIIA ser/thr protein kinase of the pheror
pathway, hypothetical start
similar to splP38070 Saccharomy
g .- L
bled e cerevisiae YBRO028c, start by simil
similar to splP12688 Saccharomy
cerevisiae YKL 126w or sp/P189
CAGIOK07458g|| Saccharomyces cerevisiae YMR 1

ser/thr-specific protein kinases, sta
similarity

KILILAOD03190g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, start by similarit

DEHAOD19833¢

similar to CA58511CaKIN2 Cand
albicans CaKIN2, hypothetical st

gil28565036IgblAAO32601.1

KLILAODI14905¢g|| Kluyveromyces lactis DBF2, start
similarity
2il6967028lembICAB72435.1
KLILAOC18568g|| Kluyveromyces lactis MUP1 prot
hypothetical start
CAGLOM 135410 similar to splQ03533 Saccharomy

cerevisiae YMR291w, hypothetical

KLILAOEQ03487¢g

similar to sgdlS0002874 Saccharon
cerevisiae YDR466w, start by simil

similar to splP22204 Saccharomy

DEHAOQC08635g cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj
similar to splP40494 Saccharomy
AGL 2 cerevisiae YIL095w PRKI1, start
similarity
CAGLOK11275 similar to trlQ03785 Saccharomy

cerevisiae YDR247w, hypothetical

DEHAOEQ05753g

similar to CAO719IIPF9779.5 Can

albicans IPF9779.5 serine/threon

protein kinase 5-prime end, hypoth
start

YALIOB05588¢g

some similarities with splQ1223
Saccharomyces cerevisiae YOLI(

PKH2 related to ser/thr protein kin
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P108.1.f16.1, hypothetical star

similar to CA0577IIPF16051 Canc

DEHAOQAQ08822¢|| albicans IPF16051 unknown funct
start by similarity

similar to splP53104 Saccharomy

KLILAOCI17160g ||cerevisiae YGL180w APG1 essenti

autophagocytosis, start by similar

some similarities with splP5323
Saccharomyces cerevisiae YGROS5
hypothetical start

similar to KLLA-IPF4914.1
Kluyveromyces lactis IPF 4914.
hypothetical start

CAGILO0C03509¢g

similar to splP53739 Saccharomy

cerevisiae YNRO47w or splP253

Saccharomyces cerevisiae YCROS
KINS82, hypothetical start

similar to splP11792 Saccharomy
cerevisiae YHR205w SCH9
serine/threonine protein kinase inve
in stress response and nutrient-sen
signaling pathway, start by simila

YALIOC15444¢

similar to trlQ12706
Schizosaccharomyces pombe Prob
serine/threonine protein kinase PS
(EC 2.7.1.-), hypothetical start

weakly similar to DEHA-IPF39-

YALIOE34067¢g Debaryomyces hansenii IPF 394
hypothetical start

similar to splP27636 Saccharomy

CAGILOC05005¢g cerevisiae YAR019¢ CDC15,
hypothetical start

similar to CA2018ICaSTE11 Canc

DEHAOB04895¢ || albicans CaSTE11 ser/thr protein k

of the MEKK family, hypothetical

similar to spIP12688 Saccharomy

KLILAOBI12716g|| cerevisiae YKL126w YPKI ser/t

specific protein kinase, start by simi

similar to splQ08732 Saccharomy

( g .o L

AGLOTIIO] cerevisiae YOR267c, start by simil

Weakly similar to CAAL-CASS

YALIOE22858g || CaAKL1 serine/threonine protein k

(by homology), Hypothetical stz

KLILAOF09031g

similar to splP43565 Saccharomy

cerevisiae YFL0O33c RIM15 prot

kinase involved in expression of me
genes, hypothetical start

DEHAOE12782g

similar to splP38070 Saccharomy
cerevisiae YBRO028c, putative ribos
protein kinase

CAGIOB01925g

similar to spIP13185 Saccharomy

cerevisiae YDR122w KIN1 or splP]

Saccharomyces cerevisiae YLROS
KIN2, hypothetical start

KLILAOCO7535g

some similarities with sgdIS0005"
Saccharomyces cerevisiae YOR2¢
hypothetical start

CAGI0D02244¢g

similar to splP24719 Saccharomy
cerevisiae YOR351c MEKI ser/t
protein kinase, hypothetical sta

DEHAOC13387g

similar to trlQ08732 Saccharomy
cerevisiae YOR267C, hypothetical

| YALIOE17743¢g | no similarity, hypothetical star
similar to trlQ08732 Saccharomy

C ( 93g .- -
AL TR cerevisiae YOR267c¢, hypothetical
similar to splP13186 Saccharomy
KLILAOF19536g cerevisiae YLR096w KIN2 ser/t

protein kinase, start by similarit

CAGILOM11396¢g

similar to splP13186 Saccharomy
cerevisiae YLR096w KIN2 ser/t
protein kinase, hypothetical sta

YALIOB13178g

similar to splP32490 Saccharomy
cerevisiae YOR231w MKKI1 ser/
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protein kinase, start by similarit

DEHAOF27489g

similar to CA1288/CaKSP1 Cand

albicans CaKSP1 serine/threonir

protein kinase (by homology), star
similarity

KILILAOB02332g

similar to splP38991 Saccharomy
cerevisiae YPL209c IPL1 ser/thr pr
kinase, start by similarity

CAGI0L.07326g

similar to splP39009 Saccharomy
cerevisiae YDL101c DUNI prot
kinase, start by similarity

KLILAOF11143g

similar to splP22216 Saccharomy
cerevisiae YPL153c SPK1 ser/thr
protein kinase, start by similarit

DEHAQE14641g

similar to CA4097|CaGIN4 Cand
albicans CaGIN4 ser/thr protein ki
(by homology), hypothetical sta

similar to splQ01919 Saccharomy
cerevisiae YOR233w KIN4 ser/t
protein kinase or trlQ03002
Saccharomyces cerevisiae YPL14
start by similarity

similar to splP11792 Saccharomy
cerevisiae YHR205w SCH9
serine/threonine protein kinase inve
in stress response and nutrient-sen
signaling pathway, start by simila

KILILAOB06501g

some similarities with splP4711

Saccharomyces cerevisiae YJRO05

PTK2 involved in polyamine upt:
hypothetical start

DEHAO0C05742¢g

some similarities with splP4189
Schizosaccharomyces pombe Ce
division control protein 7 and
CA266911PF17494.3eoc Candid
albicans and CA2404ICaCDCI15 Ca
albicans, hypothetical start

similar to CA0044/IPF17347 Canc

. .
DEHAQF20878g | 1bicans IPF17347, hypothetical s
similar to splP40494 Saccharomy
cerevisiae YILO95w PRK1
KLIAOEQ8371g || serine/threonine protein kinase invc

in regulation of actin cytoskelet
organization, start by similarity

gil33386566lemblCAD87727.1

KLILAOF13552¢ || Kluyveromyces lactis protein Kin:
start by similarity
highly similar to sp/P32562
AGLOT11 Saccharomyces cerevisiae YMRO
CDCS5 involved in regulation of D
replication, hypothetical start
similar to splP38990 Saccharomy
CAGLOKO02167g|| cerevisiae YER129w Serine/threor
protein kinase, start by similarit
similar to calCA2909IIPF11424 Cax
DEHAOQF09493¢ || albicans IPF11424 unknown funct
hypothetical start
similar to splP22211 Saccharomy
AGL 2 cerevisiae YNL183c NPR1 ser/t
protein kinase, start by similarit
similar to CA1205/CaSSK2 Cand
0C09823g . .
b - albicans, hypothetical start
Similar to CAAL-CA5851 CaKI
YALIOD22770g || ser/thr protein kinase (by homology
start
highly similar to splQ00372
CAGLOMO89100 Saccharomyceg cerevisiae YDR4/
carbon catabolite derepressing ser
protein kinase, hypothetical sta
weakly similar to splP27636
Saccharomyces cerevisiae YARO
KLILA0OC04191g CDCIS5 protein kinase of the M/

kinase kinase kinase family, hypoth
start
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similar to splP22209 Saccharomy
cerevisiae YARO18c KIN3 ser/thr p
kinase, start by similarity

highly similar to splP12688
Saccharomyces cerevisiae YKL 12

AGLOR Serine/threonine-protein kinase, sta
similarity

some similarities with trlQ1210

AGIL0J04972. Saccharomyces cerevisiae YDLOZ

hypothetical start

DEHAOF10923g

highly similar to calCA2986ICaCI

Candida albicans CaCDCS5 Cell-c;

protein kinase (by homology), star
similarity

similar to trlQ12003 Saccharomy

g .- L
YALIOB04840 cerevisiae YPL236c¢, start by simil.
similar to splQ12263 Saccharomy
KLILAOCO01650g ||cerevisiac YDR507c GIN4 ser/thr p

kinase, start by similarity

some similarities with splP4189
Schizosaccharomyces pombe 7 CI

.
YALIOFO8163¢ | "R SPBC21.06C gene Cell divis
control protein, start by similari

highly similar to sp/P39009
KLILAOEO]584g || Saccharomyces cerevisiae YDL1(

DUNI protein kinase, start by simil

DEHAOQC02882¢g

similar to CA4039ICaSKS1 Cand
albicans, start by similarity

similar to splP38147 Saccharomy
cerevisiae YBR274w CHK1 regu

gll. . .
RLLAOOL inhibitory Cdk phosphorylation of F
start by similarity
highly similar to splP06245
AGL 5 Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta
similar to trlQ12706
DEHA0G16302 Schlzosaccha{'omyces pombe Prob
=R D2R2 | serine/threonine protein kinase PS
start by similarity
similar to splP38970 Saccharomy
CAGIL0I06248¢ ||cerevisiae YJL165¢ HALS ser/thr p:
kinase, start by similarity
weakly similar to trlQ00863 Nect
YALIOB08558¢ || haematococca Ranl-like protein ki
hypothetical start
similar to CA1375IIPF7158 Cand
DEHA0G05544¢ albicans IPF7158 putative
serine/threonine kinase, hypothetica
weakly similar to splQ03497
Saccharomyces cerevisiae YHLO(
0B13607g -
REE STE20 ser/thr protein kinase of t
pheromone pathway, hypothetical
some similarities with splP4704
YALIOF27159 Saccharomyges cerevisiae YJL0457C‘
probable serine/threonine-protein k
hypothetical start
similar to splQ12505 Saccharomy
cerevisiae YPL026¢ SKS1 suppre
CAGIL0I05390¢g kinase of SNF3 or trlQ03785
Saccharomyces cerevisiae YDR24
start by similarity
similar to triQ9HF33 Arthrobotr
YALIOE31361g || dactyloides Calmodulin-binding pr
kinase, hypothetical start
similar to splP32328 Saccharomy
cerevisiae YPR111w DBF20 cell
protein kinase P108.1.f3.6 or splP2
g o
R Saccharomyces cerevisiae YGROS
DBF?2 ser/thr protein kinase
P108.1.f16.1, hypothetical star
DEHAOCI6181 similar to CA1447ICaNRK1 Canc

albicans, hypothetical start

|f‘Af1T N NA2NT ~

| similar to splP53233 Saccharomy
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| cerevisiae YGR052w, hypothetical

KLILAOA06820g

some similarities with splP3897

Saccharomyces cerevisiae YJL16

HALS ser/thr protein kinase, hypoth
start

KLILAOC00979g

similar to sp/lP08458 Saccharomy
cerevisiae YDR523c SPS1 ser/thr p:
kinase, hypothetical start

YALIODO02101g

similar to spl094168 Candida tropi
Carbon catabolite derepressing prc
kinase (EC 2.7.1.-), hypothetical ¢

YALIOC08305¢g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta

some similarities with sgdIS0002¢

KLLAODI2100g|| Saccharomyces cerevisiae YDR24
hypothetical start
highly similar to sp/P53599
CAGILOMI10791g|| Saccharomyces cerevisiae YNRO:

SSK2 MAP kinase, no start, frame

similar to trlQ876Z5 Neurospora ci

YALIOA05247¢g || OS-4 Putative SSK22 like MAPI
kinase, hypothetical start

similar to splP24719 Saccharomy

DEHAOF24684g cerevisiae YOR351c MEK1 ser/1
protein kinase

similar to spIP23561 Saccharomy

cerevisiae YLR362w STE11 ser/

fo el protein kinase of the MEKK family

by similarity

similar to splP38691 Saccharomy

CAGILOF03311g cerevisiae YHR082c KSP1 ser/t

protein kinase, start by similarit

some similarities with sgdIS0002!

KLILA0C0393 Saccharomyces cerevisiae YDLOZ

hypothetical start

CAGLOMO08360¢g

some similarities with spIP3897
Saccharomyces cerevisiae YJL1¢
ser/thr protein kinase, hypothetical

similar to wilNCUO00108.1 Neuros,

YALIOE34375¢g ||crassa NCU00108.1 hypothetical pr
(93222 - 91750), hypothetical st
weakly similar to splP32944
Saccharomyces cerevisiae YJL1§
9g P
holiem o SWEI1 ser/tyr dual-specifity prot
kinase, start by similarity
similar to trlQ8TFN2 Pichia angu
YALIOD25388g Serine-threonine kinase Pdd7p
hypothetical start
some similarities with spIP3899
Saccharomyces cerevisiae YPL2(
Sl IPL1 ser/thr protein kinase, hypothe
start
similar to splP22211 Saccharomy
YALIOB0O0880g cerevisiae YNL183c NPR1 ser/t
protein kinase, hypothetical sta
some similarities with splP3899
Saccharomyces cerevisiae YER12
YALIODO8822¢g PAK1 DNA polymerase alpha
suppressing protein kinase, hypothe
start
similar to CA4770IIPF9382.3 Can
0G 0g . .
St albicans IPF9382.3, hypothetical
similar to splP53599 Saccharomy
cerevisiae YNRO31c SSK2 MAP k
KLILAOCO08525g|| kinase kinase of the high osmolar
signal transduction pathway, start
similarity
similar to splP24583 Saccharomy
YALIOFQ9746¢g cerevisiae YBL105¢ PKC1 ser/t
protein kinase, start by similarit
DEHAODO7601 similar to Candida albicans CA42

start by similarity
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similar to splQ12236 Saccharomy
cerevisiae YOL100w PKH2, start
similarity

highly similar to CA5299/IPF21
Candida albicans IPF2190, start
similarity

DEHAOF2699%4g

similar to CA0206/IPF14089 Canc
albicans IPF14089 putative
serine/threonine protein kinase
hypothetical start

CAGLOMO09361¢g

highly similar to splP24583
Saccharomyces cerevisiae YBL1(
PKC1 ser/thr protein kinase, start
similarity

similar to spIP12688 Saccharomy
cerevisiae YKL126w YPK1 ser/t
specific protein kinase, hypothetical

similar to splQ12263 Saccharomy
cerevisiae YDR507¢ GIN4, start
similarity

DEHA0C09130g

similar to splP38147 Saccharomy
cerevisiae YBR274w CHK1,
hypothetical start

CAGLOMO02299¢

similar to trlQ12152 Saccharomy
cerevisiae YPL150w, start by simil

CAGIOB04301g

similar to sp/lP38070 Saccharomy
cerevisiae YBR028c, start by simil

similar to splP53974 Saccharomy
cerevisiae YNL0O20c ARK1 or splP-

AGL - Saccharomyces cerevisiae YIL09
PRK1, start by similarity
similar to CA4864/IPF4087 Cand
0D13706g - .
St albicans IPF4087, hypothetical st
some similarities with splP3899
Saccharomyces cerevisiae YER12
KLLA0OD09328g PAK1 DNA polymerase alpha
suppressing protein kinase, hypothe
start
some similarities with splP5373
DEHAOBI3519 Saccharomyces cerevisiae YNROA

related to ser/thr protein kinase:
hypothetical start

CAGLOMO02519¢

highly similar to trlQ03002
Saccharomyces cerevisiae YPL141
splQ01919 Saccharomyces cerevi
YOR233w KIN4, hypothetical st

similar to splQ12236 Saccharomy

CAGILO0G04609g cerevisiaec YOL100w PKH2,
hypothetical start
similar to splP22517 Saccharomy
KLLAOE23155 cerevisiae YOLO16¢c CMK2

Ca2+/calmodulin-dependent ser/
protein kinase, type II, start by simi

(YBRO97W)

splP22219
Saccharomyces

cerevisiae YBRO97w

VPS15 ser/thr
protein kinase
singleton

viable

0.7

Ess

Ess

0.3

0.1

sckdy

1111

DEHAOQF16742¢g

weakly similar to splP22219
Saccharomyces cerevisiae YBROS
VPS15 ser/thr protein kinase single
hypothetical start

similar to splP22219 Saccharomy

CAGIOHO08437¢g|| cerevisiae YBRO97w VPS15, star
GIL.R.2300 similarity
Y ALIOE33781 similar to trlQ9UVG6 Pichia past

VPS15 protein, hypothetical sta

KIILAOB11924g

similar to splP22219 Saccharomy

cerevisiae YBR0O97w VPS15 ser/

protein kinase singleton, start b
similarity

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

similar to sgdIS0006071 Saccharon

9¢ . . e
KLLAQFL13) cerevisiae YPL150w, start by simil
similar to splP25333 Saccharomy
CAGLOLO7810 cerevisiae YCR0O08w SAT4
serine/threonine-specific protein ki
start by similarity
CAGLOK11550 similar to splP28708 Saccharomy

cerevisiae YKL116c, hypothetical
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weakly similar to SPIP38691
Saccharomyces cerevisiae YHRO:

OF11385g S
ALkl KSP1 ser/thr protein kinase and DEF
IPF5974.1, start by similarity
similar to splQ03533 Saccharomy
D cerevisiae YMR291w, start by simi
similar to splP38691 Saccharomy
KLILAOE17127¢g cerevisiae YHRO082c KSP1 ser/t
protein kinase, start by similarit
similar to spIP18961 Saccharomy
YALIOC04158¢g cerevisiae Serine/threonine-prote
kinase YPK2/YKR?2, hypothetical
similar to splP24719 Saccharomy
DEHAOF24676g cerevisiae YOR351c MEK1 ser/1

protein kinase

DEHA0G14817 similar to CA2643ICaHSL1 Cand

albicans CaHSL1, hypothetical st

DEHAOC18150g

similar to splP40494 Saccharomy
cerevisiae YILO95w PRK1
serine/threonine protein kinase, sta
similarity

CAGIOK10604g

similar to splP27466 Saccharomy
cerevisiae YFRO14c CMK1

Ca2+/calmodulin-dependent ser/

protein kinase type I, hypothetical

DEHAOCO08591g

similar to splP22204 Saccharomy
cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj

YALIOF13629¢g

some similarities with spIP2356
Saccharomyces cerevisiae YLR3¢
STE11 ser/thr protein kinase of t
MEKK family, hypothetical sta

KLILAOC06138g

similar to splP32562 Saccharomy

cerevisiae YMROO1¢c CDCS5 involv

regulation of DNA replication, stai
similarity

some similarities with wilNCU009

YALIOF16159¢g Neurospora crassa NCU00914.
hypothetical protein, hypothetical
similar to splP34244 Saccharomy
AGLOKO08514¢g|| cerevisiae YKL 101w serine/threon
protein kinase, hypothetical sta
similar to calCA18811CaRCK2 Car
albicans CaRCK?2 Ca/calmoduli;
g S
DEVARE Y dependent ser/thr protein kinase
homology), hypothetical start
some similarities with sp/P3280
KLLAOF26983 Saccharomyces cerevisiae YKLO-

ELM1 ser/thr-specific protein kin:
hypothetical start

DEHAOC11484¢g

similar to splP22211 Saccharomy

cerevisiae YNL183c NPRI1 or trlQ1

Saccharomyces cerevisiae YDLOZ
hypothetical start

similar to splO14019
Schizosaccharomyces pombe Prob

YALIOC00891¢g . . R
serine/threonine-protein kinasc
C29A4.16 (EC 2.7.1.-), hypothetica
similar to splP24719 Saccharomy
KLIAOF23507g cerevisiae YOR351c MEKI ser/t
protein kinase, start by similarit
similar to splP32361 Saccharomy
CAGILOF03245g || cerevisiae YHR079¢ IRE1, hypothe
start
some similarities with spIP3808
Saccharomyces cerevisiae YBRO:
( 990g . . .
AULDR L) AKLI1 Ark-family Kinase-Like prc
hypothetical start
similar to CA19711CaPKH2 Cand
DEHA0G10417¢g albicans CaPKH2 Ser/Thr protei
kinase(by homology), hypothetical
weakly similar to trlQ9Y898 Emeri
YALIOB17556¢ || nidulans Calcium/calmodulin deper

protein kinase C, hypothetical st:
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highly similar to sp/P22204
Saccharomyces cerevisiae YGROS
DBF2 ser/thrprotein kinase or splP:
Saccharomyces cerevisiae YPR11

DBF20, hypothetical start

YALIOF27093g

weakly similar to DEHA-IPF372
Debaryomyces hansenii, hypothet
start

DEHAO0C14091g

similar to spIP37292 Saccharomy
cerevisiae YBR263w SHM1,
hypothetical start

DEHAOC18601g

similar to CA4433/CaBCK1 Canc
albicans, hypothetical start

KLILAOC04213g

similar to splP22209 Saccharomy
cerevisiae YARO18c KIN3 ser/thr p
kinase, hypothetical start

YALIOA04697g

similar to splO42626 Neurospora ci

Serine/threonine-protein kinase ni

(Nonrepressible conidiation proteil
hypothetical start

similar to spIP32562 Saccharomy
cerevisiae Cell cycle protein kine

YALIOD26015¢
ol in CDC5/MSD2 (EC 2.7.1.-), hypothe
start
highly similar to sCA3870ICaYP
DEHA0G1483 Candida albicans CaYPKI1, start
similarity
similar to sp/lP28708 Saccharomy
KLLAQCI4278g | o ovisiae YKL116¢, hypothetical
similar to trlCAD79666 Neurosp
crassa B1D14.230 Related to
YALIOE13750g serine/threonine-protein kinase a
DEHA-IPF6149.1 Debaryomyc
hansenii, no start
highly similar to sp/P22204
Saccharomyces cerevisiae YGROS
DBF2 ser/thrprotein kinase relate
CAGILOB04147¢g|| DBF20P or splP32328 Saccharom;
cerevisiae YPR111w DBF20 cell c
protein kinase related to DBF2I
hypothetical start
similar to calCA1299ICaPTK2 Car
DEHAOF] 34 a1b1<.:an§ CaPTKZ serine /threoni
DEHAOF13497¢ protein kinase involved in polyarm
uptake (by homology), hypothetical
similar to CA4865IIPF4085 Cand
0D13684g . L
Sebull el albicans IPF4085, start by simila:
similar to splP53104 Saccharomy
CAGILO0L.06006g ||cerevisiae YGL180w APG1 essenti
autophagocytosis, hypothetical st
similar to splP38991 Saccharomy
CAGILOE05720g || cerevisiae YPL209¢ IPL1 ser/thr pr
kinase, start by similarity
some similarities with spIP3808
Saccharomyces cerevisiae YBRO!
BLLAGL sh ! AKL1 Ark-family Kinase-Like prc
hypothetical start
similar to trlQ12152 Saccharomy
0E24563¢ o -
Aol cerevisiae YPL150w, hypothetical
similar to calCA5226ICaRIM15 Ca
albicans CaRIM15 Protein kina:
0F24013g . -
SR involved in the RIM pathway (t
homology), hypothetical start
some similarities with splP2220
Saccharomyces cerevisiae YARO
( g S
AL KIN3 ser/thr protein kinase, hypoth
start
some similarities with trlQ1210
CAGIOKO01661g|| Saccharomyces cerevisiae YDLOZ
hypothetical start
highly similar to CA3361ICaSN]
DEHAOQE]5741 Candida albicans CaSNF1

serine/threonine protein kinase
hypothetical start
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highly similar to sp/P22216
Saccharomyces cerevisiae YPL1S

CAGLOMO2233¢ SPK1 ser/thr/tyr protein kinase
hypothetical start
similar to splP22517 Saccharomy
CAGLOF0474] cerevisiae YOLO16c CMK?2

Ca2+/calmodulin-dependent ser/
protein kinase, type II, hypothetical

weakly similar to splP34244
Saccharomyces cerevisiae YKLI(

YALIOE06523 HSLL1 ser/thr protein kinase, coup
septin ring assembly to cell cyc!
progression, hypothetical start
some similarities with splP2533
Saccharomyces cerevisiae YCRO(
0E11979¢ . - o
fodhd SAT4 serine/threonine-specific pr
kinase, hypothetical start
similar to splP22211 Saccharomy
AGLOJ113 cerevisiae YNL183c NPR1 ser/t
protein kinase, hypothetical sta
similar to splP25333 Saccharomy
DEHA0G11638 cerevisiae YCRO08w SAT4
g . . o o
serine/threonine-specific protein ki
hypothetical start
similar to splP38080 Saccharomy
CAGIOH10208g|| cerevisiae YBR059c AKL1 Ark-fa
Kinase-Like protein, hypothetical
similar to spIP23561 Saccharomy
AGLOB0? cerevisiae YLR362w STE11 ser/
CAGLOBO2739¢ protein kinase of the MEKK fam
hypothetical start
weakly similar to trlQ9C2ES8 Neuro
YALIODO7150g || crassa Conserved hypothetical pro
start by similarity
highly similar to calCA2265ICaC\
Candida albicans CaCMK?2 Ca
DEHAOF10197¢g|| /calmodulin-dependent ser/thr pro
kinase, type II (by homology),
hypothetical start
similar to splP06245 Saccharomy
DEHAOB12628 cerevisiae YPL203W TPK2 cAM
s dependent protein kinase 2, cataly
chain, start by similarity
similar to CA2193IIPF14273 Can
DEHAOQOE13574¢g albicans IPF14273 Probable ser/
protein kinase
weakly similar to sgdISO00606
KLILAODQ7348g || Saccharomyces cerevisiae YPL14
start by similarity
some similarities with splP3897
Saccharomyces cerevisiae YJL16
0B12650g -
b HALS ser/thr protein kinase, hypoth
start
similar to CA0576/CaNPR1 Canc
OFOQ g . .
st 1o albicans CaNPRI1, hypothetical st
similar to splP22216 Saccharomy
DEHAOQC13211g|| cerevisiae YPL153¢c SPK1, hypothe
start
some similarities with splP0598
Saccharomyces cerevisiae YKL 1¢
KLLAOBO7205g R
bt TPK3 cAMP-dependent protein kin
catalytic chain, hypothetical sta
some similarities with trlQ0330
CAGLOK06479¢g|| Saccharomyces cerevisiae YDR46
start by similarity
weakly similar to splQ12236
KLLAOCI124 Saccharomyces cerevisiae YOLI(
PKH2, start by similarity
gil228586961gblAAN05732.1
KLILAOEQ06413g || Kluyveromyces lactis protein kina:

start by similarity

YALIOD26213g

weakly similar to trlQ96WIJ8 Blun
graminis Protein kinase C-like pro
hypothetical start
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similar to CA6135ICaCMKI1 Canc

g . .
DL L7 albicans CaCMK1, hypothetical s
similar to CAS074/IPF3607 Cand
DEHAOE16115 glblcans II_’F3607 putative
e serine/threonine protein kinase
hypothetical start
similar to spIP32801 Saccharomy
CAGILOM13167g|| cerevisiae YKL048c ELM1 ser/t

specific protein kinase, hypothetical

weakly similar to sgdIS000218:
Saccharomyces cerevisiae YDLOZ
hypothetical start

highly similar to triQOHEWO Canc
albicans cAMP-dependent protein k
catalytic subunit, hypothetical st

CAGIOMO08404¢g

some similarities with splP0598

Saccharomyces cerevisiae YKL 1¢

TPK3 or splP06244 Saccharomys

cerevisiae YJL164c SRA3 or splPO

Saccharomyces cerevisiae YPL20
TPK2, hypothetical start

KLILAOA03806g

gil2181934lembICAA61235.1
Kluyveromyces lactis putative kin
start by similarity

YALIOD19470g

similar to trlQ871H9 Neurospora ci
B16M17.090 Related to Ste20-1i
kinase Don3, hypothetical star

YALIOA10230g

similar to splP22211 Saccharomy
cerevisiae YNL183c NPR1 ser/t
protein kinase, start by similarit

some similarities with
calCA1288ICaKSP1 Candida albic
CaKSP1 SERINE/THREONINF
PROTEIN KINASE by homolog
hypothetical start

YALIOFO1716g

trlQ9P860 Yarrowia lipolytica Wee
protein, mitosis inhibitor protein ki
hypothetical start

trl093955 Yarrowia lipolytica SS

protein, multicopy suppressor of S

secretory defects, putative calmod

dependent ser/thr protein kinase
identified start

CAGL0109504¢

similar to splP38147 Saccharomy

cerevisiae YBR274w CHK1 regu

inhibitory Cdk phosphorylation of F
start by similarity

similar to splP11792 Saccharomy
cerevisiae YHR205w SCH9

Al serine/threonine protein kinase, sta
similarity
similar to CA2348IIPF12811 Cang
DEHAOQC17996¢g albicans, putative serine/threonis
kinase, hypothetical start
AGLOH similar to trlQ12003 Saccharomy
cerevisiae YPL236c, hypothetical
similar to splP54199 Saccharomy
KLLAOCO3828 _ cerevisiae YDL.OZSC MESI )
serine/threonine/tyrosine protein ki
hypothetical start
2il3021329lembICAA06336.1
KLILAOF14190g |[Kluyveromyces lactis MAP kinase
kinase, start by similarity
some similarities with splQ034¢
Saccharomyces cerevisiae YHLO(
LAGLOMIIA ser/thr protein kinase of the pheror
pathway, hypothetical start
similar to splP38070 Saccharomy
g .- .
bled e cerevisiae YBRO028c, start by simil
similar to splP12688 Saccharomy
cerevisiae YKL 126w or sp/P189
CAGIOKO07458g|| Saccharomyces cerevisiae YMR 1

ser/thr-specific protein kinases, sta
similarity
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I.-

spIP39009
Saccharomyces

cerevisiae YDL101c
DUNI protein kinase

P108.1.f5.1

Exhibits
sensitivity
at 5
generations
when grown
in 10 uM
nystatin.

