Table- Supplemental Materials- LR for 1728 ESTsfrom rice Pokkali distinguishing RNA from
control and unstressed roots of rice Pokkali or rice IR29

Clone

ID

N =

o0k w

29

30
31

32

35

36
37

38

39

41
42

Clone

OC103A01
OC103A03

OC103A05
OC103A07
OC103A09
OC103A11

0C103C01
0OC103C03
0OC103C05
0C103Cco7
0OC103C09
0C103C11
OC103E01
OC103E03

OC103E05
OC103E07

OC103E09
OC103E11

0C103G01
0C103G03
0OC103G05
0C103G07
0C103G09
0C103G11

0OC102A01

OC102A03

OC102A05
OC102A07

OC102A09

OC102A11
0C102C01

0C102C03
0OC102C05

0OC102C07

0C102C09

0C102C11
OC102E01

OC102E03

OC102E05
OC102E07
OC102E09
OC102E11
0C102G01
0C102G03

Annotation
15
min

60S acidic ribosomal protein PO 0.08
tryptophan synthase (EC 4.2.1.20) beta-1 chain 0.02
60S ribosomal protein L39 0.04
similar to RNA helicase -0.07
40S ribosomal protein S4 0.13
similar to ATP dependent copper transporter -0.01
[Arabidopsis]

60S ribosomal protein L2 0.10
splicing factor Prp8 [Homo sapiens] 0.04
40S ribosomal protein S30 0.03
unknown protein [rice] (AP002484) -0.02
putative protein [Arabidopsis] (AL 138646) 0.00
40S ribosomal protein S4 0.16
not annotated 0.03
template activating factor-1 alpha[Homo -0.09
sapiens]

not annotated -0.10
putative serine/threonine protein kinase 0.00
[Arabidopsis]

60S ribosomal protein L11 or 16 0.08

3-phosphoshikimate 1-carboxyvinyltransferase 0.03
precursor - garden petunia (EC 2.5.1.19)

10 kDa chaperonin [Arabidopsig] 0.02
60S ribosomal protein L19 0.11
brittle-1 protein [Zea mays] 0.02
ring-box protein 1 [Homo sapiens] 0.00
similar to ADP-ribosylation factor 6 -0.05
early devel opment regulator 2 [Homo sapiens) 0.00
unknown (ORFRU14-L [Macaca mulatta 0.03
rhadinovirus 26-95])

nucleotide sugar epimerase [Vibrio vulnificus] 0.10
elongation factor-1 alpha; EF-1 alpha 0.07
beta-gal actosidase (EC 3.2.1.23) |1 precursor - 0.07
tomato

unknown (gene pacC protein - Aspergillusniger) -0.04

40S ribosomal protein S8 0.08
reversibly glycosylated polypeptide-2 0.03
[Arabidopsis]

hypothetical protein [Arabidopsis|F6G3.40 0.02

hydroxyproline-rich glycoprotein 1 - garden pea, -0.01
60S ribosomal protein L14 - rat
unknown (triose-phosphate isomerase (EC 0.07
5.3.1.1) precursor, chloroplast)
hypothetical protein [Arabidopsis](AC012562) 0.08

60S ribosomal protein L18 0.12
60S ribosomal protein L6B (L17B) (rpl8) 0.09
(YL16)

ascorbate peroxidase, cytosolic (D45423 full 0.01
length)