NA

NA

NA

NA

NA

sckdy

5758
49 54
42

GLC.2

KLILAODO03190g
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highly similar to splP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, start by similarit

similar to CA58511CaKIN2 Cand

0D19833¢g - .
Al albicans CaKIN2, hypothetical st
2il285650361gblAA032601.1
KLLAODI4905¢g|| Kluyveromyces lactis DBF2, start
similarity
2il6967028lemblCAB72435.1
KLILAOCI18568¢g|| Kluyveromyces lactis MUPI prot
hypothetical start
CAGLOMI3541 0 similar to splQ03533 Saccharomy

cerevisiae YMR291w, hypothetical

KLILAOEQ3487¢g

similar to sgdIS0002874 Saccharon
cerevisiae YDR466w, start by simil

similar to splP22204 Saccharomy

DEHAO0C08635g cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj
similar to splP40494 Saccharomy
CAGILO0G02607g|| cerevisiae YILO95Sw PRKI1, start
similarity
CAGLOK11275 similar to trlQ03785 Saccharomy

cerevisiae YDR247w, hypothetical

DEHAOQE05753g

similar to CA0719IIPF9779.5 Can

albicans IPF9779.5 serine/threon

protein kinase 5-prime end, hypoth
start

some similarities with splQ1223
Saccharomyces cerevisiae YOLI(

ALl PKH2 related to ser/thr protein kin

P108.1.f16.1, hypothetical star

similar to CA0577IIPF16051 Canc

DEHAOQA08822¢g|| albicans IPF16051 unknown funct
start by similarity

similar to sp/lP53104 Saccharomy

KLLAOCI171 cerevisiae YGL180w APGI essenti

autophagocytosis, start by similar

some similarities with splP5323

KLILAOAQ02717g|| Saccharomyces cerevisiae YGRO5
hypothetical start

similar to KLLA-IPF4914.1

YALIOC21758¢g Kluyveromyces lactis IPF 4914.
hypothetical start

similar to splP53739 Saccharomy

cerevisiae YNRO47w or splP253

( ( 9g ..
ALLIAN Saccharomyces cerevisiae YCROS
KIN82, hypothetical start
similar to splP11792 Saccharomy
cerevisiae YHR205w SCH9

KLIAOB03586g || serine/threonine protein kinase invc

in stress response and nutrient-sen

signaling pathway, start by simila

similar to trlQ12706

YALIOC15444 Sch;zosacchar.omyces pombe Prob

serine/threonine protein kinase PS

(EC 2.7.1.-), hypothetical start

weakly similar to DEHA-IPF39-

YALIOE34067g Debaryomyces hansenii IPF 394
hypothetical start

similar to splP27636 Saccharomy

CAGILO0C05005g cerevisiae YAR019¢c CDCI15,
hypothetical start

similar to CA2018ICaSTE11 Canc

DEHAOQB04895¢ || albicans CaSTE11 ser/thr protein k

of the MEKK family, hypothetical

similar to splP12688 Saccharomy

KLILAOB12716g|| cerevisiae YKL126w YPK1 ser/t

specific protein kinase, start by simi

AGLOF similar to splQ08732 Saccharomy

cerevisiae YOR267c, start by simil

Weakly similar to CAAL-CAS5

YALIOE22858g || CaAKL1 serine/threonine protein k

(by homology), Hypothetical sta
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KLILAOF09031g

similar to splP43565 Saccharomy

cerevisiae YFL033c RIM15 prot

kinase involved in expression of me
genes, hypothetical start

DEHAOE12782g

similar to splP38070 Saccharomy
cerevisiae YBR028c, putative ribos
protein kinase

CAGIOB01925g

similar to spIP13185 Saccharomy

cerevisiae YDR122w KIN1 or splP]

Saccharomyces cerevisiae YLROS
KIN2, hypothetical start

KLILAOCO7535g

some similarities with sgdIS0005"
Saccharomyces cerevisiae YOR2¢
hypothetical start

CAGI0D02244¢g

similar to splP24719 Saccharomy
cerevisiae YOR351c MEKI ser/t
protein kinase, hypothetical sta

DEHAOC13387g

similar to trlQ08732 Saccharomy
cerevisiae YOR267C, hypothetical

| YALIOE17743¢g | no similarity, hypothetical star
similar to trlQ08732 Saccharomy

C ( 93g .- -
AL TR cerevisiae YOR267c¢, hypothetical
similar to splP13186 Saccharomy
KLILAOF19536g cerevisiae YLR096w KIN2 ser/t

protein kinase, start by similarit

CAGILOM11396¢g

similar to splP13186 Saccharomy
cerevisiae YLR096w KIN2 ser/t
protein kinase, hypothetical sta

YALIOB13178g

similar to splP32490 Saccharomy
cerevisiae YOR231w MKKI1 ser/
protein kinase, start by similarit

DEHAOQF27489g

similar to CA1288ICaKSP1 Cand

albicans CaKSP1 serine/threonin

protein kinase (by homology), star
similarity

similar to splP38991 Saccharomy
cerevisiae YPL209c IPL1 ser/thr pr
kinase, start by similarity

similar to splP39009 Saccharomy
cerevisiae YDL101c DUNI prot
kinase, start by similarity

similar to splP22216 Saccharomy
cerevisiae YPL153c SPK1 ser/thr
protein kinase, start by similarit

similar to CA4097ICaGIN4 Cand
albicans CaGIN4 ser/thr protein ki
(by homology), hypothetical sta

AGIL0JO3872

similar to splQ01919 Saccharomy
cerevisiae YOR233w KIN4 ser/t
protein kinase or trlQ03002
Saccharomyces cerevisiae YPL14
start by similarity

YALIOD14542¢g

similar to splP11792 Saccharomy
cerevisiae YHR205w SCH9
serine/threonine protein kinase inve
in stress response and nutrient-sen
signaling pathway, start by simila

some similarities with splP4711

Saccharomyces cerevisiae YJR05

PTK?2 involved in polyamine uptz
hypothetical start

KLILAOBO6501g
DEHA! 42

some similarities with splP4189
Schizosaccharomyces pombe Ce
division control protein 7 and
CA2669IIPF17494.3eoc Candid
albicans and CA2404ICaCDC15 Ca
albicans, hypothetical start

similar to CA0044/TPF17347 Cang

. .
DEHAOF20878g | 1hicans IPF17347, hypothetical s
similar to splP40494 Saccharomy
cerevisiae YILO95w PRK1
KLIAOEO8371g || serine/threonine protein kinase inve

in regulation of actin cytoskelet
organization, start by similarity
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gil33386566lemblCAD87727.1

KLILAOF13552¢ || Kluyveromyces lactis protein Kin:
start by similarity
highly similar to splP32562
AGLOT11 Saccharomyces cerevisiae YMRO
CDCS5 involved in regulation of D
replication, hypothetical start
similar to splP38990 Saccharomy
CAGLOKO02167g|| cerevisiae YER129w Serine/threor
protein kinase, start by similarit
similar to calCA2909IIPF11424 Cax
DEHAOQF09493¢ || albicans IPF11424 unknown funct
hypothetical start
similar to splP22211 Saccharomy
AGL 2 cerevisiae YNL183c NPR1 ser/t
protein kinase, start by similarit
similar to CA1205/CaSSK2 Cand
DEHAQC09823¢ . .
b - albicans, hypothetical start
Similar to CAAL-CA5851 CaKI
YALIOD22770g || ser/thr protein kinase (by homology
start
highly similar to splQ00372
CAGLOMO89100 Saccharomyceg cerevisiae YDR4/
carbon catabolite derepressing ser
protein kinase, hypothetical sta
weakly similar to splP27636
Saccharomyces cerevisiae YARO
KLILA0OC04191g CDCIS5 protein kinase of the M/
kinase kinase kinase family, hypoth
start
similar to splP22209 Saccharomy
DEHAOB16071¢ |[cerevisiae YARO18c KIN3 ser/thr p
kinase, start by similarity
highly similar to sp/lP12688
CAGLOK03399 Sgccharomy.ces cerevisiae YKLI1Z
Serine/threonine-protein kinase, sta
similarity
some similarities with trlQ1210
CAGIL0J04972¢ | Saccharomyces cerevisiae YDLOZ
hypothetical start
highly similar to calCA2986ICaCl
DEHAOF1092 Cand.1da .a1b1cans CaCDCS5 Cell-c:
DEHAQF10923¢ protein kinase (by homology), star
similarity
similar to trlQ12003 Saccharomy
0B04840¢g .. P
LALIDBOIN] cerevisiae YPL236c, start by simil
similar to splQ12263 Saccharomy
KLILAOC01650g |[cerevisiae YDR507¢c GIN4 ser/thr p
kinase, start by similarity
some similarities with splP4189
Schizosaccharomyces pombe 7 CI
YALIOFO8165¢ .
s OR SPBC21.06C gene Cell divis
control protein, start by similarif
highly similar to sp/P39009
KLILAQEQ1584g || Saccharomyces cerevisiae YDLI(
DUNI protein kinase, start by simil
DEHA0C02882 similar to CA4039ICaS.KS~ 1 (;and
albicans, start by similarity
similar to splP38147 Saccharomy
KLLAQF01276 cerevisiae YBR274w CHKI1 regu

inhibitory Cdk phosphorylation of [
start by similarity

CAGL0G09020g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta

similar to trlQ12706
Schizosaccharomyces pombe Prob

Sl serine/threonine protein kinase PS
start by similarity

similar to splP38970 Saccharomy

CAGI0I06248g ||cerevisiae YJL165¢ HALS ser/thr p

kinase, start by similarity

weakly similar to trlQ00863 Nect
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YALIOB08558¢g || haematococca Ranl-like protein ki
hypothetical start

similar to CA1375IIPF7158 Cand

DEHA 44 albicans IPF7158 putative

serine/threonine kinase, hypothetica

weakly similar to splQ03497

Saccharomyces cerevisiae YHLO(

g -

RLLAGBI RG0! STE20 ser/thr protein kinase of t

pheromone pathway, hypothetical

some similarities with splP4704

Saccharomyces cerevisiae YJL057¢

0F27159g : . o

Aalibl probable serine/threonine-protein k
hypothetical start

similar to splQ12505 Saccharomy

cerevisiae YPL026c SKS1 suppre

CAGIO0I05390g kinase of SNF3 or trlQ03785

Saccharomyces cerevisiae YDR24
start by similarity

YALIOE31361g

similar to triQ9HF33 Arthrobotr
dactyloides Calmodulin-binding pr
kinase, hypothetical start

YALIOB14201g

similar to splP32328 Saccharomy
cerevisiae YPR111w DBF20 cell
protein kinase P108.1.£3.6 or splP2
Saccharomyces cerevisiae YGROS
DBEF2 ser/thr protein kinase
P108.1.f16.1, hypothetical star

DEHAOC16181g

similar to CA1447ICaNRK]1 Canc
albicans, hypothetical start

CAGIOK04301g

similar to splP53233 Saccharomy
cerevisiae YGR052w, hypothetical

KLILAOA06820g

some similarities with splP3897

Saccharomyces cerevisiae YJL16

HALS ser/thr protein kinase, hypoth
start

KLILAOC00979g

similar to sp/lP08458 Saccharomy
cerevisiae YDR523c SPS1 ser/thr p:
kinase, hypothetical start

YALIODO02101g

similar to spl094168 Candida tropi
Carbon catabolite derepressing prc
kinase (EC 2.7.1.-), hypothetical ¢

YALIOC08305¢g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta

some similarities with sgdIS0002¢

KLLAODI2100g|| Saccharomyces cerevisiae YDR24
hypothetical start
highly similar to sp/P53599
CAGILOMI10791g|| Saccharomyces cerevisiae YNRO:

SSK2 MAP kinase, no start, frame

similar to trlQ876Z5 Neurospora ci

YALIOA05247¢g || OS-4 Putative SSK22 like MAPI
kinase, hypothetical start
similar to splP24719 Saccharomy
DEHAOF24684g cerevisiae YOR351c MEK1 ser/1
protein kinase
similar to spIP23561 Saccharomy
cerevisiae YLR362w STE11 ser/
OBI13112g s -
fo el protein kinase of the MEKK family
by similarity
similar to splP38691 Saccharomy
CAGILOF03311g cerevisiae YHR082c KSP1 ser/t
protein kinase, start by similarit
some similarities with sgdIS0002!
KLILA0C0393 Saccharomyces cerevisiae YDLOZ

hypothetical start

CAGLOMO08360¢g

some similarities with spIP3897
Saccharomyces cerevisiae YJL1¢
ser/thr protein kinase, hypothetical

YALIOE34375¢g

similar to wilNCUO00108.1 Neuros,
crassa NCU00108.1 hypothetical pr
(93222 - 91750), hypothetical st

weakly similar to splP32944
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Saccharomyces cerevisiae YJL1§

9g P
RLLAGEBIES, SWEI1 ser/tyr dual-specifity prot
kinase, start by similarity
similar to trlQ8TFN2 Pichia angu
YALIOD25388¢ Serine-threonine kinase Pdd7p
hypothetical start
some similarities with splP3899
DEHA0C0484 Saccharomyces cerevisiae YPL2(

IPL1 ser/thr protein kinase, hypothe
start

similar to splP22211 Saccharomy

YALIOB0O0880g cerevisiae YNL183c NPR1 ser/t
protein kinase, hypothetical sta
some similarities with splP3899

Saccharomyces cerevisiae YER12

YALIODO08822¢g PAK1 DNA polymerase alpha
suppressing protein kinase, hypothe

start
similar to CA4770IIPF9382.3 Can
0G 0g . .

St albicans IPF9382.3, hypothetical
similar to splP53599 Saccharomy

cerevisiae YNRO31c SSK2 MAP k

KLIAOCO08525g|| kinase kinase of the high osmolar
signal transduction pathway, start

similarity

similar to splP24583 Saccharomy

YALIOFQ9746¢g cerevisiae YBL105¢ PKC1 ser/t
protein kinase, start by similarit

DEHAODO7601 similar to Candida _alplca_ns CA42

—eRAn Rl start by similarity

similar to splQ12236 Saccharomy
AGLOI 13 cerevisiae YOL100w PKH2, start

similarity

DEHAOD11242¢g

highly similar to CA5299IIPF21'
Candida albicans IPF2190, start
similarity

DEHAOQF2699%4g

similar to CA0206/IPF14089 Canc
albicans IPF14089 putative
serine/threonine protein kinase
hypothetical start

highly similar to splP24583
Saccharomyces cerevisiae YBLI1(

LAGLOMOJ30] ¢ PKCI ser/thr protein kinase, start
similarity

similar to splP12688 Saccharomy

YALIOE06501¢g cerevisiae YKL126w YPK1 ser/t

specific protein kinase, hypothetical

similar to splQ12263 Saccharomy

AGILOK cerevisiae YDR507¢ GIN4, start
similarity

similar to splP38147 Saccharomy

DEHA! 13 cerevisiae YBR274w CHK1,

hypothetical start
similar to trlQ12152 Saccharomy
CAGLOMO2299g | . revisiae YPL150w, start by simil
similar to splP38070 Saccharomy
( g L L
AGLOBO 1301 cerevisiae YBRO028c, start by simil
similar to splP53974 Saccharomy
cerevisiae YNL020c ARK1 or splP-
( g -
AGLOJOIES Saccharomyces cerevisiae YIL0O9
PRK1, start by similarity
similar to CA4864/IPF4087 Cand
g . .
DEHADL3 06 albicans IPF4087, hypothetical st
some similarities with spIP3899
Saccharomyces cerevisiae YER12
KLILAODQ9328g PAK1 DNA polymerase alpha
suppressing protein kinase, hypothe
start

some similarities with spIP5373
DEHAOBI13519 Saccharomyces cerevisiae YNROA

related to ser/thr protein kinase:
hypothetical start

AT AONNNR 10O~

highly similar to trlQ03002
Saccharomyces cerevisiae YPL141
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splQ01919 Saccharomyces cerevi:
YOR233w KIN4, hypothetical st

similar to splQ12236 Saccharomy

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

AGL 4. cerevisiae YOL100w PKH2,
hypothetical start
similar to splP22517 Saccharomy
cerevisiae YOLO16c CMK?2

RLLADESO1D08 ;

RLLAGEZAS Ca2+/calmodulin-dependent ser/
protein kinase, type II, start by simi
similar to sgdIS0006071 Saccharon

9g .. e

KLLAQFL13) cerevisiae YPL150w, start by simil

similar to splP25333 Saccharomy

CAGLOLO7810 cerevisiae YCRO08w SAT4
serine/threonine-specific protein ki

start by similarity
similar to splP28708 Saccharomy

( g .o .

AULDR LA cerevisiae YKL116c, hypothetical
weakly similar to SPIP38691

Y ALIOF11385 Saccharomyces cerevisiae YHRO:

XALIOELIo00g

KSP1 ser/thr protein kinase and DE
IPF5974.1, start by similarity

KILILAOA09713g

similar to splQ03533 Saccharomy
cerevisiae YMR291w, start by simi

KLILAOEI7127¢g

similar to splP38691 Saccharomy
cerevisiae YHR082c KSP1 ser/t
protein kinase, start by similarit

YALIOCO041

similar to splP18961 Saccharomy
cerevisiae Serine/threonine-prote
kinase YPK2/YKR?2, hypothetical

similar to splP24719 Saccharomy

DEHAOQF24676g cerevisiae YOR351c MEKI ser/t
protein kinase
similar to CA2643ICaHSL1 Cand
Sl albicans CaHSL1, hypothetical st
similar to splP40494 Saccharomy
DEHAOCIR] cerevisiae YILO95Sw PRK1

serine/threonine protein kinase, sta
similarity

CAGLOK10604g

similar to splP27466 Saccharomy
cerevisiae YFRO14c CMK1

Ca2+/calmodulin-dependent ser/

protein kinase type I, hypothetical

similar to splP22204 Saccharomy

DEHA0C08591g cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj
some similarities with splP2356

YALIOF13629 Saccharomyces cerevisiae YLR3€

STE11 ser/thr protein kinase of t
MEKK family, hypothetical sta

KILILAOCO6138g

similar to splP32562 Saccharomy

cerevisiae YMROO1c CDCS5 involv

regulation of DNA replication, sta
similarity

some similarities with wilNCU009

YALIOF16159¢g Neurospora crassa NCU00914.
hypothetical protein, hypothetical

similar to splP34244 Saccharomy

CAGIOKO08514¢g|| cerevisiae YKL101w serine/threon

protein kinase, hypothetical stas

similar to calCA1881ICaRCK?2 Car

DEHAQF25278 albicans CaRCK?2 Ca/calmoduli

dependent ser/thr protein kinase (
homology), hypothetical start

KLILAOF26983¢

some similarities with spIP3280

Saccharomyces cerevisiae YKL+

ELMI1 ser/thr-specific protein kin:
hypothetical start

DEHAOC11484g

similar to splP22211 Saccharomy

cerevisiae YNL183c NPR1 or trlQ1

Saccharomyces cerevisiae YDLOZ
hypothetical start

YALIOC00891¢g

similar to splO14019
Schizosaccharomyces pombe Prob
serine/threonine-protein kinase
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|C29A4.16 (EC 2.7.1.-), hypothetica

similar to splP24719 Saccharomy

KLILAOF23507¢ cerevisiae YOR351c MEK1 ser/1
protein kinase, start by similarit
similar to splP32361 Saccharomy
CAGIOF03245¢ || cerevisiae YHRO79¢ IRE1, hypothe
start
some similarities with spIP3808
AGLOK] 1 Saccharomyces cerevisiae YBRO!
e AKL1 Ark-family Kinase-Like prc
hypothetical start
similar to CA19711CaPKH2 Cand
DEHAO0G1041 albicans CaPKH2 Ser/Thr prote
kinase(by homology), hypothetical
weakly similar to trlQ9Y898 Emeri
YALIOB17556g || nidulans Calcium/calmodulin deper
protein kinase C, hypothetical st:
highly similar to splP22204
Saccharomyces cerevisiae YGROS
CAGIL0G03047g||DBF2 ser/thrprotein kinase or splP?
Saccharomyces cerevisiae YPR11
DBF20, hypothetical start
weakly similar to DEHA-IPF372
YALIOF27093g || Debaryomyces hansenii, hypothet
start
similar to splP37292 Saccharomy
DEHAQC14091 cerevisiae YBR263w SHMI,
hypothetical start
similar to CA4433ICaBCK1 Canc
AR s albicans, hypothetical start
similar to splP22209 Saccharomy
KLILAQC042]3g |[cerevisiae YARO18c KIN3 ser/thr p
kinase, hypothetical start
similar to splO42626 Neurospora ¢
Y ALIOAO4 Serine/threonine-protein kinase nr
YALIOAQ4697¢ (Nonrepressible conidiation proteis
hypothetical start
similar to splP32562 Saccharomy
cerevisiae Cell cycle protein kin:
LALIVD0VIDG
YALIOD26013¢ | ~p5/MSD2 (EC 2.7.1.-), hypoth
start
highly similar to sSCA3870ICaYP
DEHA0G14839¢g Candida albicans CaYPKI1, start

similarity

KILILAOC14278g

similar to splP28708 Saccharomy
cerevisiae YKL116c, hypothetical

YALIOE13750¢g

similar to trlCAD79666 Neurosp
crassa B1D14.230 Related to
serine/threonine-protein kinase a
DEHA-IPF6149.1 Debaryomyc
hansenii, no start

CAGIOB04147g

highly similar to sp/lP22204
Saccharomyces cerevisiae YGROS
DBF2 ser/thrprotein kinase relate
DBF20P or splP32328 Saccharom
cerevisiae YPR111w DBF20 cell
protein kinase related to DBF2I
hypothetical start

DEHAOQF13497g

similar to calCA1299ICaPTK2 Can
albicans CaPTK2 serine /threoni
protein kinase involved in polyan
uptake (by homology), hypothetical

DEHAOD13684¢g

similar to CA4865IIPF4085 Cand
albicans IPF4085, start by simila

AGLOL

similar to splP53104 Saccharomy
cerevisiae YGL180w APGI essenti
autophagocytosis, hypothetical st

similar to splP38991 Saccharomy

AGILOEQ05720g || cerevisiae YPL209c IPL1 ser/thr pr
kinase, start by similarity

some similarities with sp/P3808

KLLAOFI8612 Saccharomyces cerevisiae YBRO:

AKLI1 Ark-family Kinase-Like prc
hypothetical start
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similar to trlQ12152 Saccharomy

g S -
A cerevisiae YPL150w, hypothetical
similar to calCA5226ICaRIM15 Ca
albicans CaRIM15 Protein kinas
g . ;
DELARE 24018 involved in the RIM pathway (t
homology), hypothetical start
some similarities with splP2220
Saccharomyces cerevisiae YARO
CAGILOIO g -
Sllantos KIN3 ser/thr protein kinase, hypoth
start
some similarities with trlQ1210
CAGLOKO01661g|| Saccharomyces cerevisiae YDLOZ
hypothetical start
highly similar to CA3361ICaSNI]
DEHAOE15741 Candlda al_blcans C_aSNFl
e serine/threonine protein kinase
hypothetical start
highly similar to sp/P22216
Saccharomyces cerevisiae YPL1S
CAGLOMO2233¢ SPK1 ser/thr/tyr protein kinase
hypothetical start
similar to splP22517 Saccharomy
cerevisiae YOLO16¢c CMK?2
CAGLOF04741¢9 :
AL Ca2+/calmodulin-dependent ser/
protein kinase, type II, hypothetical
weakly similar to splP34244
Saccharomyces cerevisiae YKLI(
YALIOE06523 HSL1 ser/thr protein kinase, coup
septin ring assembly to cell cyc!
progression, hypothetical start
some similarities with splP2533
Saccharomyces cerevisiae YCRO(
0E11979¢ . - oo
fodhd SAT4 serine/threonine-specific pr
kinase, hypothetical start
similar to splP22211 Saccharomy
AGLOJ113 cerevisiae YNL183c NPR1 ser/t
protein kinase, hypothetical sta
similar to splP25333 Saccharomy
DEHA0G11638 cerevisiae YCR0O08w SAT4
g . . o o
serine/threonine-specific protein ki
hypothetical start
similar to splP38080 Saccharomy
CAGIOH10208g|| cerevisiae YBR059c AKL1 Ark-fa
Kinase-Like protein, hypothetical
similar to spIP23561 Saccharomy
AGLOB0? cerevisiae YLR362w STE11 ser/
CAGLOBO27392 protein kinase of the MEKK fam
hypothetical start
weakly similar to trlQ9C2ES8 Neuro
YALIODO7150g || crassa Conserved hypothetical pro
start by similarity
highly similar to calCA2265ICaC\
Candida albicans CaCMK?2 Ca
DEHAOF10197¢g|| /calmodulin-dependent ser/thr pro
kinase, type II (by homology),
hypothetical start
similar to splP06245 Saccharomy
DEHAOB12628 cerevisiae YPL203W TPK2 cAM
s dependent protein kinase 2, cataly
chain, start by similarity
similar to CA2193IIPF14273 Can
DEHAOE13574¢g albicans IPF14273 Probable ser/
protein kinase
weakly similar to sgdISO00606
KLILAODQ7348g || Saccharomyces cerevisiae YPL14
start by similarity
some similarities with splP3897
Saccharomyces cerevisiae YJL16
DEHAOB12650g -
Sl HALS ser/thr protein kinase, hypoth
start
similar to CA0576/CaNPR1 Canc
OFOQ g . .
st 1o albicans CaNPRI1, hypothetical st
similar to splP22216 Saccharomy
DEHAOQC13211g|| cerevisiae YPL153¢c SPK1, hypothe

start
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KILILAOBO7205g

some similarities with splP0598
Saccharomyces cerevisiae YKL 1¢
TPK3 cAMP-dependent protein kin
catalytic chain, hypothetical sta

some similarities with trlQ0330
Saccharomyces cerevisiae YDR46
start by similarity

weakly similar to splQ12236
Saccharomyces cerevisiae YOLI(
PKH2, start by similarity

gil22858696I1gblAAN05732.1
Kluyveromyces lactis protein kinas
start by similarity

weakly similar to trlQ96WIJ8 Blun

YALIOD26213¢ | graminis Protein kinase C-like pro
hypothetical start
similar to CA6135ICaCMKI1 Canc
g . .
DL L7 albicans CaCMK1, hypothetical s
similar to CAS074/IPF3607 Cand
DEHAOE16115 glblcans II_’F3607 putative
e serine/threonine protein kinase
hypothetical start
similar to spIP32801 Saccharomy
CAGILOMI13167g|| cerevisiae YKL048c ELM1 ser/t
specific protein kinase, hypothetical
weakly similar to sgdIS000218:
KLILAOFO1408g || Saccharomyces cerevisiae YDLOZ
hypothetical start
highly similar to triQOHEWO Canc
DEHAOQF25212¢ ||albicans cAMP-dependent protein k
catalytic subunit, hypothetical st
some similarities with splP0598
Saccharomyces cerevisiae YKL 1¢
TPK3 or splP06244 Saccharomys
CAGLOMO84042| . ovisiae YIL164c SRA3 or splPO
Saccharomyces cerevisiae YPL20
TPK2, hypothetical start
gil2181934lembICAA61235.1
KLILAOAO3806g|| Kluyveromyces lactis putative kin
start by similarity
similar to trlQ871H9 Neurospora ci
YALIOD19470g B16M17.090 Related to Ste20-li
kinase Don3, hypothetical star
similar to splP22211 Saccharomy
YALIOA10230¢g cerevisiae YNL183c NPR1 ser/t
protein kinase, start by similarit
some similarities with
calCA1288ICaKSP1 Candida albic
DEHAOF10461g CaKSP1 SERINE/THREONINI
PROTEIN KINASE by homolog
hypothetical start
trlQ9P860 Yarrowia lipolytica Wee
YALIOFO1716g || protein, mitosis inhibitor protein ki
hypothetical start
trl093955 Yarrowia lipolytica SS
protein, multicopy suppressor of S
YALIOE27632¢g || secretory defects, putative calmod

dependent ser/thr protein kinase
identified start

CAGL0109504¢

similar to splP38147 Saccharomy

cerevisiae YBR274w CHK1 regu

inhibitory Cdk phosphorylation of F
start by similarity

similar to spIP11792 Saccharomy
cerevisiae YHR205w SCH9

Al serine/threonine protein kinase, sta
similarity
similar to CA2348IIPF12811 Cang
DEHAOQC17996¢g albicans, putative serine/threonis
kinase, hypothetical start
AGLOH similar to trlQ12003 Saccharomy

cerevisiae YPL236c, hypothetical

TIT ANMN2070 ~

similar to splP54199 Saccharomy
cerevisiae YDL028c¢ MPS1
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serine/threonine/tyrosine protein ki
hypothetical start

gil3021329lemblCAA06336.1

KLILAOF14190g |[Kluyveromyces lactis MAP kinase !
kinase, start by similarity

some similarities with splQ034¢

Saccharomyces cerevisiae YHLO(

LAGLOMIIA ser/thr protein kinase of the pheror
pathway, hypothetical start

similar to splP38070 Saccharomy
g .- L

bled e cerevisiae YBRO028c, start by simil

similar to splP12688 Saccharomy

cerevisiae YKL 126w or sp/P189

CAGIOK07458g|| Saccharomyces cerevisiae YMR 1

ser/thr-specific protein kinases, sta
similarity

KILILAOD03190g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, start by similarit

DEHAOD19833¢g

similar to CA58511CaKIN2 Cand
albicans CaKIN2, hypothetical st

gil28565036IgblAAO32601.1

KLILAODI14905¢g|| Kluyveromyces lactis DBF2, start
similarity
2il6967028lembICAB72435.1
KLILAOC18568g|| Kluyveromyces lactis MUP1 prot
hypothetical start
CAGLOM 135410 similar to splQ03533 Saccharomy

cerevisiae YMR291w, hypothetical

KLILAOEQ03487¢g

similar to sgdlS0002874 Saccharon
cerevisiae YDR466w, start by simil

DEHAOQC08635g

similar to splP22204 Saccharomy
cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj

AGLOGO2:

similar to splP40494 Saccharomy
cerevisiae YIL095w PRKI1, start
similarity

CAGIOK11275g

similar to trlQ03785 Saccharomy
cerevisiae YDR247w, hypothetical

DEHAOEQ05753g

similar to CAO7191IPF9779.5 Can

albicans IPF9779.5 serine/threon

protein kinase 5-prime end, hypoth
start

YALIOB05588¢g

some similarities with splQ1223
Saccharomyces cerevisiae YOLI(
PKH2 related to ser/thr protein kin
P108.1.f16.1, hypothetical star

similar to CAQ0577ITPF16051 Cang
albicans IPF16051 unknown funct
start by similarity

similar to splP53104 Saccharomy
cerevisiae YGL180w APGI essenti
autophagocytosis, start by similar

some similarities with splP5323
Saccharomyces cerevisiae YGROS5
hypothetical start

similar to KLLA-IPF4914.1
Kluyveromyces lactis IPF 4914.
hypothetical start

CAGILO0C03509¢g

similar to splP53739 Saccharomy

cerevisiae YNRO47w or splP253

Saccharomyces cerevisiae YCROS
KINS82, hypothetical start

similar to splP11792 Saccharomy
cerevisiae YHR205w SCH9
serine/threonine protein kinase inve
in stress response and nutrient-sen
signaling pathway, start by simila

YALIOC15444¢

similar to trlQ12706
Schizosaccharomyces pombe Prob
serine/threonine protein kinase PS
(EC 2.7.1.-), hypothetical start

weakly similar to DEHA-IPF39-
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YALIOE34067g Debaryomyces hansenii IPF 394
hypothetical start

similar to splP27636 Saccharomy

CAGILO0C05005g cerevisiae YAR019¢c CDCI15,
hypothetical start

similar to CA2018ICaSTE11 Canc

DEHAOQB04895¢ || albicans CaSTE11 ser/thr protein k

of the MEKK family, hypothetical

similar to splP12688 Saccharomy

KLILAOB12716g|| cerevisiae YKL126w YPK1 ser/t

specific protein kinase, start by simi

AGLOF similar to splQ08732 Saccharomy

cerevisiae YOR267c, start by simil

Weakly similar to CAAL-CAS5S5

YALIOE22858g || CaAKL1 serine/threonine protein k

(by homology), Hypothetical sta

similar to splP43565 Saccharomy

KLLAOF 1 cerevisiae YFLO33C RIMIS prot

kinase involved in expression of mq

genes, hypothetical start
similar to sp/lP38070 Saccharomy
DEHAOQE12782¢ || cerevisiae YBRO028c, putative ribos

protein kinase

CAGILO0B01925¢g

similar to splP13185 Saccharomy

cerevisiae YDR122w KINT1 or splP]

Saccharomyces cerevisiae YLROS
KIN2, hypothetical start

some similarities with sgdIS0005’

KLILAOC07535¢g|| Saccharomyces cerevisiae YOR2(
hypothetical start

similar to splP24719 Saccharomy

CAGILO0D02244g cerevisiae YOR351c MEK1 ser/1

protein kinase, hypothetical sta

DEHAOC13387¢g

similar to trlQ08732 Saccharomy
cerevisiae YOR267C, hypothetical

YALIOE17743¢g no similarity, hypothetical starf
AGLOCO? similar to trlQ08732 Saccharomy
cerevisiae YOR267c, hypothetical

similar to spIP13186 Saccharomy

KLILAOF19536¢g cerevisiae YLR096w KIN2 ser/t
protein kinase, start by similarit

similar to spIP13186 Saccharomy

CAGIOM11396¢g cerevisiae YLR096w KIN2 ser/t
protein kinase, hypothetical sta

similar to splP32490 Saccharomy

YALIOBI3178¢g cerevisiac YOR231w MKKI1 ser
protein kinase, start by similarit

similar to CA1288ICaKSP1 Cand

DEHAQF27489 albicans CaKSP1 serine/threonirn

protein kinase (by homology), star
similarity

KILILAOB02332g

similar to splP38991 Saccharomy
cerevisiae YPL209c IPL1 ser/thr pr
kinase, start by similarity

CAGI0L.07326g

similar to splP39009 Saccharomy
cerevisiae YDL101c DUNI prot
kinase, start by similarity

KLILAOF11143g

similar to splP22216 Saccharomy
cerevisiae YPL153c SPK1 ser/thr
protein kinase, start by similarit

DEHAQE14641g

similar to CA4097|CaGIN4 Cand
albicans CaGIN4 ser/thr protein ki
(by homology), hypothetical sta

similar to splQ01919 Saccharomy
cerevisiae YOR233w KIN4 ser/t
protein kinase or trlQ03002
Saccharomyces cerevisiae YPL14
start by similarity

similar to splP11792 Saccharomy
cerevisiae YHR205w SCH9
serine/threonine protein kinase inve
in stress response and nutrient-sen
signaling pathway, start by simila
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some similarities with splP4711
Saccharomyces cerevisiae YJR05

0B06501g . . .
b - PTK2 involved in polyamine upt:
hypothetical start
some similarities with splP4189
Schizosaccharomyces pombe Ce
DEHA 1 division control protein 7 and

CA2669IIPF17494.3eoc Candid
albicans and CA2404ICaCDC15 Ca
albicans, hypothetical start

similar to CA0044/TPF17347 Cang

. .
DEHAOF20878g | 1hicans IPF17347, hypothetical s
similar to splP40494 Saccharomy
cerevisiae YILO95w PRK1
KLIAOEO8371g || serine/threonine protein kinase inve

in regulation of actin cytoskelet
organization, start by similarity

gil33386566lembICAD87727.1

KLIAOF13552g || Kluyveromyces lactis protein kin:
start by similarity
highly similar to splP32562
Saccharomyces cerevisiae YMRO
( g . . .
AL ey CDCS involved in regulation of D
replication, hypothetical start
similar to splP38990 Saccharomy
CAGIOK02167g|| cerevisiae YER129w Serine/threor
protein kinase, start by similarit
similar to calCA2909/TPF11424 Car
DEHAOQF(09493¢g || albicans IPF11424 unknown funct
hypothetical start
similar to splP22211 Saccharomy
CAGILO0G05720g cerevisiae YNL183c NPR1 ser/t

protein kinase, start by similarit

DEHAOQC09823g

similar to CA1205ICaSSK?2 Cand
albicans, hypothetical start

YALIOD22770g

Similar to CAAL-CA5851 CaKI
ser/thr protein kinase (by homology
start

CAGLOMO08910¢g

highly similar to splQ00372
Saccharomyces cerevisiae YDR4
carbon catabolite derepressing ser
protein kinase, hypothetical sta

KLILAOC04191

weakly similar to splP27636
Saccharomyces cerevisiae YARO
CDC15 protein kinase of the M/
kinase kinase kinase family, hypoth
start

similar to splP22209 Saccharomy
cerevisiae YARO18c KIN3 ser/thr p
kinase, start by similarity

AGILOK!

highly similar to splP12688
Saccharomyces cerevisiae YKL 12
Serine/threonine-protein kinase, sta
similarity

AGIL0J04972

some similarities with trlQ1210
Saccharomyces cerevisiae YDLOZ
hypothetical start

DEHAOF10923g

highly similar to calCA2986ICaCI

Candida albicans CaCDCS5 Cell-c;

protein kinase (by homology), star
similarity

similar to trlQ12003 Saccharomy

g .- L
YALIOB04840 cerevisiae YPL236c, start by simil.
similar to splQ12263 Saccharomy
KLILAOCO01650g ||cerevisiac YDR507c GIN4 ser/thr p

kinase, start by similarity

some similarities with splP4189
Schizosaccharomyces pombe 7 CI

.
YALIOFO8163¢ | "R SPBC21.06C gene Cell divis
control protein, start by similari

highly similar to sp/P39009
KLILAOEO]584g || Saccharomyces cerevisiae YDL1(

DUNI protein kinase, start by simil

|“EU ANMNN00N ~

| similar to CA4039ICaSKS1 Cand

Page 47 of 106



Genolevures : Pathways conservation

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

|u|_;1 LAULUL00LY

10/21/2005 04:07 PM

| albicans, start by similarity

KLILAOFO1276g

similar to splP38147 Saccharomy

cerevisiae YBR274w CHKI1 regu

inhibitory Cdk phosphorylation of [
start by similarity

CAGL0G09020g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta

similar to trlQ12706
Schizosaccharomyces pombe Prob

S serine/threonine protein kinase PS
start by similarity
similar to splP38970 Saccharomy
CAGI0I06248g ||cerevisiae YJL165¢ HALS ser/thr p
kinase, start by similarity
weakly similar to trlQ00863 Nect
YALIOB08558g || haematococca Ranl-like protein ki
hypothetical start
similar to CA1375IIPF7158 Cand
DEHA 44 albicans IPF7158 putative
serine/threonine kinase, hypothetica
weakly similar to splQ03497
Saccharomyces cerevisiae YHLO(
g Lo
RLLAGBI RG0! STE20 ser/thr protein kinase of t
pheromone pathway, hypothetical
some similarities with splP4704
Saccharomyces cerevisiae YJLO57¢
0F27159g : . o
Aalibl probable serine/threonine-protein k
hypothetical start
similar to splQ12505 Saccharomy
cerevisiae YPL026¢ SKS1 suppre
CAGIO0I05390g kinase of SNF3 or trlQ03785

Saccharomyces cerevisiae YDR24
start by similarity

YALIOE31361g

similar to triQ9HF33 Arthrobotr
dactyloides Calmodulin-binding pr
kinase, hypothetical start

YALIOB14201g

similar to splP32328 Saccharomy
cerevisiae YPR111w DBF20 cell
protein kinase P108.1.£3.6 or splP2
Saccharomyces cerevisiae YGROS
DBEF2 ser/thr protein kinase
P108.1.f16.1, hypothetical star

DEHAOC16181g

similar to CA1447ICaNRK1 Canc
albicans, hypothetical start

CAGIOK04301g

similar to splP53233 Saccharomy
cerevisiae YGR052w, hypothetical

KLILAOA06820g

some similarities with splP3897

Saccharomyces cerevisiae YJL16

HALS ser/thr protein kinase, hypoth
start

KLILAOC00979g

similar to sp/lP08458 Saccharomy
cerevisiae YDR523c SPS1 ser/thr p:
kinase, hypothetical start

YALIODO02101g

similar to spl094168 Candida tropi
Carbon catabolite derepressing prc
kinase (EC 2.7.1.-), hypothetical ¢

YALIOC08305¢g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta

some similarities with sgdIS0002¢

KLLAODI2100g|| Saccharomyces cerevisiae YDR24
hypothetical start
highly similar to sp/P53599
CAGILOMI10791g|| Saccharomyces cerevisiae YNRO:

SSK2 MAP kinase, no start, frame

similar to trlQ876Z5 Neurospora ci

YALIOA05247¢g || OS-4 Putative SSK22 like MAPI
kinase, hypothetical start

similar to splP24719 Saccharomy

DEHAOF24684g cerevisiae YOR351c MEK1 ser/1

protein kinase
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similar to spIP23561 Saccharomy

cerevisiae YLR362w STE11 ser/

protein kinase of the MEKK family
by similarity

CAGIOF03311g

similar to splP38691 Saccharomy
cerevisiae YHR082c KSP1 ser/t
protein kinase, start by similarit

KLILAOCO0393

some similarities with sgdIS0002!
Saccharomyces cerevisiae YDLOZ
hypothetical start

CAGLOMO08360¢g

some similarities with spIP3897
Saccharomyces cerevisiae YJL1¢
ser/thr protein kinase, hypothetical

similar to wilNCUO0O0108.1 Neuros,

YALIOE34375¢g ||crassa NCU00108.1 hypothetical pr
(93222 - 91750), hypothetical st
weakly similar to splP32944

Saccharomyces cerevisiae YJL1§

9g P
holiem o SWEI1 ser/tyr dual-specifity prot

kinase, start by similarity

similar to trlQ8TFN2 Pichia angu
YALIOD25388g Serine-threonine kinase Pdd7p

hypothetical start
some similarities with splP3899
Saccharomyces cerevisiae YPL2(
Sl IPL1 ser/thr protein kinase, hypothe

start
similar to splP22211 Saccharomy
YALIOB0O0880g cerevisiae YNL183c NPR1 ser/t
protein kinase, hypothetical sta
some similarities with splP3899
Saccharomyces cerevisiae YER12
YALIODO8822¢g PAK1 DNA polymerase alpha
suppressing protein kinase, hypothe
start
similar to CA4770IIPF9382.3 Can
0G 0g . .
St albicans IPF9382.3, hypothetical
similar to splP53599 Saccharomy
cerevisiae YNRO31c SSK2 MAP k
KLILAOCO08525g|| kinase kinase of the high osmolar
signal transduction pathway, start
similarity

similar to splP24583 Saccharomy
YALIOFQ9746¢g cerevisiae YBL105¢ PKC1 ser/t
protein kinase, start by similarit
DEHAODO7601 similar to Candida _alplca_ns CA42

start by similarity
similar to splQ12236 Saccharomy
AGLOI 13 cerevisiae YOL100w PKH2, start

similarity

DEHAOD11242¢g

highly similar to CA5299IIPF21'
Candida albicans IPF2190, start
similarity

DEHAOQF2699%4g

similar to CA0206/IPF14089 Canc
albicans IPF14089 putative
serine/threonine protein kinase
hypothetical start

highly similar to splP24583
Saccharomyces cerevisiae YBLI1(

LAGLOMOJ30] ¢ PKCI ser/thr protein kinase, start
similarity

similar to splP12688 Saccharomy

YALIOE06501¢g cerevisiae YKL126w YPK1 ser/t

specific protein kinase, hypothetical

similar to splQ12263 Saccharomy

AGILOK cerevisiae YDR507¢ GIN4, start
similarity
similar to splP38147 Saccharomy
DEHA! 13 cerevisiae YBR274w CHK1,
hypothetical start

similar to trlQ12152 Saccharomy

CAGLOMO2299g | . revisiae YPL150w, start by simil
CAGLOB04301 similar to splP38070 Saccharomy

cerevisiae YBRO028c, start by simil
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similar to splP53974 Saccharomy
cerevisiae YNL0O20c ARK1 or splP-

AGL - Saccharomyces cerevisiae YIL09
PRK1, start by similarity

similar to CA4864/IPF4087 Cand

DEHAOD13706g - .
St albicans IPF4087, hypothetical st
some similarities with splP3899
Saccharomyces cerevisiae YER12
KLLA0OD09328g PAK1 DNA polymerase alpha
suppressing protein kinase, hypothe

start

some similarities with splP5373
DEHAOBI3519 Saccharomyces cerevisiae YNROA

related to ser/thr protein kinase:
hypothetical start

CAGLOMO02519¢

highly similar to trlQ03002
Saccharomyces cerevisiae YPL141
splQ01919 Saccharomyces cerevi
YOR233w KIN4, hypothetical st

similar to splQ12236 Saccharomy

CAGIL0G04609g cerevisiaec YOL100w PKH2,
hypothetical start
similar to spIP22517 Saccharomy
KLLAOE23155 cerevisiae YOLO16¢c CMK2

Ca2+/calmodulin-dependent ser/
protein kinase, type II, start by simi

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

similar to sgdIS0006071 Saccharon

OF11319g - .
KLlaoA cerevisiae YPL150w, start by simil
similar to splP25333 Saccharomy
cerevisiae YCROO8w SAT4
AGLOLO781 . . o .
serine/threonine-specific protein ki
start by similarity
AGLOK] 1 similar to sp/lP28708 Saccharomy
CAGLOK11530g cerevisiae YKL116c¢, hypothetical
weakly similar to SPIP38691
Saccharomyces cerevisiae YHRO:
OF11385g S
Al KSP1 ser/thr protein kinase and DE
IPF5974.1, start by similarity
similar to splQ03533 Saccharomy
D cerevisiae YMR291w, start by simi
similar to splP38691 Saccharomy
KLILAOE17127¢g cerevisiae YHRO082c KSP1 ser/t
protein kinase, start by similarit
similar to spIP18961 Saccharomy
YALIOC04158¢g cerevisiae Serine/threonine-prote
kinase YPK2/YKR?2, hypothetical
similar to splP24719 Saccharomy
DEHAOQF24676g cerevisiae YOR351c MEK1 ser/1
protein kinase

DEHA0G14817 similar to CA2643ICaHSL1 Cand

albicans CaHSL1, hypothetical st

DEHAOC18150g

similar to splP40494 Saccharomy
cerevisiae YILO95w PRK1
serine/threonine protein kinase, sta
similarity

CAGIOK10604g

similar to splP27466 Saccharomy
cerevisiae YFRO14c CMK1

Ca2+/calmodulin-dependent ser/

protein kinase type I, hypothetical

DEHAOCO08591g

similar to splP22204 Saccharomy
cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj

YALIOF13629¢g

some similarities with spIP2356
Saccharomyces cerevisiae YLR3¢
STE11 ser/thr protein kinase of t
MEKK family, hypothetical sta

KLILAOC06138g

similar to splP32562 Saccharomy

cerevisiae YMROO1¢c CDCS5 involv

regulation of DNA replication, stai
similarity

YALIOF16159¢g

some similarities with wilNCU009
Neurospora crassa NCU00914.
hypothetical protein, hypothetical

similar to splP34244 Saccharomy
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AGLOKO08514¢g|| cerevisiae YKL 101w serine/threon
protein kinase, hypothetical sta
similar to calCA18811CaRCK2 Car
albicans CaRCK?2 Ca/calmoduli;
g S
DEVARE Y dependent ser/thr protein kinase
homology), hypothetical start
some similarities with sp/P3280
KLLAOF26983 Saccharomyces cerevisiae YKLO-

ELMI1 ser/thr-specific protein kin:
hypothetical start

DEHAOC11484¢g

similar to splP22211 Saccharomy

cerevisiae YNL183c NPRI1 or trlQ1

Saccharomyces cerevisiae YDLOZ
hypothetical start

similar to splO14019
Schizosaccharomyces pombe Prob

YALIOC00891¢g . . R
serine/threonine-protein kinasc
C29A4.16 (EC 2.7.1.-), hypothetica
similar to splP24719 Saccharomy
KLILAOF23507g cerevisiae YOR351c MEKI ser/t
protein kinase, start by similarit
similar to splP32361 Saccharomy
CAGILOF03245g || cerevisiae YHR079¢ IRE1, hypothe

start
some similarities with sp/P3808
Saccharomyces cerevisiae YBRO:
( 990g . . .
S AKL1 Ark-family Kinase-Like prc
hypothetical start
similar to CA19711CaPKH2 Cand
DEHA0G10417¢g albicans CaPKH2 Ser/Thr protei
kinase(by homology), hypothetical
weakly similar to trlQ9Y898 Emeri
YALIOB17556¢ || nidulans Calcium/calmodulin deper
protein kinase C, hypothetical st:
highly similar to sp/P22204
Saccharomyces cerevisiae YGROS
AGIL0G03047g||DBF2 ser/thrprotein kinase or splP:
Saccharomyces cerevisiae YPR11
DBF20, hypothetical start
weakly similar to DEHA-IPF372
YALIOE27093g || Debaryomyces hansenii, hypothet
start

similar to spIlP37292 Saccharomy
DEHAO0C14091g cerevisiac YBR263w SHM1,

hypothetical start

DEHAOC18601g

similar to CA4433ICaBCK1 Canc
albicans, hypothetical start

KLILAOC04213g

similar to splP22209 Saccharomy
cerevisiae YARO18c KIN3 ser/thr p
kinase, hypothetical start

YALIOA04697g

similar to splO42626 Neurospora ci

Serine/threonine-protein kinase ni

(Nonrepressible conidiation proteil
hypothetical start

similar to spIP32562 Saccharomy
cerevisiae Cell cycle protein kine

YALIOD26015¢
Al CDC5/MSD2 (EC 2.7.1.-), hypothe
start
highly similar to sCA3870ICaYP
DEHA0G1483 Candida albicans CaYPKI1, start
similarity

similar to splP28708 Saccharomy

KLLAQCI4278g | oevisiae YKL116¢, hypothetical
similar to trlCAD79666 Neurosp
crassa B1D14.230 Related to
YALIOE13750g serine/threonine-protein kinase a
DEHA-IPF6149.1 Debaryomyc

hansenii, no start

highly similar to sp/P22204
Saccharomyces cerevisiae YGROS
DBF2 ser/thrprotein kinase relate
CAGILOB04147¢g|| DBF20P or splP32328 Saccharom;

cerevisiae YPR111w DBF20 cell c
protein kinase related to DBF2I

hypothetical start
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DEHAOQF13497g

similar to calCA1299ICaPTK2 Can
albicans CaPTK2 serine /threoni
protein kinase involved in polyan
uptake (by homology), hypothetical

DEHAOD13684¢g

similar to CA4865IIPF4085 Cand
albicans IPF4085, start by simila

AGILOL

similar to splP53104 Saccharomy
cerevisiae YGL180w APGI essenti
autophagocytosis, hypothetical st

similar to splP38991 Saccharomy

AGIOEQ05720g || cerevisiae YPL209c IPL1 ser/thr pr
kinase, start by similarity
some similarities with sp/P3808
Saccharomyces cerevisiae YBRO:
g . . .
RLLAGLIS6IC AKLI1 Ark-family Kinase-Like prc
hypothetical start
similar to trlQ12152 Saccharomy
g S -
A cerevisiae YPL150w, hypothetical
similar to calCA5226ICaRIM15 Ca
albicans CaRIM15 Protein kinas
g . ;
DELARE 24018 involved in the RIM pathway (t
homology), hypothetical start
some similarities with splP2220
Saccharomyces cerevisiae YARO
CAGLOIO g -
Sllantos KIN3 ser/thr protein kinase, hypoth
start
some similarities with trlQ1210
CAGLOKO01661g|| Saccharomyces cerevisiae YDLOZ
hypothetical start
highly similar to CA3361ICaSN]
DEHAOE15741 Candlda al_blcans C_aSNFl
e serine/threonine protein kinase
hypothetical start
highly similar to splP22216
Saccharomyces cerevisiae YPL1S
CAGLOMO2233¢ SPK1 ser/thr/tyr protein kinase
hypothetical start
similar to splP22517 Saccharomy
cerevisiae YOLO16c CMK?2
CAGLOF04741¢9 :
AL Ca2+/calmodulin-dependent ser/
protein kinase, type II, hypothetical
weakly similar to splP34244
Saccharomyces cerevisiae YKLI(
YALIOE06523 HSL1 ser/thr protein kinase, coup
septin ring assembly to cell cyc!
progression, hypothetical start
some similarities with splP2533
Saccharomyces cerevisiae YCRO(
0E11979¢ . - oo
bt SAT4 serine/threonine-specific pre
kinase, hypothetical start
similar to splP22211 Saccharomy
AGLOJ113 cerevisiae YNL183c NPR1 ser/t
protein kinase, hypothetical sta
similar to splP25333 Saccharomy
DEHA0G11638 cerevisiae YCR0O08w SAT4
g . . o o
serine/threonine-specific protein ki
hypothetical start
similar to splP38080 Saccharomy
CAGIOH10208g|| cerevisiae YBR059c AKL1 Ark-fa
Kinase-Like protein, hypothetical
similar to spIP23561 Saccharomy
AGLOB0? cerevisiae YLR362w STEI11 ser/
CAGLOBO2739¢ protein kinase of the MEKK fam
hypothetical start
weakly similar to trlQ9C2ES8 Neuro
YALIODO7150g || crassa Conserved hypothetical pro
start by similarity
highly similar to calCA2265ICaC\
Candida albicans CaCMK?2 Ca
DEHAOF10197¢g|| /calmodulin-dependent ser/thr pro

kinase, type II (by homology),
hypothetical start

MO AND 17470 ~

similar to splP06245 Saccharomy
cerevisiae YPL203w TPK2 cAM
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dependent protein kinase 2, cataly
chain, start by similarity

similar to CA2193IIPF14273 Canc

DEHAQE13574g albicans IPF14273 Probable ser/!
protein kinase
weakly similar to sgdISO00606!
KLILLAODO7348g|| Saccharomyces cerevisiaec YPL14
start by similarity
some similarities with spIP3897
DEHAOB12650 Saccharomyces cerevisiae YJL1¢

HALS ser/thr protein kinase, hypoth
start

DEHAOQF04114g

similar to CA0576/CaNPR1 Canc
albicans CaNPR1, hypothetical st

DEHAOCI13211g

similar to splP22216 Saccharomy
cerevisiae YPL153c SPK1, hypothe
start

KILILAOBO7205g

some similarities with splP0598
Saccharomyces cerevisiae YKL 1¢
TPK3 cAMP-dependent protein kin
catalytic chain, hypothetical sta

some similarities with trlQ0330
Saccharomyces cerevisiae YDR46
start by similarity

weakly similar to splQ12236
Saccharomyces cerevisiae YOLI(
PKH2, start by similarity

gil22858696I1gblAAN05732.1
Kluyveromyces lactis protein kinas
start by similarity

weakly similar to trlQ96WIJ8 Blun

YALIOD26213¢ | graminis Protein kinase C-like pro
hypothetical start
similar to CA6135ICaCMKI1 Canc
g . .
DL L7 albicans CaCMK1, hypothetical s
similar to CAS074/IPF3607 Cand
DEHAOE16115 glblcans II_’F3607 putative
e serine/threonine protein kinase
hypothetical start
similar to spIP32801 Saccharomy
CAGILOMI13167g|| cerevisiae YKL048c ELM1 ser/t
specific protein kinase, hypothetical
weakly similar to sgdIS000218:
KLILAOFO1408g || Saccharomyces cerevisiae YDLOZ
hypothetical start
highly similar to triQOHEWO Canc
DEHAOQF25212¢ ||albicans cAMP-dependent protein k
catalytic subunit, hypothetical st
some similarities with splP0598
Saccharomyces cerevisiae YKL 1¢
TPK3 or splP06244 Saccharomy
CAGLOMO84042 | . ovisiae YIL164¢ SRA3 or splPO
Saccharomyces cerevisiae YPL20
TPK2, hypothetical start
gil2181934lembICAA61235.1
KLILAOAO3806g|| Kluyveromyces lactis putative kin
start by similarity
similar to trlQ871H9 Neurospora ci
YALIOD19470g B16M17.090 Related to Ste20-li
kinase Don3, hypothetical star
similar to splP22211 Saccharomy
YALIOA10230¢g cerevisiae YNL183c NPR1 ser/t
protein kinase, start by similarit
some similarities with
calCA1288ICaKSP1 Candida albic
DEHAOF10461g CaKSP1 SERINE/THREONINI
PROTEIN KINASE by homolog
hypothetical start
trlQ9P860 Yarrowia lipolytica Wee
YALIOFO1716g || protein, mitosis inhibitor protein ki
hypothetical start
trl093955 Yarrowia lipolytica SS
protein, multicopy suppressor of S
YALIOE27632¢g || secretory defects, putative calmod
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dependent ser/thr protein kinase
identified start

CAGL0109504¢

similar to splP38147 Saccharomy

cerevisiae YBR274w CHK1 regu

inhibitory Cdk phosphorylation of F
start by similarity

similar to splP11792 Saccharomy
cerevisiae YHR205w SCH9

Al serine/threonine protein kinase, sta
similarity
similar to CA2348IIPF12811 Cang
DEHAOQC17996¢g albicans, putative serine/threonis
kinase, hypothetical start
AGLOH similar to trlQ12003 Saccharomy
cerevisiae YPL236c, hypothetical
similar to splP54199 Saccharomy
KLLAOCO3828 ~ cerevisiae YDL.OZSC MESI )
serine/threonine/tyrosine protein ki
hypothetical start

2il3021329lembICAA06336.1
KLILAOF14190g |[Kluyveromyces lactis MAP kinase

kinase, start by similarity

CAGILOM10153¢g

some similarities with splQ034¢

Saccharomyces cerevisiae YHLO(

ser/thr protein kinase of the pheror
pathway, hypothetical start

KLILAOF24618g

similar to splP38070 Saccharomy
cerevisiae YBRO028c, start by simil

CAGLOKO07458g

similar to splP12688 Saccharomy

cerevisiae YKL 126w or sp/P189

Saccharomyces cerevisiae YMR 1

ser/thr-specific protein kinases, sta
similarity

KILILAOD03190g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, start by similarit

DEHAOD19833¢

similar to CA58511CaKIN2 Cand
albicans CaKIN2, hypothetical st

gil28565036IgblAAO32601.1

KLILAODI14905¢g|| Kluyveromyces lactis DBF2, start
similarity
2il6967028lembICAB72435.1
KLILAOC18568g|| Kluyveromyces lactis MUP1 prot
hypothetical start
CAGLOM 135410 similar to splQ03533 Saccharomy

cerevisiae YMR291w, hypothetical

KLILAOEQ03487¢g

similar to sgdlS0002874 Saccharon
cerevisiae YDR466w, start by simil

DEHAOQC08635g

similar to splP22204 Saccharomy
cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj

AGLOGO2:

similar to splP40494 Saccharomy
cerevisiae YIL095w PRKI1, start
similarity

CAGIOK11275g

similar to trlQ03785 Saccharomy
cerevisiae YDR247w, hypothetical

DEHAOEQ05753g

similar to CAO719IIPF9779.5 Can

albicans IPF9779.5 serine/threon

protein kinase 5-prime end, hypoth
start

some similarities with splQ1223
Saccharomyces cerevisiae YOLI(

g R
LALIOBOS PKH2 related to ser/thr protein kin
P108.1.f16.1, hypothetical star
similar to CA0577IIPF16051 Can
DEHAOQAQ08822¢|| albicans IPF16051 unknown funct

start by similarity

similar to splP53104 Saccharomy
KLILAOC17160g ||cerevisiae YGL180w APG1 essenti
autophagocytosis, start by similar
some similarities with splP5323
KLILAOAQ2717g|| Saccharomyces cerevisiae YGROS5

hvrmnthatinal cénee
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1y puuicucal start

YALIOC21758¢g

similar to KLLA-IPF4914.1
Kluyveromyces lactis IPF 4914.
hypothetical start

similar to splP53739 Saccharomy
cerevisiae YNRO47w or splP253

CAGLO0C03509¢g .
Saccharomyces cerevisiae YCROS
KIN82, hypothetical start
similar to splP11792 Saccharomy
cerevisiae YHR205w SCH9
KILILAOB03586g || serine/threonine protein kinase invc

in stress response and nutrient-sen
signaling pathway, start by simila

YALIOC15444g

similar to trlQ12706
Schizosaccharomyces pombe Prob
serine/threonine protein kinase PS
(EC 2.7.1.-), hypothetical start

YALIOE34067¢g

weakly similar to DEHA-IPF39-
Debaryomyces hansenii IPF 394
hypothetical start

CAGLO0C05005¢g

similar to splP27636 Saccharomy
cerevisiae YAR019¢ CDCI15,
hypothetical start

DEHAOB04895¢g

similar to CA2018ICaSTE11 Canc
albicans CaSTE11 ser/thr protein k
of the MEKK family, hypothetical

KILILAOB12716g

similar to splP12688 Saccharomy
cerevisiae YKL126w YPKI1 ser/t
specific protein kinase, start by simi

CAGIOF03707g

similar to splQ08732 Saccharomy
cerevisiae YOR267c, start by simil

Weakly similar to CAAL-CAS5

YALIOE22858¢ || CaAKL1 serine/threonine protein k
(by homology), Hypothetical sta
similar to splP43565 Saccharomy
KLLAOF09031 _cerevisiae YFLO33C RIMIS prot
kinase involved in expression of me
genes, hypothetical start
similar to splP38070 Saccharomy
DEHAOQE12782¢ || cerevisiae YBRO028c, putative ribos
protein kinase
similar to splP13185 Saccharomy
cerevisiae YDR122w KIN1 or splP]
Cobiliin Saccharomyces cerevisiae YLROS
KIN2, hypothetical start
some similarities with sgdIS0005’
KLILAOCO7535g|| Saccharomyces cerevisiae YOR2(
hypothetical start
similar to splP24719 Saccharomy
CAGILO0D02244¢g||  cerevisiae YOR351c MEKI1 ser/t
protein kinase, hypothetical stas
DEHAQCI3387 similar to trlQ08732 Saccharomy
cerevisiae YOR267C, hypothetical
YALIOE17743¢g no similarity, hypothetical starf
AGLOC02893 similar to trlQ08732 Saccharomy
cerevisiae YOR267c, hypothetical
similar to splP13186 Saccharomy
KLILAQOF19536g cerevisiae YLR096w KIN2 ser/t
protein kinase, start by similarit
similar to splP13186 Saccharomy
CAGILOM11396¢g cerevisiae YLR096w KIN2 ser/t
protein kinase, hypothetical stas
similar to splP32490 Saccharomy
YALIOB13178g cerevisiae YOR231w MKKI1 ser/
protein kinase, start by similarit
similar to CA1288|CaKSP1 Cand
DEHAQF27489 alblpan§ CaKSP1 serine/threonir
protein kinase (by homology), star
similarity
similar to splP38991 Saccharomy
KILIAOB02332g || cerevisiae YPL209c IPL1 ser/thr pr
kinase, start by similarity
similar to splP39009 Saccharomy
CAGIO0L07326g|| cerevisiae YDL101c DUNI protc
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kinase, start by similarity

similar to splP22216 Saccharomy
cerevisiae YPL153c SPK1 ser/thr
protein kinase, start by similarit

similar to CA4097ICaGIN4 Cand
albicans CaGIN4 ser/thr protein ki
(by homology), hypothetical sta

AGIL0JO3872

similar to splQ01919 Saccharomy
cerevisiae YOR233w KIN4 ser/t
protein kinase or trlQ03002
Saccharomyces cerevisiae YPL14
start by similarity

YALIOD14542¢g

similar to splP11792 Saccharomy
cerevisiae YHR205w SCH9
serine/threonine protein kinase inve
in stress response and nutrient-sen
signaling pathway, start by simila

some similarities with splP4711

Saccharomyces cerevisiae YJR05

PTK?2 involved in polyamine uptz
hypothetical start

KLILAOB06501g
DEHA! 42

some similarities with splP4189
Schizosaccharomyces pombe Ce
division control protein 7 and
CA2669IIPF17494.3eoc Candid
albicans and CA2404ICaCDC15 Ca
albicans, hypothetical start

similar to CA0044/TPF17347 Cang

. .
DEHAOF20878g | 1hicans IPF17347, hypothetical s
similar to splP40494 Saccharomy
cerevisiae YILO95w PRK1
KLIAOEO8371g || serine/threonine protein kinase inve

in regulation of actin cytoskelet
organization, start by similarity

gil33386566lembICAD87727.1

KLIAOF13552g || Kluyveromyces lactis protein kin:
start by similarity
highly similar to splP32562
Saccharomyces cerevisiae YMRO
( g . . .
AL ey CDCS involved in regulation of D
replication, hypothetical start
similar to splP38990 Saccharomy
CAGIOKO02167g|| cerevisiae YER129w Serine/threor
protein kinase, start by similarit
similar to cal CA2909/TPF11424 Car
DEHAOQF(09493¢g || albicans IPF11424 unknown funct
hypothetical start
similar to spIP22211 Saccharomy
CAGILO0G05720g cerevisiae YNL183c NPR1 ser/t

protein kinase, start by similarit

DEHAOQC09823g

similar to CA1205ICaSSK?2 Cand
albicans, hypothetical start

YALIOD22770g

Similar to CAAL-CA5851 CaKI
ser/thr protein kinase (by homology
start

CAGLOMO08910¢g

highly similar to splQ00372
Saccharomyces cerevisiae YDR4
carbon catabolite derepressing ser
protein kinase, hypothetical stas

KLILAOC04191

weakly similar to splP27636
Saccharomyces cerevisiae YARO
CDC1S5 protein kinase of the M/
kinase kinase kinase family, hypoth
start

similar to splP22209 Saccharomy
cerevisiae YARO18c KIN3 ser/thr p
kinase, start by similarity

AGILOK!

highly similar to splP12688
Saccharomyces cerevisiae YKL 12
Serine/threonine-protein kinase, sta
similarity

AGIL0J04972

some similarities with trlQ1210
Saccharomyces cerevisiae YDLOZ
hypothetical start
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highly similar to calCA2986ICaCI
Candida albicans CaCDCS5 Cell-c

DEHAOQF10923g .