N-hydroxycinnamoyl/benzoyltransferase 0.00
root-specific protein RCc3 - rice 0.07
hypothetical protein [Arabidopsis](AC006837) 0.00
60S ribosomal protein L18 0.06
not annotated -0.05
not annotated 0.02

hr

0.17
0.08

0.02
-0.07
0.16
-0.06

0.20
0.03
0.03
-0.07
0.02
0.26
0.10
0.06

-0.12
-0.08

0.18
0.14

0.08
0.17
-0.05
0.03
-0.04
0.10

0.05

0.02

0.22
-0.08

0.04

0.20
-0.05

0.05
0.02

0.05

0.04

0.19
0.22

-0.02

hr

-0.05
0.02

-0.04
-0.08

0.01
-0.01

0.02
-0.08
-0.02
-0.07
-0.03

0.03
-0.04
-0.10

-0.14
-0.05

-0.07
0.06

-0.09
0.03
-0.02
0.01
0.01
0.02

0.04

-0.01

-0.01
-0.05

-0.11

-0.07
0.04

0.00
-0.04

0.01

0.09

0.05
0.05

0.10

hr

-0.08
0.06

0.03
-0.04
0.01
-0.05

0.10
0.05
0.06
-0.06
0.07
0.08
0.06
0.06

-0.09
-0.04

0.05
0.08

0.06
0.11
0.01
0.08
0.08
0.07

0.06

-0.06

0.03
0.01

0.04

0.10
-0.05

0.14
0.03

0.10

0.11

0.09
0.08

0.14

0.08 Flag Flag

-0.07
-0.03
0.16
0.04
0.06

0.05
-0.02
0.01
-0.07
0.02

0.11
0.02
0.06
0.08
0.08

24 hr

0.02
0.19

0.05
0.07
0.01
0.00

0.06
0.08
0.01
0.01
0.01
0.00
-0.12
0.02

0.03
-0.06

-0.03
0.16

-0.07
-0.01
0.01
0.08
0.09
0.02

-0.14

0.03

0.00
0.06

0.12

-0.03
0.00

-0.10
0.00

0.07

0.08

0.00
0.08

0.31

-0.02
-0.03
0.06
0.04
0.05
0.01

Pok Pok1 Pok3 Pok6 Pok Pok7

days

-0.15
0.15

-0.06

0.07
-0.13
-0.10

-0.04
0.00
-0.03
0.01
0.02
-0.09
-0.08
-0.03

-0.05
-0.11

-0.12
0.09

-0.07
-0.10
-0.06
0.03
0.10
-0.01

-0.11

-0.16

-0.09
-0.10

0.00

-0.10
-0.09

-0.07
-0.06

-0.04

0.03

-0.12
-0.08

0.16

-0.11
-0.06
0.03
-0.10
0.05
-0.02

IR29
lhr

-0.08
0.12

-0.05
-0.02
-0.03
-0.02

0.01
-0.04
0.05
0.01
0.01
-0.01
-0.04
-0.06

-0.07
-0.07

-0.04
0.11

0.00
-0.01
-0.01

0.03

0.06

0.03

0.00

0.04

-0.02
0.00

-0.10

-0.05
-0.03

0.05
-0.01

0.05

0.02

0.00
0.00

0.07

IR29
3hr

-0.22
0.14

-0.01
-0.17
-0.07
-0.28

0.10
-0.08
0.15
-0.31
0.05
0.14
0.02
-0.20

-0.41
-0.38

0.04
0.25

0.06
0.11
-0.08
0.12
0.12
0.08
0.03

-0.21

0.03
-0.07

0.03

0.06
-0.32

0.09
-0.12

0.06

0.20

0.13
0.11

0.10

IR29
6 hr

-0.04
0.08

0.05
-0.15
0.03
-0.24

0.09
-0.05
0.08
-0.23
0.06
0.16
0.13
-0.10

-0.37
-0.28

0.13
0.18

0.19
0.10
-0.11
0.02
0.04
-0.01
0.09

-0.17

0.05
-0.19

-0.10

0.08
-0.16

0.08
-0.02

0.00

0.06

0.15
0.18

0.03

Flag Fag Flag

-0.10
0.01
-0.03
0.02
0.05

-0.06
-0.04
0.05
0.07
0.10

-0.02
-0.08
0.08
0.03
0.06



45
46

47

49

50

51

52

53

55

56
57

58

87
88

89
0

91
92

93

0C102G05
0C102G07

0C102G09
0C102G11
OD102A01

OD102A03
OD102A05

OD102A07

OD102A09
OD102A11
0D102C01

0D102C03
0OD102C05

0D102C07

0OD102C09
0OD102C11

OD102E01
OD102E03
OD102E05
OD102E07
OD102E09
OD102E11
0D102G01
0D102G03
0OD102G05
0OD102G07

0OD102G09
0D102G11
OD103A01
OD103A03
OD103A05
OD103A07
OD103A09
OD103A11
0OD103C01
0OD103C03
0OD103C05
0OD103C07
0OD103C09