DEHAOEI002 protein kinase (by homology), sta
similarity

YALIOB04840 similar to trlQ12003 Saccharomy

cerevisiae YPL236c¢, start by simil:

KLLAOCO1650¢g

similar to splQ12263 Saccharomy
cerevisiae YDR507¢c GIN4 ser/thr p
kinase, start by similarity

some similarities with sp/P4189
Schizosaccharomyces pombe 7 CI

OF08165g .
s OR SPBC21.06C gene Cell divis
control protein, start by similarif
highly similar to sp/P39009
KLILAQEQ1584g || Saccharomyces cerevisiae YDLI(
DUNI protein kinase, start by simil
DEHA0C02882 similar to CA4039ICaS.KS~ 1 (;and
albicans, start by similarity
similar to splP38147 Saccharomy
KLLAQF01276 cerevisiae YBR274w CHKI1 regu

inhibitory Cdk phosphorylation of [
start by similarity

CAGL0G09020g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta

similar to trlQ12706
Schizosaccharomyces pombe Prob

Sl serine/threonine protein kinase PS
start by similarity

similar to splP38970 Saccharomy

CAGI0I06248g ||cerevisiae YJL165¢ HALS ser/thr p

kinase, start by similarity

weakly similar to trlQ00863 Nect

YALIOB08558¢g || haematococca Ranl-like protein ki
hypothetical start

similar to CA1375IIPF7158 Cand

DEHA 44 albicans IPF7158 putative

serine/threonine kinase, hypothetica

weakly similar to splQ03497

Saccharomyces cerevisiae YHLO(

g Lo

RLLAGBI RG0! STE20 ser/thr protein kinase of t

pheromone pathway, hypothetical

some similarities with splP4704

Saccharomyces cerevisiae YJL057¢

0F27159g : . o

Aalibl probable serine/threonine-protein k
hypothetical start

similar to splQ12505 Saccharomy

cerevisiae YPL026¢c SKS1 suppre

CAGIO0I05390g kinase of SNF3 or trlQ03785

Saccharomyces cerevisiae YDR24
start by similarity

YALIOE31361g

similar to triQ9HF33 Arthrobotr
dactyloides Calmodulin-binding pr
kinase, hypothetical start

YALIOB14201g

similar to splP32328 Saccharomy
cerevisiae YPR111w DBF20 cell
protein kinase P108.1.£3.6 or splP2
Saccharomyces cerevisiae YGROS
DBF2 ser/thr protein kinase
P108.1.f16.1, hypothetical star

DEHAOC16181g

similar to CA1447ICaNRK]1 Canc
albicans, hypothetical start

CAGIO0K04301g

similar to splP53233 Saccharomy
cerevisiae YGR052w, hypothetical

KLILAOA06820g

some similarities with splP3897

Saccharomyces cerevisiae YJL16

HALS ser/thr protein kinase, hypoth
start

KLILAOC00979g

similar to sp/lP08458 Saccharomy
cerevisiae YDR523c SPS1 ser/thr p:
kinase, hypothetical start

YALIODO02101g

similar to spl094168 Candida tropi

Carbon catabolite derepressing prc
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| kinase (EC 2.7.1.-), hypothetical

YALIOC08305g

highly similar to splP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta

KLILAODI12100g

some similarities with sgdIS0002¢
Saccharomyces cerevisiae YDR24
hypothetical start

CAGLOM10791¢g

highly similar to sp/lP53599
Saccharomyces cerevisiae YNRO!
SSK2 MAP kinase, no start, frame

similar to trlQ876Z5 Neurospora ci

YALIOAQ5247g || OS-4 Putative SSK22 like MAPI
kinase, hypothetical start
similar to splP24719 Saccharomy
DEHAQF24684g|| cerevisiae YOR351c MEKI ser/t
protein kinase
similar to splP23561 Saccharomy
cerevisiae YLR362w STE11 ser/
g L .
bl il Il protein kinase of the MEKK family
by similarity
similar to splP38691 Saccharomy
CAGIOF03311g cerevisiae YHRO082c KSP1 ser/t
protein kinase, start by similarit
some similarities with sgdIS0002!
KLILA0C03938¢g || Saccharomyces cerevisiae YDLO-
hypothetical start
some similarities with splP3897
CAGILOMO08360g|| Saccharomyces cerevisiae YJL1¢
ser/thr protein kinase, hypothetical
similar to wilNCU00108.1 Neuros
YALIOE34375¢ || crassa NCU00108.1 hypothetical pr
(93222 - 91750), hypothetical st:
weakly similar to splP32944
Saccharomyces cerevisiae YJL1&
0B07579¢g e
b SWE1 ser/tyr dual-specifity prot:
kinase, start by similarity
similar to trlQ8TFN2 Pichia angu
YALIOD25388g Serine-threonine kinase Pdd7p

hypothetical start

DEHAO0C04840¢g

some similarities with splP3899

Saccharomyces cerevisiae YPL2(

IPL1 ser/thr protein kinase, hypothe
start

similar to spIP22211 Saccharomy

YALIOB00880g cerevisiae YNL183c NPR1 ser/t
protein kinase, hypothetical sta
some similarities with spIP3899

Saccharomyces cerevisiae YER12

YALIOD08822 PAK1 DNA polymerase alpha
suppressing protein kinase, hypothe

start
similar to CA4770IIPF9382.3 Can
g . .

DL 22340 albicans IPF9382.3, hypothetical
similar to splP53599 Saccharomy

cerevisiae YNRO31c SSK2 MAP k

KLILAQC08525¢g|| kinase kinase of the high osmolar
signal transduction pathway, start

similarity

similar to splP24583 Saccharomy

YALIOF09746g cerevisiae YBL105¢c PKC1 ser/t
protein kinase, start by similarit

DEHAODO7601 similar to Candida .all?ica.ns CA42

start by similarity
similar to splQ12236 Saccharomy

CAGIOI07513g | cerevisiae YOL100w PKH2, start

similarity
highly similar to CA5299/1PF21
DEHAOD]1242¢ Candida albicans IPF2190, start
similarity
similar to CA0206/IPF14089 Canc
DEHAQF26994 albicans IPF14089 putative

serine/threonine protein kinase
hypothetical start
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highly similar to splP24583
Saccharomyces cerevisiae YBLI1(

LAGLOMOJ30] ¢ PKCI ser/thr protein kinase, start
similarity

similar to splP12688 Saccharomy

YALIOE06501¢g cerevisiae YKL126w YPK1 ser/t

specific protein kinase, hypothetical

similar to splQ12263 Saccharomy

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

splP08458
Saccharomyces

cerevisiae YDR523c¢
SPS1 ser/thr protein

kinase P108.1.f6.1

viable

NA

NA

NA

NA

NA

sckdy

7544

AGILOK cerevisiae YDR507¢ GIN4, start
similarity
similar to splP38147 Saccharomy
DEHA! 13 cerevisiae YBR274w CHK1,
hypothetical start
similar to trlQ12152 Saccharomy
CAGLOMO2299g | . revisiae YPL150w, start by simil
similar to splP38070 Saccharomy
( g .- L
ACILOBQ430) cerevisiae YBRO028c, start by simil
similar to splP53974 Saccharomy
cerevisiae YNL020c ARK1 or splP-
( g -
ALLDIAER Saccharomyces cerevisiae YIL0O9
PRK1, start by similarity
similar to CA4864/IPF4087 Cand
g . .
DLHADD L2 06, albicans IPF4087, hypothetical st
some similarities with splP3899
Saccharomyces cerevisiae YER12
KLILAODQ9328g PAK1 DNA polymerase alpha
suppressing protein kinase, hypothe
start
some similarities with spIP5373
Saccharomyces cerevisiae YNROA
9g s
Sleb related to ser/thr protein kinase:
hypothetical start
highly similar to trlQ03002
Saccharomyces cerevisiae YPL141
e splQ01919 Saccharomyces cerevi:
YOR233w KIN4, hypothetical st
similar to splQ12236 Saccharomy
AGL 4. cerevisiae YOL100w PKH2,
hypothetical start
similar to splP22517 Saccharomy
cerevisiae YOLO16c CMK2
RLLADESO1D08 ;
RLLAGEZAS Ca2+/calmodulin-dependent ser/
protein kinase, type II, start by simi
Y ALIOF21065 trlQ9Y7WS Yarrowia lipolytic:
LALIOEZ1000Z

ser/thr/tyr MAP kinase kinase, no

YALIOB15906g

similar to sp/P08018 Saccharomy
cerevisiae YJL128c PBS2 tyrosi
protein kinase of the MAP kinase k
family P108.1.f2.4, start by simila

DEHAOB12672g

similar to splO14427 Candida albi
Serine/threonine-protein kinase CI
start by similarity

CAGILOMO03729¢g

similar to splP48562 Saccharomy
cerevisiac YNL298w CLA4, start
similarity

similar to splP48562 Saccharomy
cerevisiae YNL298w CLA4 ser/1
protein kinase, start by similarit

similar to splP08018 Saccharomy
cerevisiae YJL128c PBS2, hypothe
start

KLILAOE15378¢g

some similarities with sp/[P0801
Saccharomyces cerevisiae YJL12
PBS2 tyrosine protein kinase of the
kinase kinase family, hypothetical

CAGIL0103498¢

similar to sp/lP06784 Saccharomy

cerevisiae YDL159w STE7 ser/th

protein kinase of MAP kinase kin
family, hypothetical start

CAGLOHO01639¢

similar to splP08458 Saccharomy
cerevisiae YDR523c SPS1 ser/thr pi
kinase, hypothetical start

VAT INNNTEND ~

weakly similar to splP08458
Saccharomyces cerevisiae YDRS!
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SPS1 ser/thr protein kinase, start
similarity

similar to CA4577ICaMKK?2 Can

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

bt l albicans, start by similarity
some similarities with splP0678
KLLAOC] Saccharomyces cerevisiae YDLIS
BLLAA T STE7 ser/thr/tyr protein kinase of ]
kinase kinase family, hypothetical
some similarities with splP3249
Saccharomyces cerevisiae YPL1¢
g A
RLLAGLI S MKK?2 protein kinase of the map k
kinase (MEK) family, hypothetical
similar to splP32490 Saccharomy
cerevisiae YOR231w MKKI1 ser/
AGL0JO382 protein kinase or sp/P32491
Saccharomyces cerevisiae YPL14
MKK?2, start by similarity
similar to splP08018 Saccharomy
DEHA0C09416g|| cerevisiae YJL128c PBS2, hypothe
start
similar to calCA1623ICaSTE7 Can
DEHAOF15719¢g || albicans CaSTE7 MAP Kinase Kir
hypothetical start
gil730472IsplP40230IRAGS_KLU
KLLAOD]1044¢ || Kluyveromyces lactis CASEIN KIN
I HOMOLOG RAGS, start by simil
YALIOE26609 similar to trlCAD79679 Neurosp
crassa, start by similarity
similar to splP23292 Saccharomy
DEHAO0A09933g |cerevisiae YNL154c YCK2 casein }
I isoform, hypothetical start
similar to splP23291 Saccharomy
AGIL 13 cerevisiae YHR135¢ YCKI1, start
similarity
Exhibits DEHAODOAA similar to YALI-IPF3384.1 Yarro
splP39962 sensitivity DEHAODO4466¢ lipolytica, start by similarity
Saccharomyces at5 similar to splP29295 Saccharomy
YCK3 cerevisiae YER123w || generations 4422 GLC.9 YALIOF08305¢ cerevisiae YPL204w HRR?25 cas:
(YER123W) - YCK3 casein kinase, |[when grown O.1 [l Bss | 0.1 )1 0.2 || Ess || sckdy 2 LC92 kinase I, start by similarity
isoform 3 in synthetic - P~
P108.1.f4.1 complete highly similar to .SP|P29295
medium CAGIOHO03553g|| Saccharomyces cerevisiae YPLZO
: HRR25, start by similarity
similar to splP23291 Saccharomy
AGL 4 cerevisiae YHR135¢ YCKI1 or splP-
Saccharomyces cerevisiae YNLI:
YCKZ2, hypothetical start
similar to splP39962 Saccharomy
CAGIL0K02299¢g|| cerevisiae YER123w Casein kinas
hypothetical start
some similarities with splP3996
Saccharomyces cerevisiae YER12
g S .
RLLABE] 203 YCK3 casein kinase, isoform 3
hypothetical start
gil730472IsplP40230IRAGS_KLU
KLLAOD]1044¢ || Kluyveromyces lactis CASEIN KIN
I HOMOLOG RAGS, start by simil
YALIOE26609 similar to trlCAD79679 Neurosp
crassa, start by similarity
similar to splP23292 Saccharomy
DEHAO0A09933¢ |cerevisiae YNL154c YCK2 casein }
I isoform, hypothetical start
similar to splP23291 Saccharomy
AGIL 13 cerevisiae YHR135¢ YCKI1, start
similarity
DEHAODOAA similar to YALI-IPF3384.1 Yarro
DLl et lipolytica, start by similarity
splP23291 .
Saccharomyces similar to splP29295 Saccharomy
YIEI(R gls 1.- |[cerevisiae YHR135¢ viable Ess || Ess || Ess || Ess || Ess sckdy 4 422 2 GLC.92 YALIOF08305¢g cerevisiae YPL204w HRRZS, cas
(YHRI35C) YCK1 casein kinase kinase 1, start by similarity
I isoform P108.1.f4.1 highly similar to splP29295
CAGIOHO03553g|| Saccharomyces cerevisiae YPL20

HRR25, start by similarity

similar to splP23291 Saccharomy
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cerevisiae YHR135¢ YCKI1 or splP?
Saccharomyces cerevisiae YNLI!
YCK2, hypothetical start

similar to splP39962 Saccharomy

CAGIO0K02299¢g|| cerevisiae YER123w Casein kinas
hypothetical start

some similarities with spIP3996

KLLAOEI3563 Saccharomyces cerevisiae YER12

YCK3 casein kinase, isoform 3
hypothetical start

TK2
YJL006C)

splP46962
Saccharomyces
cerevisiae YJLOO6c
CTK?2 carboxy-
terminal domain
(CTD) kinase, beta
subunit singleton

viable

0.8

0.4

0.5

0.1

Ess

s-k-y

1010

GILR.2832

weakly similar to trl059748
Schizosaccharomyces pombe Cyc
homolog and splP46962 Saccharon

Al cerevisiae YJL006¢c CTK2 carbo:
terminal domain (CTD) kinase b
subunit, start by similarity
similar to splP46962 Saccharomy
KLLAOD09482 cerevisiae YJL0O06¢ CTK2 carbo:

terminal domain (CTD) kinase, b
subunit singleton, start by similar

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

DEHAOQCO07139¢g

some similarities with splP2329

Saccharomyces cerevisiae YPR1¢

SGV1 ser/thr protein kinase, hypoth
start

gil27526973lemblCAD36964.1
Kluyveromyces lactis serine/threor
protein kinase KIN28, start by simi

some similarities with splP0624
Saccharomyces cerevisiae YDLO]
CDC7, hypothetical start

similar to CA4995ICaYAK!1 Canc
albicans CaYAKI putative Ser/t
protein kinase, hypothetical sta

highly similar to splQ00772
Saccharomyces cerevisiae YHRO!
SLT?2, hypothetical start

2il4096112IgblAAC99804.1
Kluyveromyces lactis CTD kinase I.
subunit, hypothetical start

similar to spIP32581 Saccharomy
cerevisiae YJL106w IME2 ser/thr p
kinase, hypothetical start

highly similar to splP17157

YALIOD25190¢g Saccharomyces cerevisiae YPLO:
PHOS85, hypothetical start

similar to CA1378ICaERK?2 Cand

DEHAOE21219¢g|| albicans CaERK2 mitogen-activa

protein kinase, start by similarit

DEHAOQF08987g

similar to CAGL-IPF1383.1 Canc
glabrata, hypothetical start

CAGL0I05896¢g

some similarities with sp/lP1468

Saccharomyces cerevisiae YJL 14

YAKI ser/thr protein kinase,
hypothetical start

highly similar to splP32485
Saccharomyces cerevisiae YLR11

KLILAOF20053g || HOGTI ser/thr protein kinase of M
kinase (MAPK) family, start b
similarity
splQOUVS50 Debaryomyces hanse
DEHAOE22110g || Mitogen-activated protein kinase H
identified start
highly similar to CA6039ICaCK.
Candida albicans CaCKA1 casein k
DEHAO0A14080g . .
B II, catalytic alpha chain, start b,
similarity
similar to trlQ9Y7V6 Emericell
YALIOE33803g || nidulans MAP protein kinase MP]
hypothetical start
highly similar to splP32485
Y ALIOE25135 Saccharomyces cerevisiae YLR1]1

HOGT ser/thr protein kinase of M
kinase (MAPK) family, hypothetica

[ highly similar to tlQ9UWO09 Glom
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YALIOE23496¢g || lagenarium Mitogen activated pro
kinase, hypothetical start
highly similar to sp/lP38615
AGIL0L0682 Saccharomyces cerevisiae YMRI1:
MDSI1 Serine/threonine-protein ki
highly similar to splP19454
Saccharomyces cerevisiae YORO(
( g e .
AGLOGO203> CKAZ2 casein kinase II alpha chain,
by similarity
similar to CA4014ICaCTK1 Cand
DEHA0G02750g|| albicans CaCTK1 probable cell div
protein kinase, start by similarit
similar to splQ00772 Saccharomy
YALIOB02816 cerevisiae Mitogen-activated prot

kinase SLT2/MPK1 (EC 2.7.1.-) (1
kinase MPK1), start by similarif

KLILAODI11814¢g

similar to splP39073 Saccharomy
cerevisiae YPL042c SSN3 cycli
dependent CTD kinase, start by sim

KLILAOB11902g

gil7385125IgblAAF61706.11AF226’
Kluyveromyces lactis MAP kinase,
by similarity

similar to splQ03957 Saccharomy
cerevisiae YKL139w CTK1 carbo

( g . S ‘

Sl terminal domain kinase, hypothet
start

some similarities with splP3258

KLLAQF02838 Saccharomyces cerevisiae YJL10

IME2 ser/thr protein kinase, hypoth
start

KLILAOD10527g

similar to splP23293 Saccharomy
cerevisiae YPR161c SGV1 ser/t
protein kinase, hypothetical sta

CAGLOD01694g

similar to sp/lP41808 Saccharomy
cerevisiae YPRO54w SMK1 sporul:
specific MAP kinase, hypothetical

similar to splP06242 Saccharomy
cerevisiae YDL108w KIN28 cycl

I o

R dependent ser/thr protein kinase, stz
similarity
similar to splP23293 Saccharomy
CAGI0I08349¢g cerevisiae YPR161c SGV1 ser/t
protein kinase, hypothetical sta
similar to splP06243 Saccharomy
CAGIOKO1815g cerevisiae YDLO17w Cell divisi
control protein 7, hypothetical st
similar to calCA1467IIPF5082 Can
albicans IPF5082 similar to
DEHAOQF09713g|| Saccharomyces cerevisiae Caklp «
activating protein kinase (by homol
hypothetical start

2il24995901splQ92241IPH85_KLU
KLLAOD11990 Kluyveromyces lactis NEGATI\

REGULATOR OF THE PHO SYS’
hypothetical start

YALIODO4114¢g

weakly similar to trlQ8X0VS5 Neuro
crassa Related to putative dual spec
protein kinase pom1, hypothetical

similar to splP14681 Saccharomy

CAGILOK04169¢g|| cerevisiae YGR040w KSS1, start
similarity
highly similar to sp/lP21965
KLLAOEO7414 Saccharomyces cerevisiae YNL3(

MCKI1 ser/thr/tyr protein kinase, st:
similarity

similar to trlQ8TG13 Neurospora ¢

YALIOB18700g ||Casein kinase II alpha subunit CKA
by similarity
trlQ92390 Yarrowia lipolytica cas
gl . . o o
YALIOD) 6863 kinase II catalytic subunit, identifiec
similar to splP06243 Saccharomy
KLILA0C0434 cerevisiae YDLO17w CDC?7 prot

kinase, start by similarity

highly similar to sp/lP06242
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Saccharomyces cerevisiae YDLI(
KIN28 cyclin-dependent ser/thr pr
kinase

CAGILOH10318g
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splP32581 weakly similar to trlO14098

IME2 Saccharomyces 2219 YALIOB2252 Schizosaccharomyces pombe Puta

VILI06W 2.7.1.- || cerevisiae YIL106w viable 0.8 0510503 0.2 || sckdy ||1921 | GLC.S8 Aabhg 2 one serine/threonine protein kinase, sta
IME?2 ser/thr protein 17 similarity

kinase P108.1.f12.1 highly similar to CA3004CaKIN

DEHAO0G?22528¢|| Candida albicans CaKIN28, start
similarity

similar to sp/lP41808 Saccharomy

KLILAOB11946g ||cerevisiac YPRO54w SMKI1 sporul:

specific MAP kinase, start by simil

similar to sp/lP41808 Saccharomy

cerevisiae YPRO54w Sporulatios

DEHAOQF26268¢ ||specific mitogen-activated protein k

SMK1 (MAP kinase SMK1),
hypothetical start, frameshift

KILILAOB09790g

highly similar to sp/P00546
Saccharomyces cerevisiae YBR1¢
CDC28 cyclin-dependent protein ki
start by similarity

DEHAOQF26257g

similar to splP41808 Saccharomy
cerevisiae YPR054w Sporulatio
specific mitogen-activated protein k
SMK1 (MAP kinase SMK1),
hypothetical start, frameshift

some similarities with splP3258
Saccharomyces cerevisiae YJL10

Al IME?2 ser/thr protein kinase, hypoth
start
highly similar to splP19454
Saccharomyces cerevisiae YORO(
g e .
KLLAQF16467 CKAZ2 casein kinase II alpha chain,
by similarity
highly similar to splP17157
CAGLOLI12474 Saccharomyces cerevisiae YPLO:

cyclin-dependent protein kinase, st:
similarity

CAGLOM11748¢

highly similar to splP32485
Saccharomyces cerevisiae YLR1]1
HOGTH, start by similarity

CAGI0E01683g

highly similar to sp/lP21965
Saccharomyces cerevisiae YNL3(
MCKI1 or splQ12222 Saccharomy
cerevisiae YOL128c, start by simil

KLILA0OA02497g

highly similar to splP14681
Saccharomyces cerevisiae YGR0A
KSSI1 ser/thr protein kinase of the ]
kinase family, start by similarit

CAGL0J04290g

similar to splP16892 Saccharomy

cerevisiae YBLO16w FUS3 or splP]

Saccharomyces cerevisiae YGR0A
KSS1, start by similarity

similar to splP14680 Saccharomy
cerevisiae YJL141c YAKI ser/thr p
kinase, start by similarity

highly similar to trlQ9HE92 Neuro:

YALIOD20966g ||crassa Probable glycogen synthase 1

3 alpha, start by similarity
gil27526975lembICAD36965.1
Kluyveromyces lactis cyclin-deper

QF08877g ! S .
KLLAOF kinase activating kinase 1, start |
similarity

highly similar to CA2027ICaMC.
DEHAOQEQ5819¢g|| Candida albicans CaMCKI1 ser/th:
protein kinase, hypothetical sta

highly similar to splP19454
DEHAOQCO07469¢g|| Saccharomyces cerevisiae YORO¢

CKAZ2, hypothetical start

similar to splQ07538

YALIOE11077 Schizosaccharomyces pombe

SPCC777.14 PRP4 Serine/threoni
protein kinase, hypothetical sta

| similar to splQ00772 Saccharomy
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cerevisiae YHR030c SLT?2 ser/thr p

DEHAOQOE19217¢g kinase of MAP kinase family
P108.1.f12.1 Length = 484, start
similarity

gil3127831lembICAA61157.1
KLILAOF17006g || Kluyveromyces lactis protein kin:

start by similarity
similar to splP16892 Saccharomy
cerevisiae YBLO16w FUS3 mitog

g . - -

bl e activated protein kinase (MAP kin:

start by similarity
similar to wilNCU07880.1 Neuros
YALIOD19492¢g || crassa NCUO07880.1 hypothetical pr
(15912 - 17477), hypothetical st:
highly similar to sp/P43063 Cand
YALIOB10758g || albicans cell division control protei

hypothetical start
similar to calCA1468ICaSRB10 Ca
albicans CaSRB10 cyclin-depend

0F09735¢g ||, .
S kinase by homology, 3 end, hypoth
start
similar to wilNCU04185.1 Neuros,
crassa NCUO04185.1 hypothetical p
( (AL451015) probable glycoge
0F09647¢g .
bl synthase kinase 3 alpha [Neurosp
crassa] ) (47604 - 49112), hypothe
start
highly similar to sp/lP43063 Cand
DEHAOQOG11660g|| albicans Cell division control prote
(EC 2.7.1.-), hypothetical start
highly similar to CA4448|CaPHC
Candida albicans CaPHO85 Nega
DEHAOD14256g
S regulator of PHO system, start t
similarity

similar to splP39073 Saccharomy
YALIOC10967¢g cerevisiae YPL042c SSN3 cycli

dependent CTD kinase, hypothetica

CAGLOK12496g

similar to splP43568 Saccharomy

cerevisiae YFL029c¢ CAK1 cdk

activating protein kinase, hypothe
start

similar to splP39073 Saccharomy

CAGILOL12650g || cerevisiae YPLO42c cyclin-depen
CTD kinase, hypothetical start

similar to spIP32581 Saccharomy

CAGILO0G04455¢g ||cerevisiae YIL106w IME2 ser/thr p

kinase, hypothetical start

similar to splP15790 Saccharomy
cerevisiae YIL035¢ CKAI casein k

0E04136¢g - .
ot II, catalytic alpha chain, start b,
similarity
highly similar to sp/P00546
CAGLOH07535¢g|| Saccharomyces cerevisiae YBR1¢
CDC28, start by similarity
highly similar to sp/lP15790
AGLOI05192 Saccharomyces cerevisiae YILO3

CKAI1 casein kinase 11, start by simi

DEHAOQE04290g

highly similar to CA0722ICaER]}

Candida albicans CaERK 1 mitog

activated protein kinase (FUS3
homolog), hypothetical start

weakly similar to splP43568
Saccharomyces cerevisiae YFLOZ

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

0C24321¢g S -
At L CAKI1 cdk-activating protein kin:
hypothetical start
trlQ9Y7W8 Yarrowia lipolytic:
AL ser/thr/tyr MAP kinase kinase, no
similar to splP08018 Saccharomy
cerevisiae YJL128c PBS2 tyrosi
0B15906g S .
ALl protein kinase of the MAP kinase k
family P108.1.f2.4, start by simila
similar to splO14427 Candida albi
DEHAOB12672g|| Serine/threonine-protein kinase CI

start by similarity
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splPO8018
Saccharomyces

cerevisiae YJL128¢

PBS2 tyrosine

protein kinase of the
MAP kinase kinase
family P108.1.2.4

Exhibits
sensitivity
at 15
generations
when grown
in medium
of pH 8.

Ess

Ess

Ess

0.3

Ess

sckdy

7544

CAGILOMO03729¢g

10/21/2005 04:07 PM

similar to splP48562 Saccharomy
cerevisiac YNL298w CLA4, start
similarity

similar to splP48562 Saccharomy
cerevisiae YNL298w CLA4 ser/!
protein kinase, start by similarit

similar to splP08018 Saccharomy
cerevisiae YJL128c PBS2, hypothe
start

KLILAOEI5378¢g

some similarities with sp/P0801
Saccharomyces cerevisiae YJL12
PBS2 tyrosine protein kinase of the
kinase kinase family, hypothetical

CAGIL0103498¢

similar to sp/lP06784 Saccharomy

cerevisiae YDL159w STE7 ser/th

protein kinase of MAP kinase kin
family, hypothetical start

CAGLOHO01639g

similar to splP08458 Saccharomy
cerevisiae YDR523c SPS1 ser/thr pi
kinase, hypothetical start

weakly similar to splP08458
Saccharomyces cerevisiae YDRS!

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

0D07502¢ o
Yallon = SPS1 ser/thr protein kinase, start
similarity
DEHAOC17204 similar to CA4577|CaMKI§2 Can(
albicans, start by similarity
some similarities with splP0678
KLLAOC] Saccharomyces cerevisiae YDLIS
BLLAA T STE7 ser/thr/tyr protein kinase of ]
kinase kinase family, hypothetical
some similarities with splP3249
Saccharomyces cerevisiae YPL1¢
g A
RLLAGLI S MKK?2 protein kinase of the map k
kinase (MEK) family, hypothetical
similar to splP32490 Saccharomy
cerevisiae YOR231w MKKI1 ser/
AGL0JO382 protein kinase or sp/P32491
Saccharomyces cerevisiae YPL14
MKK?2, start by similarity
similar to splP08018 Saccharomy
DEHA0C09416g|| cerevisiae YJL128c PBS2, hypothe
start
similar to calCA1623ICaSTE7 Can
DEHAOF15719¢g || albicans CaSTE7 MAP Kinase Kir
hypothetical start
some similarities with splP2329
Saccharomyces cerevisiae YPR1¢
0C07139¢g L
S . SGV1 ser/thr protein kinase, hypoth
start
gil27526973lemblCAD36964.1
KLILAQOE14828g || Kluyveromyces lactis serine/threor
protein kinase KIN28, start by simi
some similarities with sp/lP0624
DEHA 314 Saccharomyces cerevisiae YDLO!
CDC7, hypothetical start
similar to CA4995ICaYAK1 Canc
DEHAOBO8701g albicans CaYAKI1 putative Ser/t
protein kinase, hypothetical sta
highly similar to splQ00772
AGL 3 Saccharomyces cerevisiae YHRO!
SLT?2, hypothetical start
2il4096112IgblAAC99804.1
KLILAOEI12177g ||[Kluyveromyces lactis CTD kinase 1.
subunit, hypothetical start
similar to splP32581 Saccharomy
DEHAOBO00770g |[cerevisiae YJL106w IME2 ser/thr p
kinase, hypothetical start
highly similar to splP17157
YALIOD25190g || Saccharomyces cerevisiae YPLO:

PHOSS, hypothetical start

DEHAOE21219g

similar to CA1378/CaERK2 Cand
albicans CaERK?2 mitogen-activa
protein kinase, start by similarit

MO ANTNONQT ~

similar to CAGL-IPF1383.1 Canc
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glabrata, hypothetical start

some similarities with splP1468
Saccharomyces cerevisiae YJL14

ALl YAKI ser/thr protein kinase,
hypothetical start
highly similar to splP32485
Saccharomyces cerevisiae YLR1]1
KLILAOF20053¢ || HOGTI ser/thr protein kinase of M

kinase (MAPK) family, start b
similarity

DEHAOE22110g

splQ9UVS50 Debaryomyces hanse
Mitogen-activated protein kinase H
identified start

highly similar to CA6039ICaCK
Candida albicans CaCK A1 casein k

g ) .
DEIABA L4030 11, catalytic alpha chain, start b;
similarity

similar to trlQ9Y7V6 Emericell

YALIOE33803¢g || nidulans MAP protein kinase MP]
hypothetical start
highly similar to splP32485

YALIOE25135 Saccharomyces cerevisiae YLR11

HOG1 ser/thr protein kinase of M
kinase (MAPK) family, hypothetica

highly similar to trlQ9UW09 Glom

YALIOE23496¢g || lagenarium Mitogen activated pro
kinase, hypothetical start
highly similar to splP38615
AGIL0L0682 Saccharomyces cerevisiae YMRI:
MDSI1 Serine/threonine-protein ki
highly similar to splP19454
Saccharomyces cerevisiae YORO(
( g e .
AGLOGO203> CKAZ2 casein kinase II alpha chain,
by similarity
similar to CA4014ICaCTK1 Cand
DEHA0G02750g|| albicans CaCTK1 probable cell div
protein kinase, start by similarit
similar to splQ00772 Saccharomy
YALIOB02816 cerevisiae Mitogen-activated prot

kinase SLT2/MPK1 (EC 2.7.1.-) (1
kinase MPK1), start by similarif

KLILAODI11814¢g

similar to splP39073 Saccharomy
cerevisiae YPL042c SSN3 cycli
dependent CTD kinase, start by sim

KLILAOB11902g

gil7385125IgblAAF61706.11AF226’
Kluyveromyces lactis MAP kinase,
by similarity

similar to splQ03957 Saccharomy
cerevisiae YKL139w CTK1 carbo

( g . S ‘

AULIDO terminal domain kinase, hypothet
start

some similarities with splP3258

Saccharomyces cerevisiae YJL10
QF02838g -

Lot IME2 ser/thr protein kinase, hypoth
start

similar to splP23293 Saccharomy

KLILAODI10527g cerevisiae YPR161c SGV1 ser/t

protein kinase, hypothetical sta

similar to sp/lP41808 Saccharomy

CAGLOD01694g || cerevisiae YPRO54w SMK1 sporul:

specific MAP kinase, hypothetical

similar to splP06242 Saccharomy
cerevisiae YDL108w KIN28 cycl

g o
R dependent ser/thr protein kinase, stz
similarity
similar to splP23293 Saccharomy
CAGI0I08349¢g cerevisiae YPR161c SGV1 ser/t
protein kinase, hypothetical stas
similar to splP06243 Saccharomy
CAGIOKO1815g cerevisiae YDLO17w Cell divisi
control protein 7, hypothetical st
similar to calCA1467IIPF5082 Can
albicans IPF5082 similar to
DEHAOQF09713g|| Saccharomyces cerevisiae Caklp «
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splP14680
Saccharomyces
cerevisiae YJL141c