0OD103C11
OD103EO01
OD103E03

OD103E05
OD103E07

OD103E09
OD103E11

0D103G01
0OD103G03

0OD103G05

60S ribosomal protein L13

similar to hydrogenase expression/formation
protein (hypE)

lipoxygenase [Oryza sativa)

60S ribosomal protein L2 or L8

similato protein tyrosine phosphatase, receptor
type, f polypeptide (PTPRF), interacting protein
(liprin), apha2

Dnal protein

hypothetical protein able to induce HR-like
lesions [Nicotiana tabacum]

hypothetical protein KO9C6.4 (Caenorrhabditis
elegans)

glutaredoxin like protein

60S ribosomal protein L23 or L17

unknown (NADH dehydrogenase (ubiquinone)
(EC 1.6.5.3) chain 5)

60S ribosomal protein L38

dnaK -type molecular chaperone hsc-2 - tomato
hypothetical protein [Homo sapiens]
(AL096858)

60S ribosomal protein L18

hypothetical protein jhp0401 - Helicobacter
pylori (strain J99)

60S ribosomal protein L27a

unknown (Dreg-2 like protein [Arabidopsis]
not annotated

putatative 28 kDa protein [Homo sapiens|

no hit rice EST

hypothetical protein [Arabidopsis]dl3180w

not annotated

60S ribosomal protein L36

histone H2A

hypothetical protein [Arabidopsis| T18B16.60

aconitate hydratase-cytoplasmic
H+-transporting ATPase (EC 3.6.1.35)

not annotated

not annotated

Rab7 GTP hinding protein

no hit rice EST

not annotated

not annotated

60S ribosomal protein L13A, L16-A

not annotated

not annotated

not annotated

26S proteasome regulatory ATPase subunit 10b
(S10b) [Manduca sexta]

mucin homol ogue [Homo sapiens]

not annotated

unknown protein [Arabidopsis] F-box protein
FBL6 [Homo sapiens]

protein kinase C inhibitor - maize

muscle derived protein [Gallus gallus], transport
protein USOL1 - yeast, tropomyosin |, thoracic -
fruit fly

not annotated

hypothetical protein [Arabidopsis|F13M23.20

not annotated
hypothetical protein [Arabidopsis| T24C20.110

putative mal ate dehydrogenase [ Solanum
tuberosum]