YAKI ser/thr protein

kinase P108.1.f3.5

viable

0.4

0.1

Ess

0.1

0.6

sckdy

2219
19 21
17

10/21/2005 04:07 PM

activating protein kinase (by homol
hypothetical start

KLILAODI11990g

2il24995901splQ92241IPH85_KLU

Kluyveromyces lactis NEGATIY

REGULATOR OF THE PHO SYS'
hypothetical start

weakly similar to trlQ8X0V5 Neuro

YALIODO4114g ||crassa Related to putative dual spec
protein kinase pom1, hypothetical
similar to splP14681 Saccharomy
CAGIOK04169¢g|| cerevisiae YGR040w KSS1, start
similarity
highly similar to splP21965
Saccharomyces cerevisiae YNL3(
KLLAOEQ7414g L
o e MCKI1 ser/thr/tyr protein kinase, st:
similarity
similar to trlQ8TG13 Neurospora ¢
YALIOB18700g |[Casein kinase II alpha subunit CKA
by similarity
trlQ92390 Yarrowia lipolytica cas
0D16863g ||, . . IS
Yalion kinase II catalytic subunit, identifiec
similar to splP06243 Saccharomy
KLILAQC04345¢g|| cerevisiae YDLO17w CDC?7 prot
kinase, start by similarity
highly similar to splP06242
AGLOHI031 Saccharomyces cerevisiae YDLI(
e KIN28 cyclin-dependent ser/thr pr
kinase
weakly similar to trl014098
YV ALIOB22528 Sc.hlzosacch'firomyces_ por_nbe Puta
LALLDooseg serine/threonine protein kinase, sta
similarity
highly similar to CA3004ICaKIN
DEHA0G?22528¢|| Candida albicans CaKIN28, start
similarity
similar to splP41808 Saccharomy
KLILAOB11946¢ ||cerevisiae YPRO54w SMK1 sporul:
specific MAP kinase, start by simil
similar to splP41808 Saccharomy
cerevisiae YPR0O54w Sporulatio
DEHAQF26268¢ ||specific mitogen-activated protein k
SMK1 (MAP kinase SMK1),
hypothetical start, frameshift
highly similar to splP00546
Saccharomyces cerevisiae YBR1¢
0B09790g . o
b CDC28 cyclin-dependent protein ki
start by similarity
similar to splP41808 Saccharomy
cerevisiae YPRO54w Sporulatior
DEHAOF26257¢g ||specific mitogen-activated protein k
SMK1 (MAP kinase SMK1),
hypothetical start, frameshift
some similarities with spIP3258
Saccharomyces cerevisiae YJL10
g S
el IME2 ser/thr protein kinase, hypoth
start
highly similar to sp/P19454
Saccharomyces cerevisiae YORO€
Ll bbb CKA2 casein kinase II alpha chain,
by similarity
highly similar to splP17157
CAGLOL 12474 Sgccharomyces cerevisiae YPLO:
cyclin-dependent protein kinase, st:
similarity
highly similar to splP32485
CAGILOM11748g|| Saccharomyces cerevisiae YLR11
HOG1, start by similarity
highly similar to splP21965
CAGLOE1683 Saccharomyces cerevisiae YNL3(

MCKI or splQ12222 Saccharomy
cerevisiae YOL128c, start by simil

KILILA0A02497g

highly similar to sp/lP14681
Saccharomyces cerevisiae YGRO0A
KSS1 ser/thr protein kinase of the |
kinase family, start by similarit
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CAGL0J04290g

similar to splP16892 Saccharomy

cerevisiae YBLO16w FUS3 or splP]

Saccharomyces cerevisiae YGR0A
KSS1, start by similarity

similar to splP14680 Saccharomy
cerevisiae YJL141c YAKI ser/thr p
kinase, start by similarity

highly similar to trlQ9HE92 Neuro:
crassa Probable glycogen synthase |
3 alpha, start by similarity

gil27526975lemblCAD36965.1
Kluyveromyces lactis cyclin-deper

QF08877g ! S .
KLLAOF kinase activating kinase 1, start |
similarity
highly similar to CA2027ICaMC.
DEHAOQEQ5819¢g|| Candida albicans CaMCKI1 ser/th:
protein kinase, hypothetical sta
highly similar to splP19454
DEHAOQCO07469¢g|| Saccharomyces cerevisiae YORO€
CKAZ2, hypothetical start
similar to splQ07538
YALIOE11077 Schizosaccharomyces pombe

SPCC777.14 PRP4 Serine/threoni
protein kinase, hypothetical sta

similar to splQ00772 Saccharomy
cerevisiae YHRO030c SLT2 ser/thr p

DEHAOE19217g kinase of MAP kinase family
P108.1.f12.1 Length = 484, start
similarity

gil3127831lemblCAA61157.1

KLILAOF17006¢ || Kluyveromyces lactis protein Kin:
start by similarity

similar to splP16892 Saccharomy

cerevisiae YBLO16w FUS3 mitog

0E10527¢ . - -

O activated protein kinase (MAP kin
start by similarity

similar to wilNCUO07880.1 Neuros,

YALIOD19492¢g |[crassa NCUO7880.1 hypothetical pr

(15912 - 17477), hypothetical st

highly similar to splP43063 Cand

YALIOB10758g || albicans cell division control protei

hypothetical start

DEHAOQF09735¢g

similar to calCA1468ICaSRB10 Ca

albicans CaSRB10 cyclin-depend

kinase by homology, 3 end, hypoth
start

DEHAOQF09647g

similar to wilNCU04185.1 Neuros

crassa NCU04185.1 hypothetical pr

( (AL451015) probable glycoge

synthase kinase 3 alpha [Neurosp

crassa] ) (47604 - 49112), hypothe
start

highly similar to splP43063 Cand

DEHAOGI1 albicans Cell division control prote
(EC 2.7.1.-), hypothetical start
highly similar to CA4448|CaPHC
Candida albicans CaPHO85 Nega

LEOAVD 132008
DEHARD 4236 regulator of PHO system, start t

similarity
similar to splP39073 Saccharomy
YALIOC10967¢g cerevisiae YPL042c SSN3 cycli
dependent CTD kinase, hypothetica
similar to splP43568 Saccharomy
AGLOK 124 cerevisiae YEL029C CAKI cdk
CAGLOK12496g activating protein kinase, hypothet
start

similar to splP39073 Saccharomy
CAGIOL12650g|| cerevisiae YPLO42c cyclin-depen
CTD kinase, hypothetical start
similar to splP32581 Saccharomy
AGL0G044 cerevisiae YJL106w IME2 ser/thr p

kinase, hypothetical start

VIT ANDCNA124~

similar to splP15790 Saccharomy

cerevisiae YIL035¢ CKAI1 casein k
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II, catalytic alpha chain, start b,
similarity

highly similar to sp/lP00546

CAGLOH07535¢g|| Saccharomyces cerevisiae YBR1¢
CDC28, start by similarity
highly similar to sp/lP15790

AGLOI05192 Saccharomyces cerevisiae YILO3

CKAI1 casein kinase 11, start by simi

DEHAOQE04290g

highly similar to CA0722ICaER]}

Candida albicans CaERK 1 mitog

activated protein kinase (FUS3
homolog), hypothetical start

weakly similar to splP43568
Saccharomyces cerevisiae YFLOZ

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

0C24321¢ S -
At L CAKI1 cdk-activating protein kin:
hypothetical start

similar to sgdIS0006071 Saccharon

OF11319g - .
KLlaoA cerevisiae YPL150w, start by simil
similar to splP25333 Saccharomy

cerevisiae YCR008w SAT4

AGLOLO781 . . o .
serine/threonine-specific protein ki

start by similarity
AGLOK] 1 similar to sp/lP28708 Saccharomy
CAGLOK11530g cerevisiae YKL116c¢, hypothetical
weakly similar to SPIP38691
Saccharomyces cerevisiae YHRO:
OF11385g S
Al KSP1 ser/thr protein kinase and DE
IPF5974.1, start by similarity
similar to splQ03533 Saccharomy
D cerevisiae YMR291w, start by simi
similar to splP38691 Saccharomy
KLILAOE17127¢g cerevisiae YHRO082c KSP1 ser/t
protein kinase, start by similarit
similar to spIP18961 Saccharomy
YALIOC04158¢g cerevisiae Serine/threonine-prote
kinase YPK2/YKR?2, hypothetical
similar to splP24719 Saccharomy
DEHAOQF24676g cerevisiae YOR351c MEK1 ser/1
protein kinase

DEHA0G14817 similar to CA2643ICaHSL1 Cand

albicans CaHSL1, hypothetical st

DEHAOC18150g

similar to splP40494 Saccharomy
cerevisiae YILO95w PRK1
serine/threonine protein kinase, sta
similarity

CAGIOK10604g

similar to splP27466 Saccharomy
cerevisiae YFRO14c CMK1

Ca2+/calmodulin-dependent ser/

protein kinase type I, hypothetical

similar to splP22204 Saccharomy

DEHAOQCO08591¢g cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj
some similarities with spIP2356

YALIOF13629 Saccharomyces cerevisiae YLR3¢

STE11 ser/thr protein kinase of t
MEKK family, hypothetical sta

KLILAOC06138g

similar to splP32562 Saccharomy

cerevisiae YMROO1¢c CDCS5 involv

regulation of DNA replication, stai
similarity

some similarities with wilNCU009

YALIOF16159¢g Neurospora crassa NCU00914.
hypothetical protein, hypothetical
similar to splP34244 Saccharomy
AGLOKO08514¢g|| cerevisiae YKL 101w serine/threon
protein kinase, hypothetical sta
similar to calCA18811CaRCK2 Car
albicans CaRCK?2 Ca/calmoduli;
g S
DEVARE Y dependent ser/thr protein kinase
homology), hypothetical start
some similarities with sp/P3280
KLLAOF26983 Saccharomyces cerevisiae YKLO-

ELM1 ser/thr-specific protein kin:
hypothetical start
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similar to splP22211 Saccharomy

cerevisiae YNL183c NPR1 or trlQ1

Saccharomyces cerevisiae YDLOZ
hypothetical start

YALIOC00891¢g

similar to splO14019
Schizosaccharomyces pombe Prob
serine/threonine-protein kinase
C29A4.16 (EC 2.7.1.-), hypothetica

similar to spIlP24719 Saccharomy

KLILAOF23507¢ cerevisiae YOR351c MEK1 ser/1
protein kinase, start by similarit
similar to spIP32361 Saccharomy
CAGIOF03245¢g || cerevisiae YHR079¢ IRE1, hypothe
start
some similarities with spIP3808
AGLOK] 1 Saccharomyces cerevisiae YBRO!
e AKL1 Ark-family Kinase-Like prc
hypothetical start
similar to CA19711CaPKH2 Cand
DEHAO0G1041 albicans CaPKH2 Ser/Thr prote
kinase(by homology), hypothetical
weakly similar to trlQ9Y898 Emeri
YALIOB17556g || nidulans Calcium/calmodulin deper
protein kinase C, hypothetical st:
highly similar to splP22204
Saccharomyces cerevisiae YGROS
CAGIL0G03047g||DBF2 ser/thrprotein kinase or splP?
Saccharomyces cerevisiae YPR11
DBF20, hypothetical start
weakly similar to DEHA-IPF372
YALIOF27093g || Debaryomyces hansenii, hypothet
start
similar to splP37292 Saccharomy
DEHAQC14091 cerevisiae YBR263w SHMI,
hypothetical start
similar to CA4433ICaBCK1 Canc
AR s albicans, hypothetical start
similar to splP22209 Saccharomy
KLILAQC042]3g |[cerevisiae YARO18c KIN3 ser/thr p
kinase, hypothetical start
similar to splO42626 Neurospora ¢
Y ALIOAO4 Serine/threonine-protein kinase nr
YALIOAQ4697¢ (Nonrepressible conidiation protei
hypothetical start
similar to splP32562 Saccharomy
cerevisiae Cell cycle protein kin:
LALIVD0VIDG
YALIOD26013¢ | ~p5/MSD2 (EC 2.7.1.-), hypoth
start
highly similar to sSCA3870ICaYP
DEHA0G14839¢g Candida albicans CaYPKI1, start

similarity

KILILAOC14278g

similar to splP28708 Saccharomy
cerevisiae YKL116c, hypothetical

YALIOE13750¢g

similar to trlCAD79666 Neurosp
crassa B1D14.230 Related to
serine/threonine-protein kinase a
DEHA-IPF6149.1 Debaryomyc
hansenii, no start

CAGIOB04147g

highly similar to splP22204
Saccharomyces cerevisiae YGROS
DBF2 ser/thrprotein kinase relate
DBF20P or splP32328 Saccharom
cerevisiae YPR111w DBF20 cell
protein kinase related to DBF2I
hypothetical start

DEHAOQF13497g

similar to calCA1299ICaPTK2 Can
albicans CaPTK2 serine /threoni
protein kinase involved in polyan
uptake (by homology), hypothetical

DEHAOD13684¢g

similar to CA4865IIPF4085 Cand
albicans IPF4085, start by simila

AGLOL

similar to splP53104 Saccharomy
cerevisiae YGL180w APGI essenti
autophagocytosis, hypothetical st
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similar to splP38991 Saccharomy
cerevisiae YPL209c¢ IPL1 ser/thr pr
kinase, start by similarity

some similarities with spIP3808
Saccharomyces cerevisiae YBRO!

BLLAGL sh ! AKL1 Ark-family Kinase-Like prc
hypothetical start
similar to trlQ12152 Saccharomy
0E24563¢ o -
Aol cerevisiae YPL150w, hypothetical
similar to calCA5226ICaRIM15 Ca
albicans CaRIM15 Protein kinas
0F24013g . -
St involved in the RIM pathway (t
homology), hypothetical start
some similarities with splP2220
Saccharomyces cerevisiae YARO
( g S
AL KIN3 ser/thr protein kinase, hypoth
start
some similarities with trlQ1210
CAGIOKO01661g|| Saccharomyces cerevisiae YDLOZ
hypothetical start

highly similar to CA3361ICaSN]

DEHAOQE]5741 Candida albicans CaSNF1

serine/threonine protein kinase
hypothetical start

CAGLOMO02233¢

highly similar to splP22216
Saccharomyces cerevisiae YPL1¢
SPK1 ser/thr/tyr protein kinase
hypothetical start

CAGIOF04741¢g

similar to spIP22517 Saccharomy
cerevisiae YOL016¢c CMK2

Ca2+/calmodulin-dependent ser/

protein kinase, type II, hypothetical

weakly similar to splP34244
Saccharomyces cerevisiae YKLI(
HSLI1 ser/thr protein kinase, coup
septin ring assembly to cell cyc
progression, hypothetical start

KLILAOE11979¢g

some similarities with spIlP2533

Saccharomyces cerevisiae YCRO(

SAT#4 serine/threonine-specific pre
kinase, hypothetical start

similar to splP22211 Saccharomy

CAGILOJ11308g cerevisiae YNL183c NPR1 ser/t
protein kinase, hypothetical sta
similar to splP25333 Saccharomy
DEHAOG] | _ cerevisiae YCRQQSW SAT4 )
serine/threonine-specific protein ki
hypothetical start
similar to sp/lP38080 Saccharomy
CAGLOH10208g|| cerevisiae YBR0O59¢c AKL1 Ark-fa
Kinase-Like protein, hypothetical
similar to splP23561 Saccharomy
cerevisiae YLR362w STE11 ser/
( 9g A
AULDEO TS protein kinase of the MEKK fam
hypothetical start
weakly similar to trlQ9C2E8 Neuro
YALIODO7150g || crassa Conserved hypothetical pro
start by similarity
highly similar to calCA2265|CaCN
Candida albicans CaCMK?2 Ca
DEHAOQF10197g|| /calmodulin-dependent ser/thr pro
kinase, type II (by homology),
hypothetical start
similar to splP06245 Saccharomy
DEHAOB 1262 cerevisiae YPL203W TPK2 cAM
DEHAOB126282 dependent protein kinase 2, cataly
chain, start by similarity
similar to CA2193IIPF14273 Can
DEHAOQE13574g albicans IPF14273 Probable ser/!
protein kinase
weakly similar to sgdISO00606!
KLILAODO7348g|| Saccharomyces cerevisiaec YPL14

start by similarity

some similarities with spIP3897
Cannhnvnmasrinan anvasrinias VIT 14
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DaALtaluIIIyLod Loiovidlac 1JuiL
HALS ser/thr protein kinase, hypoth
start

DEHAOFO4114g

similar to CA0576/CaNPR1 Canc
albicans CaNPR1, hypothetical s

DEHAOCI13211g

similar to splP22216 Saccharomy
cerevisiae YPL153c SPK1, hypothe
start

KLILAOBO7205g

some similarities with splP0598
Saccharomyces cerevisiae YKL 1¢
TPK3 cAMP-dependent protein kin
catalytic chain, hypothetical sta

CAGLO0K06479g

some similarities with trlQ0330
Saccharomyces cerevisiae YDR46
start by similarity

KILILAOC12485g

weakly similar to splQ12236
Saccharomyces cerevisiae YOLI(
PKH2, start by similarity

KLILAOE06413¢g

gil22858696IgblAAN05732.1
Kluyveromyces lactis protein kinas
start by similarity

weakly similar to trlQ96WIJ8 Blun

YALIOD26213g || graminis Protein kinase C-like pro
hypothetical start

similar to CA6135ICaCMKI1 Canc

L albicans CaCMK1, hypothetical s

similar to CA5074/IPF3607 Cand

DEHAQEI6115 glblcans IPF3607 putative

serine/threonine protein kinase
hypothetical start

similar to splP32801 Saccharomy

CAGILOMI13167g|| cerevisiae YKL048c ELM1 ser/t]

specific protein kinase, hypothetical

weakly similar to sgdIS000218:

KLIAOFO1408g || Saccharomyces cerevisiae YDLOZ
hypothetical start

highly similar to trIQ9HEWO Canc

DEHAOQFE25212g ||albicans cAMP-dependent protein k

catalytic subunit, hypothetical st

CAGLOMO08404¢

some similarities with splP0598

Saccharomyces cerevisiae YKL 1¢

TPK3 or splP06244 Saccharomys

cerevisiae YJL164c SRA3 or splPO

Saccharomyces cerevisiae YPL20
TPK2, hypothetical start

KLILAOA03806g

gil2181934lemblICAA61235.1
Kluyveromyces lactis putative kin
start by similarity

similar to trlQ871H9 Neurospora ci

YALIOD19470g B16M17.090 Related to Ste20-1li
kinase Don3, hypothetical start
similar to splP22211 Saccharomy
YALIOA10230g cerevisiae YNL183c NPR1 ser/t
protein kinase, start by similarit
some similarities with

calCA1288ICaKSP1 Candida albi
DEHAOF10461g CaKSP1 SERINE/THREONINI
PROTEIN KINASE by homolog

hypothetical start
trlQ9P860 Yarrowia lipolytica Wee
YALIOFO1716g || protein, mitosis inhibitor protein ki

hypothetical start
trl093955 Yarrowia lipolytica SS
protein, multicopy suppressor of S
YALIOE27632¢g || secretory defects, putative calmod
dependent ser/thr protein kinase

identified start

similar to splP38147 Saccharomy
AGLOI 4 cerevisiae YBR274w CHKI1 regu
inhibitory Cdk phosphorylation of F

start by similarity
similar to splP11792 Saccharomy

CAGLOFQ907S cerevisiae YHR205w SCH9

serine/threonine protein kinase, sta

similarity
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splP32801
Saccharomyces
cerevisiae YKLO048c
ELM1 ser/thr-
specific protein
kinase P108.1.f3.2

Exhibits
growth
defect on a
fermentable
carbon
source.

0.1

Ess

0.3

0.2

sckdy

5758
49 54

10/21/2005 04:07 PM

similar to CA2348IIPF12811 Cang

DEHAOC17996g albicans, putative serine/threonis
kinase, hypothetical start
AGLOH similar to trlQ12003 Saccharomy

cerevisiae YPL236c, hypothetical

KLILA0OCO0382

similar to splP54199 Saccharomy
cerevisiae YDL028c MPS1
serine/threonine/tyrosine protein ki
hypothetical start

KLIAOF14190g

2il3021329lembICAA06336.1
Kluyveromyces lactis MAP kinase
kinase, start by similarity

CAGLOMI10153¢g

some similarities with splQ034¢

Saccharomyces cerevisiae YHLO(

ser/thr protein kinase of the pheror
pathway, hypothetical start

KLLAOF24618g

similar to splP38070 Saccharomy
cerevisiae YBRO028c, start by simil

CAGIOK07458g

similar to splP12688 Saccharomy

cerevisiae YKL 126w or sp/P189

Saccharomyces cerevisiae YMR 1

ser/thr-specific protein kinases, sta
similarity

KLLAOD03190g

highly similar to splP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, start by similarit

DEHAOD19833g

similar to CA58511CaKIN2 Cand
albicans CaKIN2, hypothetical st

KILILAOD14905g

2il28565036I1gblAAO32601.1
Kluyveromyces lactis DBF2, start
similarity

KILILAOC18568g

2il6967028lembICAB72435.1
Kluyveromyces lactis MUP1 prot
hypothetical start

CAGLOM13541¢g

similar to splQ03533 Saccharomy
cerevisiae YMR291w, hypothetical

KLILAOEQ3487g

similar to sgdlS0002874 Saccharon
cerevisiae YDR466w, start by simil

DEHAOQC08635¢g

similar to splP22204 Saccharomy
cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj

similar to splP40494 Saccharomy

AGL0G02607 cerevisiae YIL0O95w PRKI1, start
similarity
CAGLOK11275 similar to trlQ03785 Saccharomy

cerevisiae YDR247w, hypothetical

similar to CAO719IIPF9779.5 Can
albicans IPF9779.5 serine/threon

0E05753¢ . .
Sl - protein kinase 5-prime end, hypoth
start

some similarities with splQ1222

YALIOB05588 Saccharomyces cerevisiae YOLI(

PKH2 related to ser/thr protein kin

P108.1.f16.1, hypothetical star

similar to CA0577IIPF16051 Can

DEHAOQA08822¢g|| albicans IPF16051 unknown funct
start by similarity

similar to splP53104 Saccharomy

KLLAOC171 cerevisiae YGL180w APGI essenti

autophagocytosis, start by similar

some similarities with splP5323

KLILAOAO02717g|| Saccharomyces cerevisiae YGROS
hypothetical start

similar to KLLA-IPF4914.1

YALIOC21758g Kluyveromyces lactis IPF 4914.
hypothetical start

similar to splP53739 Saccharomy

AGLOCO3 cerevisiae YNRO47w or splP253

Saccharomyces cerevisiae YCROS
KINS2, hypothetical start

similar to splP11792 Saccharomy

cerevisiae YHR205w SCH9
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serine/threonine protein kinase inve
in stress response and nutrient-sen
signaling pathway, start by simila

similar to trlQ12706
Schizosaccharomyces pombe Prob

Al L2 H serine/threonine protein kinase PS

(EC 2.7.1.-), hypothetical start

weakly similar to DEHA-IPF39-

YALIOE34067g Debaryomyces hansenii IPF 394
hypothetical start

similar to splP27636 Saccharomy

CAGILO0C05005g cerevisiae YAR019¢c CDCI15,
hypothetical start

similar to CA2018ICaSTE11 Canc

DEHAOQB04895¢ || albicans CaSTE11 ser/thr protein k

of the MEKK family, hypothetical

similar to splP12688 Saccharomy

KLILAOB12716g|| cerevisiae YKL126w YPK1 ser/t

specific protein kinase, start by simi

AGLOF similar to splQ08732 Saccharomy

cerevisiae YOR267c, start by simil

Weakly similar to CAAL-CAS55

YALIOE22858g || CaAKL1 serine/threonine protein k

(by homology), Hypothetical sta

similar to splP43565 Saccharomy

KLLAOF 1 cerevisiae YFLO33C RIMIS prot

kinase involved in expression of mq

genes, hypothetical start
similar to sp/lP38070 Saccharomy
DEHAOQE12782¢ || cerevisiae YBRO028c, putative ribos

protein kinase

CAGILO0B01925¢g

similar to splP13185 Saccharomy

cerevisiae YDR122w KINT1 or splP]

Saccharomyces cerevisiae YLROS
KIN2, hypothetical start

some similarities with sgdIS0005’

KLILAOC07535¢g|| Saccharomyces cerevisiae YOR2(
hypothetical start

similar to splP24719 Saccharomy

CAGILO0D02244g cerevisiae YOR351c MEK1 ser/1

protein kinase, hypothetical sta

DEHAOC13387¢g

similar to trlQ08732 Saccharomy
cerevisiae YOR267C, hypothetical

YALIOE17743¢g no similarity, hypothetical starf
AGLOCO? similar to trlQ08732 Saccharomy
cerevisiae YOR267c, hypothetical

similar to spIP13186 Saccharomy

KLILAOF19536¢g cerevisiae YLR096w KIN2 ser/t
protein kinase, start by similarit

similar to spIP13186 Saccharomy

CAGIOM11396¢g cerevisiae YLR096w KIN2 ser/t
protein kinase, hypothetical stas

similar to splP32490 Saccharomy

YALIOBI3178¢g cerevisiac YOR231w MKKI1 ser
protein kinase, start by similarit

similar to CA1288ICaKSP1 Cand

DEHAQF27489 albicans CaKSP1 serine/threonirn

protein kinase (by homology), star
similarity

KILILAOB02332g

similar to splP38991 Saccharomy
cerevisiae YPL209c IPL1 ser/thr pr
kinase, start by similarity

CAGI0L.07326g

similar to splP39009 Saccharomy
cerevisiae YDL101c DUNI prot
kinase, start by similarity

KLILAOF11143¢g

similar to splP22216 Saccharomy
cerevisiae YPL153c SPK1 ser/thr
protein kinase, start by similarit

DEHAQE14641g

similar to CA4097|CaGIN4 Cand
albicans CaGIN4 ser/thr protein ki
(by homology), hypothetical sta

similar to splQ01919 Saccharomy

cerevisiae YOR233w KIN4 ser/t
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protein kinase or trlQ03002
Saccharomyces cerevisiae YPL14
start by similarity

YALIOD14542¢g

similar to spIlP11792 Saccharomy
cerevisiae YHR205w SCH9
serine/threonine protein kinase inve
in stress response and nutrient-sen
signaling pathway, start by simila

some similarities with splP4711

Saccharomyces cerevisiae YJR05

PTK?2 involved in polyamine uptz
hypothetical start

KLILAOB0O6501g
DEHA! 42

some similarities with splP4189
Schizosaccharomyces pombe Ce
division control protein 7 and
CA2669IIPF17494.3eoc Candid
albicans and CA2404ICaCDC15 Ca
albicans, hypothetical start

similar to CA0044/TPF17347 Cang

. .
DEHAOF20878g | 1hicans IPF17347, hypothetical s
similar to splP40494 Saccharomy
cerevisiae YILO95w PRK1
KLIAOEO8371g || serine/threonine protein kinase inve

in regulation of actin cytoskelet
organization, start by similarity

gil33386566lembICAD87727.1

KLIAOF13552g || Kluyveromyces lactis protein kin:
start by similarity
highly similar to splP32562
Saccharomyces cerevisiae YMRO
( g . . .
AL ey CDCS involved in regulation of D
replication, hypothetical start
similar to splP38990 Saccharomy
CAGIOKO02167g|| cerevisiae YER129w Serine/threor
protein kinase, start by similarit
similar to calCA2909/TPF11424 Car
DEHAOQF(09493¢g || albicans IPF11424 unknown funct
hypothetical start
similar to splP22211 Saccharomy
CAGILO0G05720g cerevisiae YNL183c NPR1 ser/t

protein kinase, start by similarit

DEHAOQC09823¢g

similar to CA1205ICaSSK?2 Cand
albicans, hypothetical start

YALIOD22770g

Similar to CAAL-CA5851 CaKI
ser/thr protein kinase (by homology
start

CAGLOMO08910¢g

highly similar to splQ00372
Saccharomyces cerevisiae YDR4
carbon catabolite derepressing ser
protein kinase, hypothetical sta

KLILAOC04191

weakly similar to splP27636
Saccharomyces cerevisiae YARO
CDC15 protein kinase of the M/
kinase kinase kinase family, hypoth
start

similar to splP22209 Saccharomy
cerevisiae YARO18c KIN3 ser/thr p
kinase, start by similarity

AGILOK!

highly similar to splP12688
Saccharomyces cerevisiae YKL 12
Serine/threonine-protein kinase, sta
similarity

AGIL0J04972

some similarities with trlQ1210
Saccharomyces cerevisiae YDLOZ
hypothetical start

DEHAOF10923g

highly similar to calCA2986ICaCI

Candida albicans CaCDCS5 Cell-c;

protein kinase (by homology), star
similarity

YALIOB04840¢g

similar to trlQ12003 Saccharomy
cerevisiae YPL236c¢, start by simil.

KLILAOCO01650g

similar to splQ12263 Saccharomy
cerevisiae YDR507c GIN4 ser/thr p
kinase, start by similarity
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some similarities with splP4189
Schizosaccharomyces pombe 7 CI

OF08165g .
s OR SPBC21.06C gene Cell divis
control protein, start by similarif
highly similar to sp/P39009
KLILAQEQ1584g || Saccharomyces cerevisiae YDLI(
DUNI protein kinase, start by simil
DEHA0C02882 similar to CA4039ICaS.KS~ 1 (;and
albicans, start by similarity
similar to splP38147 Saccharomy
KLLAQF01276 cerevisiae YBR274w CHKI1 regu

inhibitory Cdk phosphorylation of [
start by similarity

CAGL0G09020g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta

similar to trlQ12706
Schizosaccharomyces pombe Prob

Aaln s serine/threonine protein kinase PS
start by similarity

similar to splP38970 Saccharomy

CAGI0I06248g ||cerevisiae YJL165¢ HALS ser/thr p

kinase, start by similarity

weakly similar to trlQ00863 Nect

YALIOB08558g || haematococca Ranl-like protein ki
hypothetical start

similar to CA1375IIPF7158 Cand

DEHA! 44 albicans IPF7158 putative

serine/threonine kinase, hypothetica

weakly similar to splQ03497

Saccharomyces cerevisiae YHLO(

g N

KLLAORLIOT STE20 ser/thr protein kinase of t

pheromone pathway, hypothetical

some similarities with splP4704

Saccharomyces cerevisiae YJLO57¢

0F27159g : . S

A probable serine/threonine-protein k
hypothetical start

similar to splQ12505 Saccharomy

cerevisiae YPL026¢ SKS1 suppre

CAGL0I05390¢g kinase of SNF3 or trlQ03785

Saccharomyces cerevisiae YDR24
start by similarity

YALIOE31361g

similar to triQ9HF33 Arthrobotr
dactyloides Calmodulin-binding pr
kinase, hypothetical start

YALIOB14201g

similar to splP32328 Saccharomy
cerevisiae YPR111w DBF20 cell
protein kinase P108.1.£3.6 or splP2
Saccharomyces cerevisiae YGROS
DBF2 ser/thr protein kinase
P108.1.f16.1, hypothetical star

DEHAOC16181g

similar to CA1447ICaNRK1 Canc
albicans, hypothetical start

CAGIOK04301g

similar to splP53233 Saccharomy
cerevisiae YGR052w, hypothetical

KLILAOA06820g

some similarities with splP3897

Saccharomyces cerevisiae YJL16

HALS ser/thr protein kinase, hypoth
start

KLILAOC00979g

similar to sp/lP08458 Saccharomy
cerevisiae YDR523c SPS1 ser/thr p:
kinase, hypothetical start

YALIODO02101g

similar to spl094168 Candida tropi
Carbon catabolite derepressing prc
kinase (EC 2.7.1.-), hypothetical ¢

YALIOC08305¢g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta

KLLAODI2100g

some similarities with sgdIS0002¢
Saccharomyces cerevisiae YDR24

hypothetical start

highly similar to sp/P53599
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Saccharomyces cerevisiae YNRO!
SSK2 MAP kinase, no start, frame

similar to trlQ876Z5 Neurospora ci

YALIOAQ5247g || OS-4 Putative SSK22 like MAPI
kinase, hypothetical start
similar to splP24719 Saccharomy
DEHAQF24684g|| cerevisiae YOR351c MEKI ser/t
protein kinase
similar to splP23561 Saccharomy
cerevisiae YLR362w STE11 ser/
g L .
RLLAGBLALC protein kinase of the MEKK family
by similarity
similar to splP38691 Saccharomy
CAGIOF03311g cerevisiae YHRO082c KSP1 ser/t
protein kinase, start by similarit
some similarities with sgdIS0002!
KLILA0C03938¢g || Saccharomyces cerevisiae YDLO-
hypothetical start
some similarities with splP3897
CAGILOMO08360g|| Saccharomyces cerevisiae YJL1¢
ser/thr protein kinase, hypothetical
similar to wilNCU00108.1 Neuros
YALIOE34375¢ || crassa NCU00108.1 hypothetical pr
(93222 - 91750), hypothetical st:
weakly similar to splP32944
Saccharomyces cerevisiae YJL1&
0B07579¢g e
b SWE1 ser/tyr dual-specifity prot:
kinase, start by similarity
similar to trlQ8TFN2 Pichia angu
YALIOD253 Serine-threonine kinase Pdd7p

hypothetical start

DEHAO0C04840¢g

some similarities with splP3899

Saccharomyces cerevisiae YPL2(

IPL1 ser/thr protein kinase, hypothe
start

YALIOB00880g

similar to splP22211 Saccharomy
cerevisiae YNL183c NPR1 ser/t
protein kinase, hypothetical sta

YALIODO08822

some similarities with spIP3899

Saccharomyces cerevisiae YER12

PAK1 DNA polymerase alpha

suppressing protein kinase, hypothe
start

DEHA0G22440g

similar to CA4770IIPF9382.3 Can
albicans IPF9382.3, hypothetical

KLLAOCO8525¢

similar to splP53599 Saccharomy

cerevisiae YNRO31c SSK2 MAP k

kinase kinase of the high osmolar

signal transduction pathway, start
similarity

YALIOF09746g

similar to splP24583 Saccharomy
cerevisiae YBL105¢c PKC1 ser/t
protein kinase, start by similarit

DEHAODO07601¢g

similar to Candida albicans CA42
start by similarity

similar to splQ12236 Saccharomy
cerevisiae YOL100w PKH2, start
similarity

highly similar to CA5299/IPF21
Candida albicans IPF2190, start
similarity

DEHAOF2699%4g

similar to CA0206/IPF14089 Canc
albicans IPF14089 putative
serine/threonine protein kinase
hypothetical start

CAGLOMO09361¢g

highly similar to splP24583
Saccharomyces cerevisiae YBL1(
PKC1 ser/thr protein kinase, start
similarity

similar to spIP12688 Saccharomy
cerevisiae YKL126w YPK1 ser/t
specific protein kinase, hypothetical

similar to splQ12263 Saccharomy
cerevisiae YDR507¢ GIN4, start
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| similarity

DEHA0C09130g

similar to splP38147 Saccharomy
cerevisiae YBR274w CHK1,
hypothetical start

CAGLOMO02299¢

similar to trlQ12152 Saccharomy

cerevisiae YPL150w, start by simil

CAGIOB04301g

similar to sp/lP38070 Saccharomy
cerevisiae YBR028c, start by simil

similar to splP53974 Saccharomy
cerevisiae YNL0O20c ARKI1 or splP-

AGL - Saccharomyces cerevisiae YIL09
PRK1, start by similarity
similar to CA4864/IPF4087 Cand
0D13706g - .
St albicans IPF4087, hypothetical st
some similarities with splP3899
Saccharomyces cerevisiae YER12
KLLA0OD09328g PAK1 DNA polymerase alpha
suppressing protein kinase, hypothe
start
some similarities with splP5373
DEHAOBI3519 Saccharomyces cerevisiae YNROA

related to ser/thr protein kinase:
hypothetical start

CAGLOMO02519¢

highly similar to trlQ03002
Saccharomyces cerevisiae YPL141
splQ01919 Saccharomyces cerevi
YOR233w KIN4, hypothetical st

similar to splQ12236 Saccharomy

CAGIL0G04609g cerevisiaec YOL100w PKH2,
hypothetical start
similar to spIP22517 Saccharomy
KLLAOE23155 cerevisiae YOLO16¢c CMK2

Ca2+/calmodulin-dependent ser/
protein kinase, type II, start by simi

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

DEHAOQCO07139¢g

some similarities with splP2329

Saccharomyces cerevisiae YPR1¢

SGV1 ser/thr protein kinase, hypoth
start

gil27526973lemblCAD36964.1
Kluyveromyces lactis serine/threor
protein kinase KIN28, start by simi

some similarities with splP0624
Saccharomyces cerevisiae YDLO]
CDC7, hypothetical start

similar to CA4995ICaYAK!1 Canc
albicans CaYAKI putative Ser/t
protein kinase, hypothetical sta

highly similar to splQ00772
Saccharomyces cerevisiae YHRO!
SLT?2, hypothetical start

2il4096112IgblAAC99804.1
Kluyveromyces lactis CTD kinase I
subunit, hypothetical start

similar to spIP32581 Saccharomy
cerevisiae YJL106w IME2 ser/thr p
kinase, hypothetical start

highly similar to splP17157

YALIOD25190¢g Saccharomyces cerevisiae YPLO:
PHOS85, hypothetical start

similar to CA1378ICaERK?2 Cand

DEHAOE21219¢g|| albicans CaERK2 mitogen-activa

protein kinase, start by similarit

DEHAOQF08987g

similar to CAGL-IPF1383.1 Canc
glabrata, hypothetical start

CAGL0I05896¢g

some similarities with sp/lP1468

Saccharomyces cerevisiae YJL 14

YAKI ser/thr protein kinase,
hypothetical start

KLILAOF20053¢g

highly similar to splP32485
Saccharomyces cerevisiae YLR11
HOG1 ser/thr protein kinase of M
kinase (MAPK) family, start b
similarity

splQOUVS50 Debaryomyces hanse
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Mitogen-activated protein kinase H
identified start

highly similar to CA6039ICaCK
Candida albicans CaCK A1 casein k

g ) .
DEIABA L4030 11, catalytic alpha chain, start b;
similarity

similar to trlQ9Y7V6 Emericell

YALIOE33803g || nidulans MAP protein kinase MP]
hypothetical start
highly similar to splP32485

YALIOE25135 Saccharomyces cerevisiae YLR11

HOG1 ser/thr protein kinase of M
kinase (MAPK) family, hypothetica

highly similar to trlQ9UW09 Glom

YALIOE23496¢g || lagenarium Mitogen activated pro
kinase, hypothetical start
highly similar to sp/lP38615
AGIL0L0682 Saccharomyces cerevisiae YMRI1:
MDSI1 Serine/threonine-protein ki
highly similar to splP19454
Saccharomyces cerevisiae YORO(
( g e .
AGLOGO203> CKAZ2 casein kinase II alpha chain,
by similarity
similar to CA4014ICaCTK1 Cand
DEHA0G02750g|| albicans CaCTK1 probable cell div
protein kinase, start by similarit
similar to splQ00772 Saccharomy
YALIOB02816 cerevisiae Mitogen-activated prot

kinase SLT2/MPK1 (EC 2.7.1.-) (1
kinase MPK1), start by similarif

KLILAODI11814¢g

similar to splP39073 Saccharomy
cerevisiae YPL042c SSN3 cycli
dependent CTD kinase, start by sim

KLILAOB11902g

gil7385125IgblAAF61706.11AF226’
Kluyveromyces lactis MAP kinase,
by similarity

similar to splQ03957 Saccharomy
cerevisiae YKL 139w CTK1 carbo

( g . S ‘

AULIDO terminal domain kinase, hypothet
start

some similarities with splP3258

Saccharomyces cerevisiae YJL10
QF02838g -

Lot IME?2 ser/thr protein kinase, hypoth
start

similar to splP23293 Saccharomy

KLILAODI10527g cerevisiae YPR161c SGV1 ser/t

protein kinase, hypothetical sta

similar to sp/lP41808 Saccharomy

CAGLOD01694g || cerevisiae YPRO54w SMK1 sporul:

specific MAP kinase, hypothetical

similar to splP06242 Saccharomy
cerevisiae YDL108w KIN28 cycl

g o

R dependent ser/thr protein kinase, st
similarity
similar to splP23293 Saccharomy
CAGI0I08349¢g cerevisiae YPR161c SGV1 ser/t
protein kinase, hypothetical stas
similar to splP06243 Saccharomy
CAGIOKO1815g cerevisiae YDLO17w Cell divisi
control protein 7, hypothetical st
similar to calCA1467IIPF5082 Can
albicans IPF5082 similar to
DEHAOQF09713g|| Saccharomyces cerevisiae Cak1p «
activating protein kinase (by homol
hypothetical start

2il24995901splQ92241IPH85_KLU
KLLAOD11990 Kluyveromyces lactis NEGATI\

REGULATOR OF THE PHO SYS’
hypothetical start

YALIODO4114¢g

weakly similar to trlQ8X0VS5 Neuro
crassa Related to putative dual spec
protein kinase pom1, hypothetical

CAGLOK04169g

similar to splP14681 Saccharomy

cerevisiae YGR040w KSS1, start
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splQ03957
Saccharomyces

cerevisiae YKL139w

CTKI1 carboxy-
terminal domain
(CTD) kinase, alpha
subunit P108.1.3.4

viable

Ess

Ess

Ess

0.3
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sckdy
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similarity

KLILAOEQ7414¢g

highly similar to splP21965
Saccharomyces cerevisiae YNL3(
MCKI1 ser/thr/tyr protein kinase, st:
similarity

similar to trlQ8TG13 Neurospora ¢

YALIOB18700g |[Casein kinase II alpha subunit CKA
by similarity
trlQ92390 Yarrowia lipolytica cas
0D16863g ||, . . IS
Yalion kinase II catalytic subunit, identifiec
similar to splP06243 Saccharomy
KLILAQC04345¢g || cerevisiae YDLO17w CDC7 prot
kinase, start by similarity
highly similar to sp/P06242
AGLOHI031 Saccharomyces cerevisiae YDLI(
e KIN28 cyclin-dependent ser/thr pr
kinase
weakly similar to trl014098
YV ALIOB22528 Sc.hlzosacch'firomyces_ por_nbe Puta
LALLDooseg serine/threonine protein kinase, sta
similarity
highly similar to CA3004ICaKIN
DEHA0G?22528¢|| Candida albicans CaKIN28, start
similarity
similar to splP41808 Saccharomy
KLILAOB11946¢ ||cerevisiae YPRO54w SMK1 sporul:
specific MAP kinase, start by simil
similar to splP41808 Saccharomy
cerevisiae YPR054w Sporulatio
DEHAQF26268¢ ||specific mitogen-activated protein k
SMK1 (MAP kinase SMK1),
hypothetical start, frameshift
highly similar to sp/lP00546
Saccharomyces cerevisiae YBR1¢
0B09790g . o
fodns CDC28 cyclin-dependent protein ki
start by similarity
similar to sp/lP41808 Saccharomy
cerevisiae YPRO54w Sporulatios
DEHAOQF26257¢ ||specific mitogen-activated protein k
SMK1 (MAP kinase SMK1),
hypothetical start, frameshift
some similarities with splP3258
Saccharomyces cerevisiae YJL10
g S
el IME2 ser/thr protein kinase, hypoth
start
highly similar to sp/P19454
Saccharomyces cerevisiae YORO€
Ll bbb CKAZ2 casein kinase II alpha chain,
by similarity
highly similar to splP17157
CAGLOL 12474 Sgccharomyces cerevisiae YPLO:
cyclin-dependent protein kinase, st:
similarity
highly similar to splP32485
CAGILOM11748g|| Saccharomyces cerevisiae YLR11
HOG1, start by similarity
highly similar to splP21965
CAGLOE1683 Saccharomyces cerevisiae YNL3(

MCKI or splQ12222 Saccharomy
cerevisiae YOL128c, start by simil

KILILA0A02497g

highly similar to sp/lP14681
Saccharomyces cerevisiae YGRO0A
KSS1 ser/thr protein kinase of the ]
kinase family, start by similarit

similar to splP16892 Saccharomy
cerevisiae YBLO16w FUS3 or splP]

AGLOJO4 Saccharomyces cerevisiae YGRO0A
KSS1, start by similarity

similar to splP14680 Saccharomy

KLILAOAQ5819g |[cerevisiae YJL141c YAKI ser/thr p
kinase, start by similarity

highly similar to trlQ9HE92 Neuros

YALIOD20966g |[crassa Probable glycogen synthase 1

3 alpha, start by similarity
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gil27526975lemblCAD36965.1
Kluyveromyces lactis cyclin-deper

QF08877g ! S .
KLLAOF kinase activating kinase 1, start |
similarity
highly similar to CA2027ICaMC.
DEHAOQEQ5819¢g|| Candida albicans CaMCKI1 ser/th:
protein kinase, hypothetical sta
highly similar to splP19454
DEHAOQCO07469¢g|| Saccharomyces cerevisiae YORO¢
CKAZ2, hypothetical start
similar to splQ07538
YALIOE11077 Schizosaccharomyces pombe

SPCC777.14 PRP4 Serine/threoni
protein kinase, hypothetical sta

similar to splQ00772 Saccharomy
cerevisiae YHRO030c SLT2 ser/thr p

DEHAOE19217g kinase of MAP kinase family
P108.1.f12.1 Length = 484, start
similarity

gil3127831lemblCAA61157.1

KLILAOF17006¢ || Kluyveromyces lactis protein Kin:
start by similarity

similar to spIP16892 Saccharomy

cerevisiae YBLO16w FUS3 mitog

0E10527¢ . - -

O activated protein kinase (MAP kin
start by similarity

similar to wilNCUO07880.1 Neuros,

YALIOD19492¢g |[crassa NCU07880.1 hypothetical pr

(15912 - 17477), hypothetical st

highly similar to splP43063 Cand

YALIOB10758g || albicans cell division control protei

hypothetical start

DEHAOQF09735¢g

similar to calCA1468ICaSRB10 Ca

albicans CaSRB10 cyclin-depend

kinase by homology, 3 end, hypoth
start

DEHAOQF09647g

similar to wilNCU04185.1 Neuros

crassa NCU04185.1 hypothetical pr

( (AL451015) probable glycoge

synthase kinase 3 alpha [Neurosp

crassa] ) (47604 - 49112), hypothe
start

highly similar to splP43063 Cand

DEHAOGI1 albicans Cell division control prote
(EC 2.7.1.-), hypothetical start
highly similar to CA4448|CaPHC
Candida albicans CaPHO85 Nega
LEHADD 152509
DEHARD 4236 regulator of PHO system, start t
similarity
similar to splP39073 Saccharomy
YALIOC10967¢g cerevisiae YPL042c SSN3 cycli
dependent CTD kinase, hypothetica
similar to splP43568 Saccharomy
AGLOK 124 cerevisiae YEL029C CAKI cdk
CAGLOK124962 activating protein kinase, hypothe
start
similar to splP39073 Saccharomy
CAGIOL12650g|| cerevisiae YPLO42c cyclin-depen
CTD kinase, hypothetical start
similar to splP32581 Saccharomy
AGL0G044 cerevisiae YJL106w IME2 ser/thr p
kinase, hypothetical start
similar to splP15790 Saccharomy
cerevisiae YILO35¢c CKAI1 casein k
g - .
holed oo II, catalytic alpha chain, start b,
similarity

highly similar to sp/lP00546
CAGIOHO07535¢g|| Saccharomyces cerevisiae YBR1¢

CDC28, start by similarity

highly similar to sp/P15790
CAGILO0I05192¢g Saccharomyces cerevisiae YILO3
CKALI casein kinase II, start by sim
highly similar to CA0722ICaER]}
DEHAQEQ4290 Candida albicans CaERK1 mitog

activated protein kinase (FUS?
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homolog), hypothetical start

weakly similar to splP43568
Saccharomyces cerevisiae YFLOZ
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0C24321¢ S -
At L CAKI1 cdk-activating protein kin:
hypothetical start
similar to splP46963 Saccharomy
splP46963 AGLOJ0GTS4e | CETeVisiae YMLI12w CTK3 carb
Saccharomyces LAGLIe e terminal domain kinase, start b
TK3 Cefé‘%;ge YI\;IL“ZW 1110 similarity
carboxy- .
ML) | 2215 | erminal domain | ViEble |09 0.6 |ND [Non | ND | sk | )" |GLR.1303 weakly similar to spIP46963
(CTD) kinase Saccharomyces cerevisiae YMLI1 |
gamma subunit KLLAODO1815g | CTK3 carboxy-terminal domain (C
singleton kinase, gamma subunit singleton, st
similarity
gil730472IsplP40230IRAGS_KLU
KLLAOD]1044¢ || Kluyveromyces lactis CASEIN KIN
I HOMOLOG RAGS, start by simil
YALIOE26609 similar to trlCAD79679 Neurospx
crassa, start by similarity
similar to splP23292 Saccharomy
DEHAO0A09933g |cerevisiae YNL154c YCK2 casein }
I isoform, hypothetical start
similar to splP23291 Saccharomy
AGIL 13 cerevisiae YHR135¢ YCKI1, start
similarity
DEHAODOAA similar to YALI-IPF3384.1 Yarro
P23292 DLl et lipolytica, start by similarity
S
Saclzharomyces similar to splP29295 Saccharomy
Y;L ﬁi 2.7.1.- || cerevisiae YNL154c viable Ess || Ess || Ess || 0.1 || Ess sckdy 4 422 2 GLC.92 YALIOF08305¢g cerevisiae YPL204w HRRZS, cas
(YNL154C) YCK2 casein kinase kinase 1, start by similarity
I isoform P108.1.f4.1 highly similar to splP29295
CAGIOHO03553g|| Saccharomyces cerevisiae YPL20
HRR25, start by similarity
similar to splP23291 Saccharomy
AGL 4 cerevisiae YHR135¢ YCKI1 or splP-
Saccharomyces cerevisiae YNLI:
YCKZ2, hypothetical start
similar to splP39962 Saccharomy
CAGIL0K02299¢g|| cerevisiae YER123w Casein kinas
hypothetical start
some similarities with splP3996
Saccharomyces cerevisiae YER12
g S .
holoanlon YCKS3 casein kinase, isoform 3
hypothetical start
similar to sgdIS0006071 Saccharon
9g . . e
boled o cerevisiae YPL150w, start by simil
similar to splP25333 Saccharomy
CAGLOLO7810 cerevisiae YCRO08w SAT4
serine/threonine-specific protein ki
start by similarity
similar to splP28708 Saccharomy
( g .o .
Al Lo cerevisiae YKL 116¢, hypothetical
weakly similar to SPIP38691
Y ALIOF1 1385 Saccharomyces cerevisiae YHRO:
XALIOELIo00g

KSP1 ser/thr protein kinase and DE
IPF5974.1, start by similarity

KILLAOA09713g

similar to splQ03533 Saccharomy
cerevisiae YMR291w, start by simi

KLILAOEI7127¢g

similar to splP38691 Saccharomy
cerevisiae YHR082c KSP1 ser/t
protein kinase, start by similarit

YALIOCO041

similar to splP18961 Saccharomy
cerevisiae Serine/threonine-prote
kinase YPK2/YKR?2, hypothetical

similar to splP24719 Saccharomy

DEHAOQF24676g cerevisiae YOR351c MEKI ser/t
protein kinase
similar to CA2643ICaHSL1 Cand
Sl albicans CaHSL1, hypothetical st
similar to splP40494 Saccharomy
DEHAOCIR] cerevisiae YILO95w PRK1

serine/threonine protein kinase, sta
similarity
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similar to splP27466 Saccharomy
cerevisiae YFRO14c CMK1

Ca2+/calmodulin-dependent ser/

protein kinase type I, hypothetical

similar to splP22204 Saccharomy

DEHAOQCO08591¢g cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj
some similarities with spIP2356

YALIOF13629 Saccharomyces cerevisiae YLR3¢

STE11 ser/thr protein kinase of t
MEKK family, hypothetical sta

KLILAOC06138g

similar to splP32562 Saccharomy

cerevisiae YMROO1¢c CDCS5 involv

regulation of DNA replication, stai
similarity

some similarities with wilNCU009

YALIOF16159¢g Neurospora crassa NCU00914.
hypothetical protein, hypothetical
similar to splP34244 Saccharomy
AGLOKO08514¢g|| cerevisiae YKL 101w serine/threon
protein kinase, hypothetical sta
similar to calCA18811CaRCK2 Car
albicans CaRCK?2 Ca/calmoduli;
g S
DEVARE Y dependent ser/thr protein kinase
homology), hypothetical start
some similarities with sp/P3280
KLLAOF26983 Saccharomyces cerevisiae YKLO-

ELM1 ser/thr-specific protein kin:
hypothetical start

DEHAOC11484¢g

similar to splP22211 Saccharomy

cerevisiae YNL183c NPRI1 or trlQ1

Saccharomyces cerevisiae YDLOZ
hypothetical start

similar to splO14019
Schizosaccharomyces pombe Prob

YALIOC00891¢g . . R
serine/threonine-protein kinasc
C29A4.16 (EC 2.7.1.-), hypothetica
similar to splP24719 Saccharomy
KLILAOF23507g cerevisiae YOR351c MEKI ser/t
protein kinase, start by similarit
similar to splP32361 Saccharomy
CAGIOF03245g || cerevisiae YHR079¢ IRE1, hypothe

start
some similarities with splP3808
Saccharomyces cerevisiae YBRO:
( 990g . . .
AULDR L) AKLI1 Ark-family Kinase-Like prc
hypothetical start
similar to CA19711CaPKH2 Cand
DEHA0G10417¢g albicans CaPKH2 Ser/Thr protei
kinase(by homology), hypothetical
weakly similar to trlQ9Y898 Emeri
YALIOB17556¢ || nidulans Calcium/calmodulin deper
protein kinase C, hypothetical st:
highly similar to sp/P22204
Saccharomyces cerevisiae YGROS
AGIL0G03047g||DBF2 ser/thrprotein kinase or splP:
Saccharomyces cerevisiae YPR11
DBF20, hypothetical start
weakly similar to DEHA-IPF372
YALIOE27093g || Debaryomyces hansenii, hypothet
start

similar to spIlP37292 Saccharomy
DEHAO0C14091g cerevisiac YBR263w SHM1,

hypothetical start

DEHAOC18601g

similar to CA4433/CaBCK1 Canc
albicans, hypothetical start

KLILAOC04213g

similar to splP22209 Saccharomy
cerevisiae YARO18c KIN3 ser/thr p
kinase, hypothetical start

YALIOA04697g

similar to splO42626 Neurospora ci

Serine/threonine-protein kinase ni

(Nonrepressible conidiation proteil
hypothetical start

| similar to spIP32562 Saccharomy
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cerevisiae Cell cycle protein kin:

YALIOD26015g
YALIOD26013¢ | ~p5/MSD2 (EC 2.7.1.-), hypoth
start
highly similar to sSCA3870ICaYP
DEHA0G14839¢g Candida albicans CaYPKI1, start

similarity

KILLAOC14278g

similar to splP28708 Saccharomy
cerevisiae YKL116c, hypothetical

YALIOE13750¢g

similar to trlCAD79666 Neurosp
crassa B1D14.230 Related to
serine/threonine-protein kinase a
DEHA-IPF6149.1 Debaryomyc
hansenii, no start

CAGIOB04147g

highly similar to sp/lP22204
Saccharomyces cerevisiae YGROS
DBF2 ser/thrprotein kinase relate
DBF20P or splP32328 Saccharom
cerevisiae YPR111w DBF20 cell
protein kinase related to DBF2I
hypothetical start

DEHAOQF13497g

similar to calCA1299ICaPTK2 Can
albicans CaPTK2 serine /threoni
protein kinase involved in polyan
uptake (by homology), hypothetical

DEHAOD13684¢g

similar to CA4865IIPF4085 Cand
albicans IPF4085, start by simila

AGILOL

similar to sp/lP53104 Saccharomy
cerevisiae YGL180w APGI essenti
autophagocytosis, hypothetical st

similar to splP38991 Saccharomy

AGILOEQ05720g || cerevisiae YPL209c IPL1 ser/thr pr
kinase, start by similarity
some similarities with sp/IP3808
Saccharomyces cerevisiae YBRO:
g . . .
RLLAGLIS6IC AKLI1 Ark-family Kinase-Like prc
hypothetical start
similar to trlQ12152 Saccharomy
g S -
A cerevisiae YPL150w, hypothetical
similar to calCA5226ICaRIM15 Ca
albicans CaRIM15 Protein kinas
g . ;
DELARE 24018 involved in the RIM pathway (t
homology), hypothetical start
some similarities with splP2220
Saccharomyces cerevisiae YARO
CAGILOIO g -
Sllantos KIN3 ser/thr protein kinase, hypoth
start
some similarities with trlQ1210
CAGLOKO01661g|| Saccharomyces cerevisiae YDLOZ
hypothetical start
highly similar to CA3361ICaSNI
DEHAOE15741 Candlda al_blcans C_aSNFl
e serine/threonine protein kinase
hypothetical start
highly similar to sp/P22216
Saccharomyces cerevisiae YPL1S
CAGLOMO2233¢ SPK1 ser/thr/tyr protein kinase
hypothetical start
similar to splP22517 Saccharomy
cerevisiae YOLO16c CMK?2
CAGLOF04741¢ :
AL Ca2+/calmodulin-dependent ser/
protein kinase, type II, hypothetical
weakly similar to splP34244
Saccharomyces cerevisiae YKLI(
YALIOE06523 HSL1 ser/thr protein kinase, coup
septin ring assembly to cell cyc!
progression, hypothetical start
some similarities with splP2533
Saccharomyces cerevisiae YCRO(
0E11979¢ . - oo
bt SAT4 serine/threonine-specific pre
kinase, hypothetical start
similar to splP22211 Saccharomy
AGLOJ113 cerevisiae YNL183c NPR1 ser/t

protein kinase, hypothetical sta

similar to splP25333 Saccharomy

Anvarriniaa VODNANO., © ATA
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LCITVIdIAT 1 UINNUUOW OA L4

St e serine/threonine-specific protein ki
hypothetical start
similar to splP38080 Saccharomy
CAGILOH10208g|| cerevisiae YBR059¢c AKL1 Ark-fa
Kinase-Like protein, hypothetical
similar to splP23561 Saccharomy
CAGLOB02739 cerevisiae YLR362w STE11 ser/
protein kinase of the MEKK fam
hypothetical start
weakly similar to trlQ9C2ES8 Neuro
YALIODO7150g || crassa Conserved hypothetical pro

start by similarity

DEHAOF10197¢g

highly similar to calCA2265ICaCN
Candida albicans CaCMK?2 Ca
/calmodulin-dependent ser/thr pro
kinase, type II (by homology),
hypothetical start

DEHAOB12628g

similar to splP06245 Saccharomy

cerevisiae YPL203w TPK2 cAM

dependent protein kinase 2, cataly
chain, start by similarity

similar to CA2193IIPF14273 Canc

DEHAOQE13574g albicans IPF14273 Probable ser/!
protein kinase
weakly similar to sgdIS000606:
KLIAODO07348g|| Saccharomyces cerevisiae YPL14
start by similarity
some similarities with splP3897
DEHAOB12650 Saccharomyces cerevisiae YJL1¢

HALS ser/thr protein kinase, hypoth
start

DEHAOFO41 14¢

similar to CA0576ICaNPR1 Canc
albicans CaNPR1, hypothetical sf

DEHAOC13211g

similar to splP22216 Saccharomy
cerevisiae YPL153c SPK1, hypothe
start

KLILAOBO7205¢g

some similarities with splP0598
Saccharomyces cerevisiae YKL 1¢
TPK3 cAMP-dependent protein kin
catalytic chain, hypothetical sta

CAGIOK06479g

some similarities with trlQ0330
Saccharomyces cerevisiae YDR46
start by similarity

weakly similar to splQ12236

KLLAOCI124 Saccharomyces cerevisiae YOLI(
PKH2, start by similarity

gil228586961gblAAN05732.1

KLILAOEQ6413g || Kluyveromyces lactis protein kinas
start by similarity

weakly similar to trlQ96WJ8 Blun

YALIOD26213g || graminis Protein kinase C-like pro
hypothetical start

DEHAOG14707 similar to CA6135ICaCMK1 Canc

albicans CaCMK1, hypothetical s

similar to CA5074/IPF3607 Cand

DEHAOEI6115 albicans IPF3607 putative

serine/threonine protein kinase
hypothetical start

similar to splP32801 Saccharomy

CAGLOMI13167g|| cerevisiae YKL048c ELM1 ser/t]

specific protein kinase, hypothetical

weakly similar to sgdIS000218:

KLILAOFO1408g || Saccharomyces cerevisiae YDLOZ
hypothetical start

highly similar to trlQ9HEWO Canc

DEHAOQF25212g ||albicans cAMP-dependent protein k

catalytic subunit, hypothetical st

some similarities with splP0598

Saccharomyces cerevisiae YKL 1¢

CAGIOMO84A0Ae TPK3 or splP06244 Saccharomys

cerevisiae YJL164c SRA3 or splPO
Saccharomyces cerevisiae YPL20

TPK2, hypothetical start
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gil2181934lembICAA61235.1
Kluyveromyces lactis putative kin
start by similarity

similar to trlQ871H9 Neurospora ci
B16M17.090 Related to Ste20-1i
kinase Don3, hypothetical start

similar to splP22211 Saccharomy
cerevisiae YNL183c NPR1 ser/t
protein kinase, start by similarit

DEHAOQF10461g

some similarities with
calCA1288ICaKSP1 Candida albi
CaKSP1 SERINE/THREONINE
PROTEIN KINASE by homolog
hypothetical start

trlQ9P860 Yarrowia lipolytica Wee
protein, mitosis inhibitor protein ki
hypothetical start

YALIOE27632¢g

trl093955 Yarrowia lipolytica SS

protein, multicopy suppressor of S

secretory defects, putative calmods

dependent ser/thr protein kinas
identified start

AGILOI 4

similar to splP38147 Saccharomy

cerevisiae YBR274w CHKI1 regu

inhibitory Cdk phosphorylation of [
start by similarity

CAGIOF09075g

similar to splP11792 Saccharomy
cerevisiae YHR205w SCH9
serine/threonine protein kinase, sta
similarity

similar to CA2348ITPF12811 Cang

DEHAO0C17996g albicans, putative serine/threonis
kinase, hypothetical start
CAGLOH00979 similar to trlQ12003 Saccharomy

cerevisiae YPL236c, hypothetical

KILLAOC03828g

similar to splP54199 Saccharomy
cerevisiae YDL028c MPS1
serine/threonine/tyrosine protein ki
hypothetical start

2il3021329lembICAA06336.1

KLILAOF14190¢ |[Kluyveromyces lactis MAP kinase }
kinase, start by similarity
some similarities with splQ034¢
Saccharomyces cerevisiae YHLO(
e ser/thr protein kinase of the pheron
pathway, hypothetical start
similar to splP38070 Saccharomy
0F24618g .. N
KLILAOI2461 cerevisiae YBRO028c, start by simil
similar to spIP12688 Saccharomy
cerevisiae YKL126w or sp/P189
CAGILOK07458g|| Saccharomyces cerevisiae YMR1
ser/thr-specific protein kinases, sta
similarity
highly similar to splP06245
Saccharomyces cerevisiae YPL20
KLLAODO3190g A
S TPK2 cAMP-dependent protein kin
catalytic chain, start by similarit
similar to CA58511CaKIN2 Cand
DEHAOD19833¢ - .
St albicans CaKIN2, hypothetical st
gil285650361gblAAO32601.1
KLLAODI4905¢g|| Kluyveromyces lactis DBF2, start
similarity
2il6967028lembICAB72435.1
KLILAOCI18568¢g|| Kluyveromyces lactis MUPI prot
hypothetical start

similar to splQ03533 Saccharomy
G cerevisiae YMR291w, hypothetical
similar to sgdIS0002874 Saccharon

0E03487¢ .. .
bl cerevisiae YDR466w, start by simil
similar to splP22204 Saccharomy

DEHAQ0C08635g cerevisiae YGR092w DBF2,
hypothetical start, sequence gaj
similar to splP40494 Saccharomy

CAGILO0G02607g|| cerevisiae YILO95Sw PRKI1, start
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splP22211
Saccharomyces

cerevisiae YNL183c¢
NPRI1 ser/thr protein
kinase P108.1.f7.1

Exhibits
sensitivity
at 20
generations
when grown
in1M
NaCl.