0.06
0.03

0.05
0.08
0.07

-0.04
0.03
-0.07
-0.01
0.11
0.00
0.05

0.00

0.01

0.00
0.00

-0.04
0.02
-0.10
0.00

0.01

0.19
0.00

0.14
0.23
0.05

0.06
0.04

-0.12

-0.01
0.10
-0.01

0.00
-0.13

-0.01

0.06
0.10

0.10
0.01
0.03
0.00
-0.03
-0.08
0.00
0.00
0.04
-0.08

0.00
-0.06
0.08
-0.14
-0.08
0.03
0.20
-0.05
0.10
0.08
-0.02
-0.05
-0.10

0.01
-0.11
-0.02

0.05
-0.01

-0.08
-0.05

-0.16
-0.07

-0.04

0.02
0.03

0.11
0.05
0.06

-0.04
-0.02

-0.07

-0.03
-0.07
-0.05

-0.03
-0.16

-0.01

0.05
0.06

0.02

-0.03
-0.03
-0.01
-0.11
-0.06

0.03
-0.01

0.02

0.05
-0.01
-0.08
-0.14
-0.01

0.03
-0.08
-0.06

-0.02

-0.04
-0.02
0.03

0.01
0.01

-0.03
-0.07

-0.05
-0.02

-0.02

0.07
0.05

0.03
0.08
0.03

0.07
-0.16
-0.11

0.03

0.06
-0.03

0.03
-0.15

0.06
0.09

-0.03
0.06
-0.03

0.01
-0.02
0.00
0.11
0.06
0.02

-0.02
-0.05

0.00 Flag

0.08
0.02

0.02
0.06
0.05
0.05
-0.03
0.00
0.02
0.02
0.08
0.00

0.06
0.08
0.09
-0.05
0.00
-0.31
0.07
0.00
0.06
-0.01
0.05
0.07
-0.03

0.04
0.01
0.04

-0.05
0.00

-0.08
0.00

0.01
-0.08

-0.02

0.06
-0.07

0.00
0.03
0.01
0.07
0.04
0.06
0.06
-0.07
0.03
0.05

0.12
0.13
0.03
-0.10
0.08
-0.14
0.02
0.04
0.09
0.03
-0.04
0.08
-0.01

-0.01
0.04
0.00

0.06
0.05

0.02
0.04

0.03
-0.03

0.00

0.00
0.00

-0.18
-0.05
-0.07

0.06
-0.08

-0.03

0.05
-0.11
-0.12

-0.08
0.15

0.05

0.03
-0.01

0.00

-0.06
0.08
-0.01
0.03
-0.03
-0.08
0.08

-0.02
0.09
-0.02
-0.05
0.01
-0.14
-0.11
0.02
0.01
-0.06

0.12
-0.03

0.05
0.06

-0.02
0.00

-0.05
-0.02

0.15
0.00

0.01

0.04
0.04

0.05
0.02
-0.02

-0.02
0.00

-0.07

0.02
-0.01
-0.01

0.02
0.07

0.05

0.05
0.05

0.05
0.02
0.01
0.01
0.00
0.03
-0.02
-0.02
0.10

0.00
0.08
0.06
-0.01
0.00
-0.11

-0.02
0.07
-0.01
0.02
0.07
-0.01

0.02
0.02

0.01
0.03

-0.04
0.00
-0.01
0.00

0.03

0.04
011

0.06
0.12
0.11

0.05
-0.12

-0.49

0.03
0.08
-0.25

-0.07
0.17

0.06

0.13
0.03

011
0.04
-0.03
-0.04
-0.19
-0.02
-0.14
0.00
0.12
-0.05

0.02
0.22
0.15
-0.28
-0.11
-0.20
0.05
0.00
0.13
0.01
0.01
0.17
-0.17

0.09
-0.01
0.13

-0.11
-0.08

-0.26
-0.26

0.06
-0.10

-0.04

0.02
0.05

0.03
0.10
0.09

-0.05
-0.10

-0.37

-0.05
0.15
-0.22

-0.01
-0.12

0.04

0.08
-0.07

0.12
0.05
-0.01
-0.04
-0.19
-0.10
-0.11
0.02
0.05