0.3

Ess

Ess

0.4

sckdy

5758
49 54
42

GLC.2
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| similarity

CAGILOK11275g

similar to trlQ03785 Saccharomy
cerevisiae YDR247w, hypothetical

DEHAOQE05753g

similar to CA0719IIPF9779.5 Can

albicans IPF9779.5 serine/threon

protein kinase 5-prime end, hypoth
start

some similarities with splQ1223
Saccharomyces cerevisiae YOLI(

ALl PKH2 related to ser/thr protein kin

P108.1.f16.1, hypothetical star

similar to CA0577IIPF16051 Canc

DEHAOQA08822¢g|| albicans IPF16051 unknown funct
start by similarity

similar to splP53104 Saccharomy

KLLAOCI171 cerevisiae YGL180w APGI essenti

autophagocytosis, start by similar

some similarities with splP5323

KLILAOAQ02717g|| Saccharomyces cerevisiae YGRO5
hypothetical start

similar to KLLA-IPF4914.1

YALIOC21758¢g Kluyveromyces lactis IPF 4914.
hypothetical start

similar to splP53739 Saccharomy

cerevisiae YNRO47w or splP253

( ( 9g ..
ALLIAN Saccharomyces cerevisiae YCROS
KINS82, hypothetical start
similar to spIP11792 Saccharomy
cerevisiae YHR205w SCH9

KILI.AOB03586g || serine/threonine protein kinase inve

in stress response and nutrient-sen

signaling pathway, start by simila

similar to trlQ12706

YALIOC]5444 Sch;zosacchar.omyces pombe Prob

YALIOC1444g serine/threonine protein kinase PS

(EC 2.7.1.-), hypothetical start

weakly similar to DEHA-IPF39-

YALIOE34067g Debaryomyces hansenii IPF 394
hypothetical start

similar to splP27636 Saccharomy

CAGILO0C05005g cerevisiae YAR019¢c CDCI15,
hypothetical start

similar to CA2018ICaSTE11 Canc

DEHAOQB04895¢ || albicans CaSTE11 ser/thr protein k

of the MEKK family, hypothetical

similar to splP12688 Saccharomy

KLILAOB12716g|| cerevisiae YKL126w YPK1 ser/t

specific protein kinase, start by simi

AGLOF similar to splQ08732 Saccharomy

cerevisiae YOR267c, start by simil

Weakly similar to CAAL-CAS5

YALIOE22858g || CaAKL1 serine/threonine protein k

(by homology), Hypothetical sta

similar to splP43565 Saccharomy

KLLAOF 1 cerevisiae YFLO33C RIMIS prot

kinase involved in expression of mq

genes, hypothetical start
similar to sp/lP38070 Saccharomy
DEHAOQE12782¢g || cerevisiae YBRO028c, putative ribos

protein kinase

CAGILO0B01925¢g

similar to splP13185 Saccharomy

cerevisiae YDR122w KINT1 or splP]

Saccharomyces cerevisiae YLROS
KIN2, hypothetical start

some similarities with sgdIS0005’

KLILAOC07535¢g|| Saccharomyces cerevisiae YOR2(
hypothetical start

similar to splP24719 Saccharomy

CAGILO0D02244¢g cerevisiae YOR351c MEK1 ser/1

protein kinase, hypothetical sta

DEHAOC13387¢g

similar to trlQ08732 Saccharomy
cerevisiae YOR267C, hypothetical

YALIOE17743g

no similarity, hypothetical starf
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similar to trlQ08732 Saccharomy
cerevisiae YOR267c¢, hypothetical

KLILAOF19536g

similar to splP13186 Saccharomy
cerevisiae YLR096w KIN2 ser/t
protein kinase, start by similarit

CAGILOM11396¢g

similar to splP13186 Saccharomy
cerevisiae YLR096w KIN2 ser/t
protein kinase, hypothetical sta

YALIOB13178g

similar to splP32490 Saccharomy
cerevisiae YOR231w MKKI1 ser/
protein kinase, start by similarit

DEHAOQF27489g

similar to CA1288ICaKSP1 Cand

albicans CaKSP1 serine/threonin

protein kinase (by homology), star
similarity

similar to splP38991 Saccharomy
cerevisiae YPL209c¢ IPL1 ser/thr pr
kinase, start by similarity

similar to splP39009 Saccharomy
cerevisiae YDL101c DUNI prot
kinase, start by similarity

similar to spIP22216 Saccharomy
cerevisiae YPL153c SPK1 ser/thr
protein kinase, start by similarit

similar to CA4097ICaGIN4 Cand
albicans CaGIN4 ser/thr protein ki
(by homology), hypothetical sta

AGIL0JO3872

similar to splQ01919 Saccharomy
cerevisiae YOR233w KIN4 ser/t
protein kinase or trlQ03002
Saccharomyces cerevisiae YPL14
start by similarity

YALIOD14542¢g

similar to spIP11792 Saccharomy
cerevisiae YHR205w SCH9
serine/threonine protein kinase inve
in stress response and nutrient-sen
signaling pathway, start by simila

some similarities with splP4711

Saccharomyces cerevisiae YJR05

PTK?2 involved in polyamine uptz
hypothetical start

KLILAOBO6501g
DEHA! 42

some similarities with splP4189
Schizosaccharomyces pombe Ce
division control protein 7 and
CA2669IIPF17494.3eoc Candid
albicans and CA2404ICaCDC15 Ca
albicans, hypothetical start

similar to CA0044/TPF17347 Cang

. .
DEHAOF20878g | 11icans IPF17347, hypothetical s
similar to splP40494 Saccharomy
cerevisiae YILO95w PRK1
KLIAOEO8371g || serine/threonine protein kinase inve

in regulation of actin cytoskelet
organization, start by similarity

gil33386566lembICAD87727.1

KLILAOF13552g || Kluyveromyces lactis protein kin:
start by similarity
highly similar to splP32562
Saccharomyces cerevisiae YMRO
( g . . .
AL ey CDCS involved in regulation of D
replication, hypothetical start
similar to splP38990 Saccharomy
CAGIOK02167g|| cerevisiae YER129w Serine/threor
protein kinase, start by similarit
similar to cal CA2909/TPF11424 Car
DEHAOQF(09493¢g || albicans IPF11424 unknown funct
hypothetical start
similar to spIP22211 Saccharomy
CAGILO0G05720g cerevisiae YNL183c NPR1 ser/t

protein kinase, start by similarit

DEHAO0C09823g

similar to CA1205ICaSSK?2 Cand
albicans, hypothetical start

YALIOD22770g

Similar to CAAL-CA5851 CaKI

ser/thr protein kinase (by homology
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| start

CAGLOMO08910g

highly similar to splQ00372
Saccharomyces cerevisiae YDR47
carbon catabolite derepressing ser
protein kinase, hypothetical sta

weakly similar to splP27636
Saccharomyces cerevisiae YARO
CDCIS5 protein kinase of the M/
kinase kinase kinase family, hypoth
start

DEHAOB16071g

similar to splP22209 Saccharomy
cerevisiae YARO18c KIN3 ser/thr p
kinase, start by similarity

CAGILO0K03399g

highly similar to sp/lP12688
Saccharomyces cerevisiae YKL1-
Serine/threonine-protein kinase, sta
similarity

some similarities with trlQ1210

CAGIL.0J04972¢ | Saccharomyces cerevisiae YDLOZ
hypothetical start
highly similar to calCA2986ICaCl
DEHAOF1092 Cand.1da .a1b1cans CaCDCS5 Cell-c:
DEHAQF10923¢ protein kinase (by homology), star
similarity
similar to trlQ12003 Saccharomy
0B04840¢g L -
YALIOBOAE] cerevisiae YPL236c, start by simil
similar to splQ12263 Saccharomy
KLILA0C01650g |[cerevisiae YDR507¢c GIN4 ser/thr p
kinase, start by similarity
some similarities with splP4189
Schizosaccharomyces pombe 7 CI
QF08165g .
s OR SPBC21.06C gene Cell divis
control protein, start by similarif
highly similar to sp/P39009
KLIAOEQ1584g|| Saccharomyces cerevisiae YDLI(
DUNI protein kinase, start by simil
DEHA 1382 similar t.o CA4039ICaS.KS~ 1 (;and
albicans, start by similarity
similar to splP38147 Saccharomy
KLLAQF01276 cerevisiae YBR274w CHKI1 regu

inhibitory Cdk phosphorylation of [
start by similarity

CAGL0G09020g

highly similar to sp/lP06245
Saccharomyces cerevisiae YPL20
TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta

similar to trlQ12706
Schizosaccharomyces pombe Prob

Sl serine/threonine protein kinase PS
start by similarity
similar to splP38970 Saccharomy
CAGIL0I06248g ||cerevisiae YJL165¢ HALS ser/thr p
kinase, start by similarity
weakly similar to trlQ00863 Nect
YALIOB08558¢g || haematococca Ranl-like protein ki
hypothetical start
similar to CA1375IIPF7158 Cand
DEHA 44 albicans IPF7158 putative
serine/threonine kinase, hypothetica
weakly similar to splQ03497
Saccharomyces cerevisiae YHLO(
g L
RLLAGBI RG0! STE20 ser/thr protein kinase of t
pheromone pathway, hypothetical
some similarities with splP4704
Saccharomyces cerevisiae YJL057¢c
0F27159g : . o
Aalibl probable serine/threonine-protein k
hypothetical start
similar to splQ12505 Saccharomy
cerevisiae YPL026c SKS1 suppre
CAGIO0I05390g kinase of SNF3 or trlQ03785

Saccharomyces cerevisiae YDR24
start by similarity

similar to triQ9HF33 Arthrobotr

YALIOE31361g

dactyloides Calmodulin-binding pr
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| kinase, hypothetical start

similar to splP32328 Saccharomy
cerevisiae YPR111w DBF20 cell
protein kinase P108.1.f3.6 or splP2

g o
ARINII AR Saccharomyces cerevisiae YGROS
DBF2 ser/thr protein kinase
P108.1.f16.1, hypothetical star
similar to CA1447ICaNRK1 Canc
L albicans, hypothetical start
similar to splP53233 Saccharomy
( g L .
ARG cerevisiae YGRO52w, hypothetical
some similarities with spIP3897
Saccharomyces cerevisiae YJL1¢
g S
RLLAGA IS ) HALS ser/thr protein kinase, hypoth
start
similar to splP08458 Saccharomy
KLILA0C00979g |[cerevisiae YDR523c SPS1 ser/thr p
kinase, hypothetical start
similar to spl094168 Candida tropi
YALIODO02101g || Carbon catabolite derepressing prc
kinase (EC 2.7.1.-), hypothetical
highly similar to splP06245
YVALI Saccharomyces cerevisiae YPL20
YALIOCO8303¢ TPK2 cAMP-dependent protein kin
catalytic chain, hypothetical sta
some similarities with sgdIS0002¢
KLILAODI2100g|| Saccharomyces cerevisiae YDR24

hypothetical start

CAGLOM10791¢g

highly similar to sp/lP53599
Saccharomyces cerevisiae YNRO!
SSK2 MAP kinase, no start, frame

similar to trlQ876Z5 Neurospora ci

YALIOAQ05247g || OS-4 Putative SSK22 like MAPI
kinase, hypothetical start
similar to splP24719 Saccharomy
DEHAQF24684g|| cerevisiae YOR351c MEKI ser/t
protein kinase
similar to splP23561 Saccharomy
cerevisiae YLR362w STE11 ser/
g L .
RLLAGBLALC protein kinase of the MEKK family
by similarity
similar to splP38691 Saccharomy
CAGIOF03311g cerevisiae YHRO082c KSP1 ser/t
protein kinase, start by similarit
some similarities with sgdIS0002!
KLILA0C03938g || Saccharomyces cerevisiae YDLO-
hypothetical start
some similarities with splP3897
CAGILOMO08360g|| Saccharomyces cerevisiae YJL1¢
ser/thr protein kinase, hypothetical
similar to wilNCU00108.1 Neuros
YALIOE34375¢ || crassa NCU00108.1 hypothetical pr
(93222 - 91750), hypothetical st:
weakly similar to splP32944
Saccharomyces cerevisiae YJL1&
KLLAOBO7579¢ e
BEL SWEI ser/tyr dual-specifity prot
kinase, start by similarity
similar to trlQ8TFN2 Pichia angu
YALIOD25388g Serine-threonine kinase Pdd7p

hypothetical start

DEHAO0C04840¢g

some similarities with splP3899

Saccharomyces cerevisiae YPL2(

IPL1 ser/thr protein kinase, hypothe
start

similar to spIP22211 Saccharomy

YALIOB00880g cerevisiae YNL183c NPR1 ser/t
protein kinase, hypothetical stas
some similarities with splP3899

Saccharomyces cerevisiae YER12
YALIOD08822 PAK1 DNA polymerase alpha
suppressing protein kinase, hypothe

start

DEHA0G22440 similar to CA4770IIPF9382.3 Can

albicans IPF9382.3, hypothetical
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similar to splP53599 Saccharomy
cerevisiae YNRO31c SSK2 MAP k

KLILAOCO08525g|| kinase kinase of the high osmolar
signal transduction pathway, start
similarity

similar to splP24583 Saccharomy
YALIOFQ9746¢g cerevisiae YBL105¢ PKC1 ser/t
protein kinase, start by similarit
DEHAODO7601 similar to Candida _alplca_ns CA42

—eRAn Rl start by similarity
similar to splQ12236 Saccharomy
AGLOI 13 cerevisiae YOL100w PKH2, start

similarity

DEHAOD11242¢g

highly similar to CA5299IIPF21'
Candida albicans IPF2190, start
similarity

DEHAOQF2699%4g

similar to CA0206/IPF14089 Canc
albicans IPF14089 putative
serine/threonine protein kinase
hypothetical start

highly similar to splP24583
Saccharomyces cerevisiae YBLI1(

LAGLOMOJ30] ¢ PKCI1 ser/thr protein kinase, start
similarity

similar to splP12688 Saccharomy

YALIOEQ6501¢g cerevisiae YKL126w YPK1 ser/t

specific protein kinase, hypothetical

similar to splQ12263 Saccharomy

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

AGLOK cerevisiae YDR507¢ GIN4, start
similarity
similar to splP38147 Saccharomy
DEHA! 13 cerevisiae YBR274w CHK1,
hypothetical start
similar to trlQ12152 Saccharomy
CAGLOMO2299g | . revisiae YPL150w, start by simil
similar to splP38070 Saccharomy
( g .- L
ACILOBQ430) cerevisiae YBRO028c, start by simil
similar to splP53974 Saccharomy
cerevisiae YNL020c ARK1 or splP-
( g -
ALLDIAER Saccharomyces cerevisiae YIL09
PRK1, start by similarity
similar to CA4864/IPF4087 Cand
g . .
DLHADD L2 06, albicans IPF4087, hypothetical st
some similarities with splP3899
Saccharomyces cerevisiae YER12
KLILAODQ9328g PAK1 DNA polymerase alpha
suppressing protein kinase, hypothe
start
some similarities with splP5373
Saccharomyces cerevisiae YNROA
9g s
DLILAIIBIAS, related to ser/thr protein kinase:
hypothetical start
highly similar to trlQ03002
Saccharomyces cerevisiae YPL141
e splQ01919 Saccharomyces cerevi:
YOR233w KIN4, hypothetical st
similar to splQ12236 Saccharomy
AGL 4. cerevisiae YOL100w PKH2,
hypothetical start
similar to splP22517 Saccharomy
cerevisiae YOLO16c CMK?2
BLLADE,O1D08 ;
RLLAGEZAS Ca2+/calmodulin-dependent ser/
protein kinase, type II, start by simi
some similarities with splP2329
Saccharomyces cerevisiae YPR1¢
0C07139¢g L
b - SGV1 ser/thr protein kinase, hypoth
start
gil27526973lemblCAD36964.1
KLILAQOE14828g || Kluyveromyces lactis serine/threor
protein kinase KIN28, start by simi
some similarities with sp/lP0624
DEHA 314 Saccharomyces cerevisiae YDLO!

CDC7, hypothetical start

similar to CA4995ICaYAKI1 Canc
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DEHAOBO8701g albicans CaYAKI1 putative Ser/t
protein kinase, hypothetical sta
highly similar to splQ00772
AGL 3 Saccharomyces cerevisiae YHRO!
SLT?2, hypothetical start
gil4096112IgblAAC99804.1
KLILAOEI12177g ||[Kluyveromyces lactis CTD kinase 1.

subunit, hypothetical start

DEHAOBO00770g

similar to splP32581 Saccharomy
cerevisiae YJL106w IME2 ser/thr p
kinase, hypothetical start

YALIOD25190g

highly similar to splP17157
Saccharomyces cerevisiae YPLO:
PHOSS, hypothetical start

DEHAOE21219g

similar to CA1378/CaERK2 Cand
albicans CaERK?2 mitogen-activa
protein kinase, start by similarit

similar to CAGL-IPF1383.1 Canc

DEHAOF08987g :

S glabrata, hypothetical start
some similarities with splP1468
AGLOT Saccharomyces cerevisiae YJL14
YAKI ser/thr protein kinase,

hypothetical start

highly similar to splP32485
Saccharomyces cerevisiae YLR1]1
KLILAOF20053¢ || HOGTI ser/thr protein kinase of M

kinase (MAPK) family, start b
similarity

DEHAOE22110g

splQ9UVS50 Debaryomyces hanse
Mitogen-activated protein kinase H
identified start

highly similar to CA6039ICaCK
Candida albicans CaCK A1 casein k

g ) .
DEIABA L4030 11, catalytic alpha chain, start b;
similarity

similar to trlQ9Y7V6 Emericell

YALIOE33803g || nidulans MAP protein kinase MP]
hypothetical start
highly similar to splP32485

YALIOE25135 Saccharomyces cerevisiae YLR11

HOG1 ser/thr protein kinase of M
kinase (MAPK) family, hypothetica

highly similar to trlQ9UW09 Glom

YALIOE23496¢g || lagenarium Mitogen activated pro
kinase, hypothetical start
highly similar to sp/lP38615
AGIL0L0682 Saccharomyces cerevisiae YMRI1:
MDSI1 Serine/threonine-protein ki
highly similar to splP19454
Saccharomyces cerevisiae YORO(
( g e .
AGLOGO203> CKAZ2 casein kinase II alpha chain,
by similarity
similar to CA4014ICaCTK1 Cand
DEHA0G02750g|| albicans CaCTK1 probable cell div
protein kinase, start by similarit
similar to splQ00772 Saccharomy
YALIOB02816 cerevisiae Mitogen-activated prot

kinase SLT2/MPK1 (EC 2.7.1.-) (1
kinase MPK1), start by similarif

KLILAODI11814¢g

similar to splP39073 Saccharomy
cerevisiae YPL042c SSN3 cycli
dependent CTD kinase, start by sim

KLILAOB11902g

gil7385125IgblAAF61706.11AF226’
Kluyveromyces lactis MAP kinase,
by similarity

similar to splQ03957 Saccharomy
cerevisiae YKL139w CTK1 carbo

( g . S ‘

Sl terminal domain kinase, hypothet
start

some similarities with splP3258

KLLAOQF02838 Saccharomyces cerevisiae YJL10

IME2 ser/thr protein kinase, hypoth
start

similar to splP23293 Saccharomy
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1.-

splP21965
Saccharomyces

cerevisiae YNL307c

MCKI1 ser/thr/tyr
protein kinase
P108.1.f12.1

Exhibits
sensitivity
at 20
generations
when grown
in1M
NaCl.

0.1

Ess

Ess

Ess

sckdy

2219
1921

KLILAOD10527g

10/21/2005 04:07 PM

cerevisiae YPR161c SGV1 ser/t
protein kinase, hypothetical sta

CAGLOD01694g

similar to sp/lP41808 Saccharomy
cerevisiae YPR0O54w SMK1 sporul:
specific MAP kinase, hypothetical

similar to splP06242 Saccharomy
cerevisiae YDL108w KIN28 cycl

g A

R dependent ser/thr protein kinase, stz
similarity
similar to splP23293 Saccharomy
CAGI0I08349¢g cerevisiae YPR161c SGV1 ser/t
protein kinase, hypothetical sta
similar to splP06243 Saccharomy
CAGIOKO1815g cerevisiae YDLO17w Cell divisi
control protein 7, hypothetical st
similar to calCA1467IIPF5082 Can
albicans IPF5082 similar to
DEHAOQF09713g|| Saccharomyces cerevisiae Cak1p «
activating protein kinase (by homol
hypothetical start

2il24995901splQ92241IPH85_KLU
KLLAOD11990 Kluyveromyces lactis NEGATI\

REGULATOR OF THE PHO SYS
hypothetical start

YALIODO4114¢g

weakly similar to trlQ8X0VS5 Neuro
crassa Related to putative dual spec
protein kinase pom1, hypothetical

similar to splP14681 Saccharomy

CAGILOK04169¢g|| cerevisiae YGR040w KSS1, start
similarity
highly similar to sp/lP21965
KLLAOEO7414 Saccharomyces cerevisiae YNL3(

MCKI1 ser/thr/tyr protein kinase, st:
similarity

similar to trlQ8TG13 Neurospora ¢

YALIOB18700¢ ||Casein kinase II alpha subunit CKA
by similarity

trlQ92390 Yarrowia lipolytica cas

gl . . I
el i) kinase II catalytic subunit, identifiec
similar to splP06243 Saccharomy
KLILA0C0434 cerevisiae YDLO17w CDC?7 prot

kinase, start by similarity

highly similar to sp/lP06242

Saccharomyces cerevisiae YDLI(
CAGLOH10318g ;
Al KIN28 cyclin-dependent ser/thr pra
kinase

weakly similar to trlO14098
YALIOB2252 Schlzosacchgromyce; porpbe Puta
RESRISIREAR Y serine/threonine protein kinase, sta

similarity
highly similar to CA3004ICaKIN
DEHAO0G?22528¢|| Candida albicans CaKIN28, start
similarity

similar to sp/lP41808 Saccharomy
KLIAOB11946g || cerevisiac YPRO54w SMKI1 sporul:
specific MAP kinase, start by simil
similar to sp/lP41808 Saccharomy
cerevisiae YPRO54w Sporulatios
DEHAOQF26268¢ ||specific mitogen-activated protein k

SMK1 (MAP kinase SMK1),
hypothetical start, frameshift

KILILAOB09790g

highly similar to sp/lP00546
Saccharomyces cerevisiae YBR1¢
CDC28 cyclin-dependent protein ki
start by similarity

DEHAOQF26257g

similar to splP41808 Saccharomy
cerevisiae YPR0O54w Sporulatio
specific mitogen-activated protein k
SMK1 (MAP kinase SMK1),
hypothetical start, frameshift

YALIOFO311

some similarities with splP3258

Saccharomyces cerevisiae YJL10

IME2 ser/thr protein kinase, hypoth
start
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highly similar to sp/P19454
Saccharomyces cerevisiae YORO€

Ll bbb CKA2 casein kinase II alpha chain,
by similarity
highly similar to splP17157
CAGLOL 12474 Sgccharomyces cerevisiae YPLO:
cyclin-dependent protein kinase, st:
similarity
highly similar to splP32485
CAGILOM11748g|| Saccharomyces cerevisiae YLR11
HOG1, start by similarity
highly similar to splP21965
CAGLOEQ1683 Saccharomyces cerevisiae YNL3(

MCKI or splQ12222 Saccharomy
cerevisiae YOL128c, start by simil

KILILA0A02497g

highly similar to sp/lP14681
Saccharomyces cerevisiae YGRO0A
KSS1 ser/thr protein kinase of the ]
kinase family, start by similarit

similar to spIP16892 Saccharomy
cerevisiae YBLO16w FUS3 or splP]

AGLOJO4 Saccharomyces cerevisiae YGRO0A
KSS1, start by similarity
similar to splP14680 Saccharomy
KLILAOAQ5819g |[cerevisiae YJL141c YAKI ser/thr p
kinase, start by similarity
highly similar to trlQ9HE92 Neuros
YALIOD20966g |[crassa Probable glycogen synthase 1
3 alpha, start by similarity
gil27526975lemblCAD36965.1
Kluyveromyces lactis cyclin-depen
g ! . .
KLLAQFOS877 kinase activating kinase 1, start |
similarity
highly similar to CA2027ICaMC.
DEHAOEQ5819¢g || Candida albicans CaMCKI1 ser/thr
protein kinase, hypothetical sta
highly similar to sp/P19454
DEHA0C07469¢g|| Saccharomyces cerevisiae YORO(
CKAZ2, hypothetical start
similar to splQ07538
Schizosaccharomyces pombe
Al SPCC777.14 PRP4 Serine/threon:
protein kinase, hypothetical sta
similar to splQ00772 Saccharomy
cerevisiae YHR030c SLT?2 ser/thr p
DEHAOQOE19217¢g kinase of MAP kinase family
P108.1.f12.1 Length = 484, start
similarity
gil3127831lembICAA61157.1
KLILAOF17006g || Kluyveromyces lactis protein kin:
start by similarity
similar to splP16892 Saccharomy
cerevisiae YBLO16w FUS3 mitog
g . o -
bl e activated protein kinase (MAP kin:
start by similarity
similar to wilNCU07880.1 Neuros
YALIOD19492¢g || crassa NCUO07880.1 hypothetical pr
(15912 - 17477), hypothetical st:
highly similar to sp/P43063 Cand
YALIOB10758g || albicans cell division control protei
hypothetical start
similar to calCA1468ICaSRB10 Ca
albicans CaSRB10 cyclin-depend
DEHAQF09733¢ ||, -
S kinase by homology, 3 end, hypoth
start
similar to wilNCU04185.1 Neuros,
crassa NCUO04185.1 hypothetical p
( (AL451015) probable glycoge
DEHAQOF09647¢ :
bl synthase kinase 3 alpha [Neurosp
crassa] ) (47604 - 49112), hypothe
start
highly similar to sp/P43063 Cand
DEHAO0G11660g|| albicans Cell division control prote

(EC 2.7.1.-), hypothetical start

| highly similar to CA4448|CaPHC
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Candida albicans CaPHO85 Nega

LEHADD 152008

DEHARD 4236 regulator of PHO system, start t
similarity
similar to splP39073 Saccharomy
YALIOC10967¢g cerevisiae YPL042c SSN3 cycli
dependent CTD kinase, hypothetica
similar to splP43568 Saccharomy
AGLOK 124 cerevisiae YEL029C CAKI cdk
CAGLOK12496g activating protein kinase, hypothe
start

similar to splP39073 Saccharomy
CAGIOL12650g|| cerevisiae YPLO42c cyclin-depen
CTD kinase, hypothetical start
similar to splP32581 Saccharomy
AGL0G044 cerevisiae YJL106w IME2 ser/thr p

kinase, hypothetical start

KLILAOE04136¢g

similar to splP15790 Saccharomy

cerevisiae YILO35¢c CKAI casein k

11, catalytic alpha chain, start b;
similarity

highly similar to sp/P00546

CAGIOHO07535¢g|| Saccharomyces cerevisiae YBR1¢
CDC28, start by similarity
highly similar to sp/P15790

CAGILO0I05192¢g Saccharomyces cerevisiae YILO3

CKALI casein kinase II, start by sim

DEHAOE04290g

highly similar to CA0722ICaER]}

Candida albicans CaERK1 mitog

activated protein kinase (FUS?
homolog), hypothetical start

YALIOC24321¢g

weakly similar to sp/lP43568
Saccharomyces cerevisiae YFLOZ
CAKI1 cdk-activating protein kin:
hypothetical start

splP32490
Saccharomyces
MKKI1 cerevisiae YOR23 1w .
YOR231W) | L= | MKK]1 serfthr viable

protein kinase
P108.1.6.1

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

NA

NA

NA

NA

NA

sckdy

7544

YALIOF21065g

trlQ9Y7W8 Yarrowia lipolytic:
ser/thr/tyr MAP kinase kinase, no

YALIOB15906g

similar to sp/P08018 Saccharomy
cerevisiae YJL128c PBS2 tyrosi
protein kinase of the MAP kinase k
family P108.1.f2.4, start by simila

DEHAOB12672g

similar to splO14427 Candida albi
Serine/threonine-protein kinase CI
start by similarity

CAGILOMO03729¢g

similar to splP48562 Saccharomy
cerevisiac YNL298w CLA4, start
similarity

similar to splP48562 Saccharomy
cerevisiae YNL298w CLA4 ser/1
protein kinase, start by similarit

similar to splP08018 Saccharomy
cerevisiae YJL128c PBS2, hypothe
start

KLILAOE15378¢g

some similarities with sp/P0801
Saccharomyces cerevisiae YJL12
PBS2 tyrosine protein kinase of the
kinase kinase family, hypothetical

CAGL0103498¢

similar to splP06784 Saccharomy

cerevisiae YDL159w STE7 ser/th

protein kinase of MAP kinase kin
family, hypothetical start

CAGLOHO01639g

similar to splP08458 Saccharomy
cerevisiae YDR523c SPS1 ser/thr pi
kinase, hypothetical start

weakly similar to splP08458
Saccharomyces cerevisiae YDRS!

YALIODO7502¢ P
Al R SPS1 ser/thr protein kinase, start
similarity
DEHA0C17204 similar to CA4577|CaMKI§2 Can(
albicans, start by similarity
some similarities with splP0678
.. y
KLLAOC16577 Saccharomyces cerevisiae YDLIS

STE7 ser/thr/tyr protein kinase of ]
kinase kinase family, hypothetical

some similarities with splP3249
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Saccharomyces cerevisiae YPL1¢
MKK?2 protein kinase of the map k
kinase (MEK) family, hypothetical

similar to splP32490 Saccharomy
cerevisiae YOR231w MKKI1 ser

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

AGIL.0JO382 protein kinase or splP32491
Saccharomyces cerevisiae YPL14
MKK?2, start by similarity
similar to splP08018 Saccharomy
DEHA0C09416g|| cerevisiae YJL128c PBS2, hypothe
start
similar to calCA1623ICaSTE7 Can
DEHAOF15719¢g || albicans CaSTE7 MAP Kinase Kir
hypothetical start
some similarities with splP2329
Saccharomyces cerevisiae YPR1¢
0C07139¢g L
S . SGV1 ser/thr protein kinase, hypoth
start
gil27526973lemblCAD36964. 1
KLILAQOE14828g || Kluyveromyces lactis serine/threor
protein kinase KIN28, start by simi
some similarities with sp/lP0624
DEHA 314 Saccharomyces cerevisiae YDLO!
CDC7, hypothetical start
similar to CA4995ICaYAKI1 Canc
DEHAOBO8701g albicans CaYAKI1 putative Ser/t
protein kinase, hypothetical sta
highly similar to splQ00772
AGL 3 Saccharomyces cerevisiae YHRO!
SLT?2, hypothetical start
gil4096112IgblAAC99804.1
KLILAOEI12177g ||[Kluyveromyces lactis CTD kinase 1.
subunit, hypothetical start
similar to splP32581 Saccharomy
DEHAOQB00770g |[cerevisiae YJL106w IME2 ser/thr p
kinase, hypothetical start
highly similar to splP17157
YALIOD25190g || Saccharomyces cerevisiae YPLO:

PHOSS, hypothetical start

DEHAOE21219g

similar to CA1378ICaERK2 Cand
albicans CaERK?2 mitogen-activa
protein kinase, start by similarit

similar to CAGL-IPF1383.1 Canc

DEHAOF08987g :

S glabrata, hypothetical start
some similarities with splP1468
AGLOT Saccharomyces cerevisiae YJL14
YAKI ser/thr protein kinase,

hypothetical start

highly similar to splP32485
Saccharomyces cerevisiae YLR1]1
KLILAOF20053¢ || HOGTI ser/thr protein kinase of M

kinase (MAPK) family, start b
similarity

DEHAOE22110g

splQ9UVS50 Debaryomyces hanse
Mitogen-activated protein kinase H
identified start

highly similar to CA6039ICaCK
Candida albicans CaCK A1 casein k

g ) .
DEIABA L4030 11, catalytic alpha chain, start b;
similarity

similar to trlQ9Y7V6 Emericell

YALIOE33803g || nidulans MAP protein kinase MP]
hypothetical start
highly similar to splP32485

YALIOE25135 Saccharomyces cerevisiae YLR11

HOG1 ser/thr protein kinase of M
kinase (MAPK) family, hypothetica

highly similar to trlQ9UW09 Glom

YALIOE23496¢g || lagenarium Mitogen activated pro
kinase, hypothetical start
highly similar to sp/lP38615
AGIL0L0682 Saccharomyces cerevisiae YMRI1:

MDSI1 Serine/threonine-protein ki

highly similar to splP19454
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VDT NANN
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1.-

splP39073
Saccharomyces
cerevisiae YPL042c

CCONT2 Axralie

exhibits
growth
defect on a
non-

Frvimanntalla

NA

NA

NA

NA

NA

sckdy

2219
1921

CAGL0G02035g
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Saccharomyces cerevisiae YORO(
CKAZ2 casein kinase II alpha chain,
by similarity

DEHA0G02750g

similar to CA4014ICaCTK 1 Cand
albicans CaCTK1 probable cell div
protein kinase, start by similarit

YALIOB02816g

similar to splQ00772 Saccharomy
cerevisiae Mitogen-activated prot
kinase SLT2/MPK1 (EC 2.7.1.-) ()
kinase MPK1), start by similarif

KLILAODI11814¢g

similar to splP39073 Saccharomy
cerevisiae YPL042c SSN3 cycli
dependent CTD kinase, start by sim

KLILAOB11902g

gil7385125IgblAAF61706.11AF226’
Kluyveromyces lactis MAP kinase,
by similarity

similar to splQ03957 Saccharomy
cerevisiae YKL139w CTK1 carbo

( g . S ‘

Sl terminal domain kinase, hypothet
start

some similarities with splP3258

KLLAQF02838 Saccharomyces cerevisiae YJL10

IME2 ser/thr protein kinase, hypoth
start

KLILAOD10527g

similar to splP23293 Saccharomy
cerevisiae YPR161c SGV1 ser/t
protein kinase, hypothetical sta

CAGLOD01694g

similar to sp/lP41808 Saccharomy
cerevisiae YPRO54w SMK1 sporul:
specific MAP kinase, hypothetical

similar to splP06242 Saccharomy
cerevisiae YDL108w KIN28 cycl

g o

R dependent ser/thr protein kinase, stz
similarity
similar to splP23293 Saccharomy
CAGI0I08349¢g cerevisiae YPR161c SGV1 ser/t
protein kinase, hypothetical sta
similar to splP06243 Saccharomy
CAGIOKO1815g cerevisiae YDLO17w Cell divisi
control protein 7, hypothetical st
similar to calCA1467IIPF5082 Can
albicans IPF5082 similar to
DEHAOQF09713g|| Saccharomyces cerevisiae Cak1p «
activating protein kinase (by homol
hypothetical start

2il24995901splQ92241IPH85_KLU
KLLAOD11990 Kluyveromyces lactis NEGATI\

REGULATOR OF THE PHO SYS
hypothetical start

YALIODO4114¢g

weakly similar to trlQ8X0VS5 Neuro
crassa Related to putative dual spec
protein kinase pom1, hypothetical

similar to splP14681 Saccharomy

CAGILOK04169¢g|| cerevisiae YGR040w KSS1, start
similarity
highly similar to sp/lP21965
KLLAOEO7414 Saccharomyces cerevisiae YNL3(

MCKI1 ser/thr/tyr protein kinase, st:
similarity

similar to trlQ8TG13 Neurospora ¢

YALIOB18700g ||Casein kinase II alpha subunit CKA
by similarity

trlQ92390 Yarrowia lipolytica cas

gl . . S
YALIOD) 6863 kinase II catalytic subunit, identifiec
similar to splP06243 Saccharomy
KLILA0C0434 cerevisiae YDLO17w CDC?7 prot

kinase, start by similarity

highly similar to sp/lP06242

Saccharomyces cerevisiae YDLI(
CAGLOH10318g ;
Al KIN28 cyclin-dependent ser/thr pr
kinase

weakly similar to trl014098

YALIOB22528 Schizosaccharomyces pombe Puta

serine/threonine protein kinase, sta
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DIIND \aybllll—
dependent CTD
kinase P108.1.f2.5

1CLcuavic

(respiratory)
carbon
source

17

10/21/2005 04:07 PM

similarity

highly similar to CA3004ICaKIN

DEHA0G?22528¢|| Candida albicans CaKIN28, start
similarity

similar to splP41808 Saccharomy

KLILAOB11946¢ ||cerevisiae YPRO54w SMK1 sporul:

specific MAP kinase, start by simil

DEHAOQF26268g

similar to splP41808 Saccharomy
cerevisiae YPR054w Sporulatio
specific mitogen-activated protein k
SMK1 (MAP kinase SMK1),
hypothetical start, frameshift

KLILAOB09790g

highly similar to sp/lP00546
Saccharomyces cerevisiae YBR1¢
CDC28 cyclin-dependent protein ki
start by similarity

similar to sp/lP41808 Saccharomy
cerevisiae YPRO54w Sporulatios
specific mitogen-activated protein k
SMK1 (MAP kinase SMK1),
hypothetical start, frameshift

some similarities with spIP3258
Saccharomyces cerevisiae YJL10

g S
Laloroding IME2 ser/thr protein kinase, hypoth
start
highly similar to sp/P19454
Saccharomyces cerevisiae YORO€
Ll bbb CKAZ2 casein kinase II alpha chain,
by similarity
highly similar to splP17157
CAGLOL 12474 Sgccharomyces cerevisiae YPLO:
cyclin-dependent protein kinase, st:
similarity
highly similar to splP32485
CAGILOM11748g|| Saccharomyces cerevisiae YLR11
HOG1, start by similarity
highly similar to splP21965
CAGLOEQ1683 Saccharomyces cerevisiae YNL3(

MCKI or splQ12222 Saccharomy
cerevisiae YOL128c, start by simil

KILILA0A02497g

highly similar to sp/lP14681
Saccharomyces cerevisiae YGRO0A
KSS1 ser/thr protein kinase of the ]
kinase family, start by similarit

similar to spIP16892 Saccharomy
cerevisiae YBLO16w FUS3 or splP]

AGLOJO4 Saccharomyces cerevisiae YGRO0A
KSS1, start by similarity
similar to splP14680 Saccharomy
KLILAOAQ5819g |[cerevisiae YJL141c YAKI ser/thr p
kinase, start by similarity
highly similar to trlQ9HE92 Neuros
YALIOD20966g |[crassa Probable glycogen synthase 1
3 alpha, start by similarity
gil27526975lemblCAD36965.1
Kluyveromyces lactis cyclin-depen
g ! . .
KLLAQFOS877 kinase activating kinase 1, start |
similarity
highly similar to CA2027ICaMC.
DEHAOEQ5819¢g || Candida albicans CaMCKI1 ser/thr
protein kinase, hypothetical stas
highly similar to sp/P19454
DEHA0C07469¢g|| Saccharomyces cerevisiae YORO(
CKAZ2, hypothetical start
similar to splQ07538
Schizosaccharomyces pombe
Al SPCC777.14 PRP4 Serine/threon:
protein kinase, hypothetical sta
similar to splQ00772 Saccharomy
cerevisiae YHR030c SLT?2 ser/thr p
DEHAOQOE19217¢g kinase of MAP kinase family
P108.1.f12.1 Length = 484, start
similarity
gil3127831lembICAA61157.1
KLILAOF17006g | Kluyveromyces lactis protein kin:
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start by similarity

KLILAOE10527¢g

similar to spIP16892 Saccharomy

cerevisiae YBLO16w FUS3 mitog

activated protein kinase (MAP kin
start by similarity

YALIOD19492¢g

similar to wilNCUO07880.1 Neuros,
crassa NCU07880.1 hypothetical pr
(15912 - 17477), hypothetical st

YALIOB10758g

highly similar to splP43063 Cand
albicans cell division control protei
hypothetical start

DEHAOQF09735¢g

similar to calCA1468ICaSRB10 Ca

albicans CaSRB10 cyclin-depend

kinase by homology, 3 end, hypoth
start

DEHAOQF09647g

similar to wilNCU04185.1 Neuros

crassa NCUO04185.1 hypothetical pr

( (AL451015) probable glycoge

synthase kinase 3 alpha [Neurosp

crassa] ) (47604 - 49112), hypothe
start

highly similar to splP43063 Cand

DEHAOGI1 albicans Cell division control prote
(EC 2.7.1.-), hypothetical start
highly similar to CA4448|CaPHC
Candida albicans CaPHO85 Nega
LEHADD 152009
DEHARD 4236 regulator of PHO system, start t
similarity
similar to splP39073 Saccharomy
YALIOC10967¢g cerevisiae YPL042c SSN3 cycli
dependent CTD kinase, hypothetica
similar to splP43568 Saccharomy
AGLOK 124 cerevisiae YEL029C CAKI cdk
CAGLOK124962 activating protein kinase, hypothe
start
similar to splP39073 Saccharomy
CAGIOL12650g|| cerevisiae YPLO42c cyclin-depen
CTD kinase, hypothetical start
similar to splP32581 Saccharomy
AGL0G044 cerevisiae YJL106w IME2 ser/thr p
kinase, hypothetical start
similar to splP15790 Saccharomy
cerevisiae YILO35¢c CKAI casein k
g - .
holed oo II, catalytic alpha chain, start b,
similarity

highly similar to sp/lP00546
CAGIOHO07535¢g|| Saccharomyces cerevisiae YBR1¢

CDC28, start by similarity

highly similar to sp/P15790
CAGILO0I05192¢g Saccharomyces cerevisiae YILO3
CKALI casein kinase II, start by sim
highly similar to CA0722ICaER]}
DEHAQEQ4290 Candida albicans CaERK1 mitog

activated protein kinase (FUS?
homolog), hypothetical start

YALIOC24321¢g

weakly similar to sp/lP43568
Saccharomyces cerevisiae YFLOZ
CAKI1 cdk-activating protein kin:
hypothetical start

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

YALIOF21065¢g

trlQ9Y7W8 Yarrowia lipolytic:
ser/thr/tyr MAP kinase kinase, no

YALIOB15906g

similar to sp/P08018 Saccharomy
cerevisiae YJL128c PBS2 tyrosi
protein kinase of the MAP kinase k
family P108.1.f2.4, start by simila

DEHAOB12672g

similar to splO14427 Candida albi
Serine/threonine-protein kinase CI
start by similarity

similar to splP48562 Saccharomy

CAGILOMO03729¢g|| cerevisiae YNL298w CLA4, start
similarity

similar to splP48562 Saccharomy

KLILAOAQ7403g cerevisiae YNL298w CLA4 ser/1

protein kinase, start by similarit
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similar to splP08018 Saccharomy
cerevisiae YJL128c PBS2, hypothe
start

KLILAOEI5378¢g

some similarities with sp/P0801
Saccharomyces cerevisiae YJL1Z
PBS2 tyrosine protein kinase of the
kinase kinase family, hypothetical

similar to sp/lP06784 Saccharomy
cerevisiae YDL159w STE7 ser/th

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

splP32491 S Lt protein kinase of MAP kinase kin
Saccharomyces family, hypothetical start
MKK?2 cerevisiae YPL140c 7544 —
27.0- | MKK2 protein viable || 0.2 || Ess || Ess || Ess | Ess || sckdy GLC.52 similar to splP08458 Saccharomy
YPL14 kinase of the map 3 CAGILOH01639g ||cerevisiae YDR523¢ SPS1 ser/thr p
kinase kinase (MEK) kinase, hypothetical start
family P108.1.f6.1 weakly similar to splP08458
Saccharomyces cerevisiae YDRS!
0D07502¢ o
Al R SPS1 ser/thr protein kinase, start
similarity
DEHAOC17204 similar to CA4577ICaMKK?2 Canc
albicans, start by similarity
some similarities with splP0678
KLLAOC] Saccharomyces cerevisiae YDLIS
KLLAOCI6577¢ STE7 ser/thr/tyr protein kinase of 1
kinase kinase family, hypothetical
some similarities with splP3249
Saccharomyces cerevisiae YPL1¢
g A
RLLAGLI S MKK?2 protein kinase of the map k
kinase (MEK) family, hypothetical
similar to splP32490 Saccharomy
cerevisiae YOR231w MKKI ser/
AGL0JO382 protein kinase or sp/P32491
Saccharomyces cerevisiae YPL14
MKK?2, start by similarity
similar to splP08018 Saccharomy
DEHA0C09416g|| cerevisiae YJL128c PBS2, hypothe
start
similar to calCA1623ICaSTE7 Can
DEHAOF15719¢g || albicans CaSTE7 MAP Kinase Kir
hypothetical start
gil730472IsplP40230IRAGS_KLU
KLLAODI1044¢ || Kluyveromyces lactis CASEIN KIN
I HOMOLOG RAGS, start by simil
YALIOE26609 similar to trlCAD79679 Neurosp
crassa, start by similarity
similar to splP23292 Saccharomy
DEHAO0A09933¢g |cerevisiae YNL154c YCK2 casein }
I isoform, hypothetical start
similar to splP23291 Saccharomy
AGIL 13 cerevisiae YHR135¢ YCKI1, start
similarity
DEHAQDO4466 similar to YALI-IPF3384.1 Yarro
splP29295 lipolytica, start by similarity
Saccharomyces similar to splP29295 Saccharomy
HRR2 cerevisiae YPL204w || . . 4422 YALIOF08305¢ cerevisiae YPL204w HRR25 cas
VPLO0AW 2.7.1.- HRR25 casein kine_lse inviable || Ess || Ess || Ess || 0.1 || Ess || sckdy 5 GLC.92 Kinase I, start by similarity
L ser/thuftyy protein highly similar to splP29295
T CAGIOHO03553g|| Saccharomyces cerevisiae YPL20
HRR2S5, start by similarity
similar to splP23291 Saccharomy
AGL 4 cerevisiae YHR135¢ YCKI1 or splP-
Saccharomyces cerevisiae YNLI:
YCKZ2, hypothetical start
similar to splP39962 Saccharomy
CAGIL0K02299¢g|| cerevisiae YER123w Casein kinas
hypothetical start
some similarities with spIP3996
Saccharomyces cerevisiae YER12
g S .
RLLABE] 203 YCK3 casein kinase, isoform 3
hypothetical start
highly similar to wilNCUO01680.
YALIOB22066 Neurospora crassa NCU01680.1 pl

membrane ATPase (proton pumy
hypothetical start

similar to splQ12691 Saccharomy
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(YDRO38C)

splQ12691
Saccharomyces
cerevisiae YDR038¢
ENAS P-type -
ATPase involved in
Na+ efflux
P16.2.f7.1

NA

NA

NA

NA

NA

sckdy

5444

GLC.54

10/21/2005 04:07 PM

cerevisiae YDR038c ENAS P-ty

Yalloanlols ATPase involved in Na+ efflux, ste
similarity

similar to splP38929 Saccharomy

DEHA0AQ9295 cerevisiae YGL0O06w PMC1 Ca2

transporting P-type ATPase, hypoth
start

similar to splP38929 Saccharomy

CAGILO0AQ0517¢g cerevisiae YGLOO6w PMCI,
hypothetical start

similar to trlQ96X39 Debaryomy

YALIOE19338¢ ||hansenii Plasma membrane Na+ AT

hypothetical start

splO43108 Yarrowia lipolytica Calc

0E09471¢g - I
Aol transporting ATPase 1, identified :
trlQ96X39 Debaryomyces hanse
DEHA0GQ9878¢g Plasma membrane Na+ ATPase
identified start
similar to splQ12691 Saccharomy
cerevisiae YDR038c ENAS P-ty
RLLANES ATPase involved in Na+ efflux, ste
similarity
highly similar to trlQ9P872 Cand
DEHAOQF14619g|| albicans Calcium/mangenease P-t
ATPase PMRI, start by similari
highly similar to splP13586
AGLO0JO1 Saccharomyces cerevisiae YGL1¢
PMRI1, hypothetical start
highly similar to splP13586
CAGLOI04312 Saccharomyces cerevisiae YGL1¢

PMR1 Ca2+-transporting P-typ
ATPase, start by similarity

DEHAO0C02937¢g

trlQ9C1R0 Debaryomyces hanse:
ATPase ENAIp, identified star

similar to splP38929 Saccharomy
cerevisiae YGL0O06w PMC1 Ca2

1ALI0DO4s Og ;
ARNSUNIRSER transporting P-type ATPase, start
similarity
similar to splQ01896 Saccharomy
cerevisiae YDR039¢c ENA2 P-ty
bt ATPase involved in Na+ efflux
hypothetical start
2il3288523lembICAA04476.1
KLILAOAO3157g|| Kluyveromyces lactis Ca++ ATP:

start by similarity

KILILAOA08910g

similar to splP38929 Saccharomy

cerevisiae YGL0O06w PMC1 Ca2

transporting P-type ATPase, start
similarity

CAGLOK12034g

highly similar to splP13587
Saccharomyces cerevisiae YDRO:
ENAT1 or splQ01896 Saccharomy
cerevisiae YDR039¢c ENA2 or splQ
Saccharomyces cerevisiae YDRO!
ENAS, hypothetical start

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

highly similar to wilNCUO01680
Neurospora crassa NCU01680.1 pl

2ALIDD 220008
ARNHI L membrane ATPase (proton pumy
hypothetical start
similar to splQ12691 Saccharomy
YALIOA01023 cerevisiae YDR038c ENAS P-ty

ATPase involved in Na+ efflux, st
similarity

DEHAO0A09295¢

similar to splP38929 Saccharomy

cerevisiae YGL0O06w PMC1 Ca2

transporting P-type ATPase, hypoth
start

similar to splP38929 Saccharomy

CAGIO0A00517g cerevisiae YGL0OO6w PMCl1,
hypothetical start

similar to trlQ96X39 Debaryomy

YALIOE19338¢ |lhansenii Plasma membrane Na+ AT

hypothetical start

| VAT INENOATT ~

[spl043108 Yarrowia lipolytica Calc

Page 101 of 106



Genolevures : Pathways conservation

10/21/2005 04:07 PM

http://cbi.labri.fr/Genolevures/path/pathway-00500.html

| o ZELE | ransporting ATPase 1, identified
trlQ96X39 Debaryomyces hanse
DEHA0GQ9878¢g Plasma membrane Na+ ATPase
identified start
similar to splQ12691 Saccharomy
cerevisiae YDR038c ENAS P-ty
0F20658g . .
RLLANES ATPase involved in Na+ efflux, ste
13587 similarity
Sazlzharom ces highly similar to trlQOP872 Cand
cerevisiae YDB;QO 40¢ DEHAQF14619¢g|| albicans Calcium/mangenease P-t
Pl 1 361. | ENAIP-type - |Na|NA | NA [ Na | Na | sekdy [P0 GLes ATPase PMRI, start by similari
(YDR040C) ATPase involved in highly similar to splP13586
Na+ and Li+ efflux AGLO0JO1 Saccharomyces cerevisiae YGL1¢
P16.2.f7.1 PMRI, hypothetical start
highly similar to sp/lP13586
Saccharomyces cerevisiae YGL1¢
CAGLOI04312g :
AL PMR1 Ca2+-transporting P-typ
ATPase, start by similarity
trlQ9C1R0 Debaryomyces hanse:
C02937g LT
DEHAQC(2937 ATPase ENAIp, identified star
similar to splP38929 Saccharomy
cerevisiae YGLO06w PMC1 Ca2
XALIVDVIS 08 .
ARNSUNIRSER transporting P-type ATPase, start
similarity
similar to splQ01896 Saccharomy
cerevisiae YDR039¢c ENA2 P-ty
0E14630g . .
R ATPase involved in Na+ efflux
hypothetical start
2il3288523lembICAA04476.1
KLILAOAO3157g|| Kluyveromyces lactis Ca++ ATP:
start by similarity
similar to splP38929 Saccharomy
cerevisiae YGL0O06w PMC1 Ca2
KLLAOA08910g :
RLLAGARIIG transporting P-type ATPase, start
similarity
highly similar to splP13587
Saccharomyces cerevisiae YDRO:
ENAT1 or splQ01896 Saccharomy
( g S |
AGLIR 1200 cerevisiae YDR039¢ ENAZ2 or splQ
Saccharomyces cerevisiae YDRO!
ENAS, hypothetical start
highly similar to sp/P06839
Saccharomyces cerevisiae YER17
XALIIE V308 :
YALIOF207462 | RAD3 DNA helicase/ATPase, sta
similarity
similar to CA3942|CaCHL1 Canc
DEHAO0A02519¢|| albicans CaCHL1 protein of the DI
box family, start by similarity
highly similar to sp/lP06839
CAGILOL11924¢g || Saccharomyces cerevisiae YER17
DNA helicase/ATPase, start by simi
splP06839 similar to splP22516 Saccharomy
Saccharomyces YALIOC23639¢g cerevisiaebYPI;OOSIW CHL1 protei
RAD cerevisiae YER171w|| . . 2222 the DEAH box family, start by simi
3.6.1.- inviable || 0.7 || Ess || Ess || 0.3 || Ess || sckd; GLR.3208
YERITIW RAD3 DNA Y o2 highly similar to CA5581ICaRA
helicase/ATPase DEHAO0G12815g|| Candida albicans CaRAD3, start
P2.76.f2.1 similarity
highly similar to sp/P06839
KLLAOC] Saccharomyces cerevisiae YER17
KLLAOCI7776g RAD3 DNA helicase/ATPase, star
similarity
similar to splP22516 Saccharomy
AGIL0L08844g || cerevisiae YPLOO8w CHLI1 protei
the DEAH box family, start by simi
similar to splP22516 Saccharomy
KLLAQF27181g || cerevisiae YPLOO8w CHLI1 protei
the DEAH box family, start by simi
similar to splP35207 Saccharomy
YALIOAI3519 cerevisiae YLR398c SKI2 antivi;
protein and putative helicase,
hypothetical start
similar to splP35207 Saccharomy
CAGILO0C02563g || cerevisiae YLR398c SKI2, hypothe
start
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BRR2
(YER172C)

splP32639
Saccharomyces
cerevisiae YER172¢
BRR2 RNA
helicase-related
protein P5.1.f3.1

inviable

NA

NA

NA

NA

NA

sckdy

5565

GLC.40

10/21/2005 04:07 PM

highly similar to splP47047

DEHAQC14025¢g|| Saccharomyces cerevisiae YJLOS
MTRA4, start by similarity

similar to splP35207 Saccharomy

YALIOEQ7689¢g cerevisiae YLR398c SKI2 antivi

protein and putative helicase, frame

similar to splP32639 Saccharomy
cerevisiae YER172c BRR2 RN

0F20724g . .
Al helicase-related protein, start b,
similarity
weakly similar to sp/lP51979
AGLOH 1 Saccharomyces cerevisiae YGL2:

HFM1, hypothetical start

YALIOD12210g

similar to splP47047 Saccharomy
cerevisiae ATP-dependent RNA he
DOBI, start by similarity

KILILAOC17798g

similar to splP32639 Saccharomy

cerevisiae YER172c BRR2 RN.

helicase-related protein, start b;
similarity

similar to splP35207 Saccharomy
cerevisiae YLR398c¢ SKI2 antivi

ot protein and putative helicase,
hypothetical start

similar to CA44111CaBRR2 Cand

bt L0 albicans CaBRR2, hypothetical s

similar to splP35207 Saccharomy

YALIOA11869¢ cerevisiae Antiviral protein SKI
hypothetical start

similar to splP35207 Saccharomy

YALIOEQ7645¢ cerevisiae YLR398c SKI2 antivi

protein and putative helicase, frame

similar to splP35207 Saccharomy
cerevisiae YLR398c SKI2 antivi;
protein and putative helicase, frame

KLILAOBO3179¢g

similar to splP35207 Saccharomy

cerevisiae YLR398c SKI2 antivi;

protein and putative helicase, start
similarity

DEHAOA11715¢g

similar to splP35207 Saccharomy

cerevisiae YLR398c SKI2 antivi;

protein and putative helicase,
hypothetical start

highly similar to splP53327
Saccharomyces cerevisiae YGR27
start by similarity

similar to splP32639 Saccharomy
cerevisiae YER172¢ RNA helica
related protein, start by similarit

highly similar to splP53327
Saccharomyces cerevisiae YGR27
start by similarity

highly similar to CA3403[IPF86:
Candida albicans IPF8650, start
similarity

KLLAODI1462g

similar to splP51979 Saccharomy
cerevisiae YGL251c HFM1 DNA/]
helicase, start by similarity

KLLAOFO1364

highly similar to splP47047
Saccharomyces cerevisiae YJLOS
MTR4 involved in nucleocytoplas
transport of mRNA, start by similz

AGIL0J0492

highly similar to splP47047
Saccharomyces cerevisiae YJLOS
MTRA4, start by similarity

YALIOB13904g

similar to splP53327 Saccharomy
cerevisiae YGR271w strong similar
S.pombe RNA helicase or splP32¢
Saccharomyces cerevisiae YER1’
BRR2 RNA helicase-related prot
hypothetical start

similar to calCA4212ICaHFM1 Car
albicans CaHFM1 DNA/RNA heli
by homology, start by similarit;

http://cbi.labri.fr/Genolevures/path/pathway-00500.html
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splP53327
Saccharomyces

cerevisiae YGR271w

strong similarity to
S.pombe RNA
helicase P5.1.f3.1

0.9

Non

Non

Non

0.6

sckdy

5565

GLC.40

10/21/2005 04:07 PM

similar to splP35207 Saccharomy
cerevisiae YLR398c¢ SKI2 antivi

0A13519¢g . . .
alinle protein and putative helicase,
hypothetical start
similar to splP35207 Saccharomy
AGL0C02563g || cerevisiae YLR398c SKI2, hypothe
start
highly similar to splP47047
DEHAO0C1402 Saccharomyces cerevisiae YJLOS
MTRA4, start by similarity
similar to splP35207 Saccharomy
YALIOEQ7689¢g cerevisiae YLR398c¢ SKI2 antivi
protein and putative helicase, frame
similar to splP32639 Saccharomy
cerevisiae YER172c BRR2 RN
g i .
YALIOLOTAL helicase-related protein, start b;
similarity
weakly similar to splP51979
CAGIOHO07601g|| Saccharomyces cerevisiae YGL2!
HFM1, hypothetical start
similar to splP47047 Saccharomy
YALIOD12210g || cerevisiae ATP-dependent RNA he!
DOBI, start by similarity
similar to splP32639 Saccharomy
KLLAOCI7798 cerevisiae YER172¢ BRR2 RN

helicase-related protein, start b,
similarity

KILILAOB03190g

similar to splP35207 Saccharomy

cerevisiae YLR398c SKI2 antivi;

protein and putative helicase,
hypothetical start

DEHAO0G13761¢g

similar to CA44111CaBRR2 Cand
albicans CaBRR2, hypothetical s

YALIOA11869g

similar to splP35207 Saccharomy
cerevisiae Antiviral protein SKI
hypothetical start

YALIOEQ7645¢g

similar to splP35207 Saccharomy
cerevisiae YLR398c SKI2 antivi;
protein and putative helicase, frame

similar to splP35207 Saccharomy

YALIOEQ7700g cerevisiae YLR398c SKI2 antivi;

protein and putative helicase, frame

similar to splP35207 Saccharomy

KLLAOB03179 cerevisiae YLR398c SKI2 antivi;

protein and putative helicase, star

similarity

similar to splP35207 Saccharomy

DEHAOA1171 cerevisiae YLR398c SKI2 antivi;

R protein and putative helicase,
hypothetical start

highly similar to splP53327

CAGLO0G00506g|| Saccharomyces cerevisiae YGR27
start by similarity

similar to splP32639 Saccharomy

CAGLOL.11946¢g|| cerevisiae YER172c RNA helica

related protein, start by similarit

highly similar to splP53327

KLILAOAQ9889¢g || Saccharomyces cerevisiae YGR27
start by similarity

highly similar to CA3403[IPF86:

DEHAO0G21681¢g Candida albicans IPF8650, start

similarity

KLILAODI11462g

similar to splP51979 Saccharomy
cerevisiae YGL251c HFM1 DNA/
helicase, start by similarity

highly similar to splP47047
Saccharomyces cerevisiae YJLOS

g . .
S e MTR4 involved in nucleocytoplas
transport of mRNA, start by simil:
highly similar to splP47047
CAGIL.0J04928¢ Saccharomyces cerevisiae YJLOS

MTRA4, start by similarity

similar to splP53327 Saccharomy
cerevisiae YGR271w strong similar
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S.pombe RNA helicase or spIP32¢

Saccharomyces cerevisiae YER1"

BRR2 RNA helicase-related prot
hypothetical start

DEHAOF08877g

similar to calCA4212ICaHFM1 Car
albicans CaHFM1 DNA/RNA heli
by homology, start by similarit;

KILILA0C03674g

similar to sgdIS0005455 Saccharon
cerevisiae YOL095¢c HMI1
mitochondrial DNA helicase, star
similarity

DEHAOB14509g

weakly similar to splP12954
Saccharomyces cerevisiae YJL0O9
HPR5 ATP-dependent DNA helic
start by similarity

CAGI01.03454g

similar to splP12954 Saccharomy

cerevisiae YJL092w HPRS ATl

dependent DNA helicase, hypothe
start

weakly similar to splP12954

splP12954 Saccharom isiae YJLO9
yces cerevisiae
KLLAOF14234g ;
_— Saccharomyces 123 KLLAOF1423%2 | 1pRS ATP-dependent DNA helic
y ZJ!I boow) || 26L= O PRS ATP. | viable | Ess | Ess |Ess | Ess | Ess | sckdy |7 ~|GLR3280 hypothetical start
dependent DNA weakly similar to splP12954
helicase P2.136.£2.1 Saccharomyces cerevisiae YJLO9
SLLAUEIZ.008 :
KLLAOF142362 | 11pRs ATP-dependent DNA helic
start by similarity
similar to trlQ12039 Saccharomy
CAGI0I07623¢ || cerevisiae YOL095¢ HMI1, hypoth
start
weakly similar to trlQ12039
Saccharomyces cerevisiae YOLO!
A v HMII mitochondrial DNA helica
hypothetical start
weakly similar to splP12954
Saccharomyces cerevisiae YJLO9
YALIOE27269¢ :
YALIOE272692 || {ipRS ATP-dependent DNA helic
hypothetical start
similar to splQ99321 Saccharomy
cerevisiae YOR163w DDP1 diaden
DEHAOF15389¢
Al hexaphosphate (Ap6A) hydrolas
hypothetical start
similar to splQ99321 Saccharomy
cerevisiae Diadenosine and
splQ99321 diphosphoinositol polyphosphat
Saccharomyces YALIOA04675g phosphohydrolase 1 (EC 3.6.1.-
DDPI cerevisiae YOR163w|| 1111 (Diadenosine 5, 5 -P1, P6-hexaphos
YOR163W 3.6.1.- | DDPI diadenosine viable NA |NA ||[NA || NA | NA | sckdy 1 GLR.894 hydrolase) (AP6A hydrolase), star
hexaphosphate similarity
(Ap6A) hydrolase —
singleton similar to splQ99321 Saccharomy
cerevisiae YOR163w DDP1 diaden
SLLAVEVZ 08
RLLAGE 025 hexaphosphate (Ap6A) hydrola:
singleton, start by similarity
similar to splQ99321 Saccharomy
CAGIL01.04422¢g cerevisiac YOR163w DDP1,

hypothetical start

Dunn B

1

2004

netic f

rinting: A functional analysi

f th

revisi
'Ess' indicates that the gene is essential for growth under the condition tested.
'Non' indicates that the gene is not essential.
A number indicates that the gene when mutated exhibits an intermediate phenotype; the number is the relative growth score.
'ND' indicates that no data are available.
'NA' indicates that no gene deletion experiments are available.

nom

N.B. : conservation percentage color code 0% 1% to 20% 21% to 40% 41% to 60% 61% to 80%81% to 90%91% to 99% 100%

http://cbi.labri.fr/Genolevures/path/pathway-00500.html
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