-0.08

0.04
0.09
0.06
-0.17

-0.37
0.03
-0.15
0.10
0.03
-0.06
0.02
-0.14

0.04
-0.01

0.02
-0.14

-0.18
-0.24

-0.10
-0.14

-0.06



107

116

117
118
119
120
121
122

123
124

125
126
127
128

129
130

131
132

133

135

136
137

138

139

140
141
142
143
144
145

0OD103G07

0OD103G09
0OD103G11

OCPO6A01
OCPO6A03
OCPO6A05
OCPO6AQ7
OCPO6A09
OCPO6A11
OCPO6C01
OCP06C03
OCP0O6C05
OCPO6C0O7

OCP0O6C09
OCPO6C11
OCPOGEOL
OCPO6EQ3
OCPOGEO5
OCPOGEQ7
OCPO6EQ9
OCPOBE11
OCP06G01
OCP06G03

OCP06G05
OCP06G07
OCP06G09
OCP06G11
OE105A01
OE105A03

OE105A05
OE105A07

OE105A09
OE105A11
OE105C01
OE105C03

OE105C05
OE105C07

OE105C09
OE105C11

OE105E01
OE105E03
OE105E05

OE105E07
OE105E09

OE105E11

OE105G01

OE105G03
OE105G05
OE105G07
OE105G09
OE105G11
OC104A01

SWI/SNF complex 170 KDa subunit [Homo
sapiens]

hypothetical protein [Arabidopsis| T10114.120
protein phosphatase 2C gamma [Homo sapiens]
not annotated

not annotated

not annotated

not annotated

40S ribosomal protein S3 from EST
nucleoside diphosphate kinase (NDPK-3)

not annotated

not annotated

hypothetical protein [Arabidopsis| T9322.8
fatty acid condensing enzyme CUT1
[Arabidopsis]

not annotated

phenylalanine ammonia-lyase

not annotated

histone H3

not annotated

40S ribosomal protein S19

40S ribosomal protein S21

trypsin inhibitor-(2)

not annotated

similar to probable monosaccharide transport
protein Mst-1, Norway spruce

cytochrome P450 76C1

alpha-tubulin [Oryza sativa)

not annotated

putative protein [Arabidopsis] (AL 132980)
not annotated

hypothetical protein [Pseudomonas syringae pv.
syringag]

60S ribosomal protein L18

glycine-rich RNA-binding protein - OsGRP1
[Oryza sativa] from EST

not annotated

not annotated

no hit

diminuto (CELL ELONGATION PROTEIN
DWARF1)

not annotated

hypothetical protein K12D9.11 - Caenorhabditis
elegans

not annotated

unknown (aralkylamine N-acetyltransferase (EC
2.3.1.87) - rat)

not annotated

no hit rice EST

unkonwn protein

[Drosophila) (BcDNA.GH12504)

60S ribosomal protein L39

hypothetical protein P3 - Mycoplasma hyorhinis
metallothionein-like protein, novel inrice
contiglD1605

60S ribosomal protein L23 (L17) [Homo
sapiens]

no hit rice EST

not annotated

no hit rice EST

not annotated

no hit no EST

60S ribosomal protein L18A

0.01

0.04
-0.01

0.03
0.05
-0.02
0.09
0.02
-0.01
0.05
0.03
0.02
0.04

0.02
0.08
0.01
0.10
0.03
0.05
0.09
0.09
-0.06
0.01

-0.10

0.06

-0.03
0.01

0.00
0.04
-0.08
0.21
0.05
-0.06
0.01
0.01
-0.01
0.07

0.00
-0.12
-0.06

0.07

0.07

0.14

0.07

0.01
-0.03

0.03

-0.17

0.03 Flag

0.01
0.07
0.04
-0.07

0.02
0.00

-0.06
-0.11
-0.11

0.20

-0.14
0.05

0.05
0.03

-0.06
0.14
-0.01

0.07
0.00

-0.04
0.15
0.00
0.02

Flag

-0.03
0.11

-0.16
-0.03
-0.06
-0.19

0.10
-0.03

-0.10
-0.14
-0.15

0.12

-0.14
0.04

-0.01
0.05

-0.15
0.03
-0.05

0.05
0.03

-0.17
0.18

-0.14
-0.07
-0.11
-0.29
-0.09

0.20

-0.01

0.00
0.06

-0.02
-0.01
-0.02
-0.05
-0.06

0.02

-0.02
-0.01
0.01

-0.14

0.05
0.02

-0.03
-0.03

-0.01
-0.01

0.09
-0.09

-0.09
-0.10
-0.09
-0.19
-0.05

0.01

-0.01

-0.01
0.00

-0.02
-0.02
0.05
0.09
-0.05
0.05
-0.08
0.03
-0.06
0.02

-0.03
-0.11
-0.07

0.05
0.06
0.01
-0.09
0.07
0.07

-0.17
-0.24
-0.12
-0.05
-0.03
-0.16

-0.01
0.05

-0.10
-0.11
-0.03

0.04

-0.17
0.05

0.13
0.04

-0.12
-0.22
-0.08

0.05
0.03

0.09
0.04
-0.15

0.10
0.01

0.04

0.02
0.00

-0.02
0.03
-0.02
0.06
-0.08
0.06
-0.04
-0.12
-0.04
0.06

0.02
0.00
-0.01
0.02
0.02
0.06
0.03
-0.04
0.11
0.02

-0.01
-0.14
0.03
-0.04
-0.11
0.03

0.01
0.03

0.00
0.04
0.07
-0.11

0.07
-0.03

0.20
-0.01

0.03
-0.33
0.00

-0.06
0.10

0.06
-0.04
0.00

0.03
-0.07

-0.19 Flag

0.00
0.10

0.03
0.02

-0.03

0.02
0.05

0.01
-0.01
-0.02
-0.07
-0.07

0.07
-0.05
-0.02
-0.02
-0.02

0.02

0.05
-0.03
0.01

-0.05
-0.05
0.03
0.02

-0.02
-0.22
-0.08
-0.15
-0.06

-0.11
-0.05

-0.06
-0.03

0.03
-0.23

0.02
-0.02

0.04
0.02

0.01
-0.22
-0.02

-0.05
0.05

-0.05
-0.17
-0.01
-0.01

0.08

0.02
-0.07

0.03

0.02
0.09

0.03
0.01

-0.03
-0.05
0.03
0.00
0.03
-0.01
0.00

0.02
0.03
0.03
0.00
0.03
0.02
0.02
-0.06
0.00
0.03

0.00
-0.02
-0.01

0.02

0.00
-0.03

-0.03
0.08

-0.08
-0.05
-0.05
-0.09

-0.10
0.03

0.02
0.03

-0.01
0.05

0.04
0.00
0.08

-0.05

-0.04
0.00
0.03
0.05
0.05
0.02

-0.03

0.02
0.13

0.04
0.00
-0.11
-0.07
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175
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191
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OC104A03
OC104A05
OC104A07
OC104A09
OC104A11
0C104C01
0C104C03
0C104C05
0cC104cCo7
0C104C09
0C104C11

OC104E01
OC104E03

OC104E05
OC104E07
OC104E09

OC104E11
0C104G01
0C104G03
0C104G05
0C104G07
0C104G09

0C104G11

OC101A01
OC101A03

OC101A05
OC101A07

OC101A09

OC101A11
0OC101C01
0C101C03
0OC101C05
0C101C07
0OC101C09

0OC101C11
OC101E01
OC101E03
OC101E05

OC101E07
OC101E09

OC101E11
0C101G01
0C101G03
0C101G05
0C101G07
0C101G09
0C101G11
OEO6A01

OEO6A03
OEO6A05
OEO6AQ7

60S ribosomal protein L44

not annotated

elongation factor-1 apha; EF-1 alpha

not annotated

60S ribosomal protein L18A

short 3' end (?)

unknown, rice EST

60S ribosomal protein L13

not annotated

hypothetical protein [Arabidopsis|]F10A5.22
S-adenosyl-L-methionine synthetase, pOS-
SAMS2 [Oryza sativa)

water channel protein (WCP-I, isoform)
fructose-bisphosphate aldolase, cytosolic contig
ID536

alpha-tubulin [Oryza satival

histone H3

nascent polypeptide-associated complex alpha
chain, muscle splice form gp220 - mouse
cyclophilin 2 [Oryza sativa)

60S ribosome protein L19

putative transcription factor ATB2 Arabi
human tumor protein-like protein

not annotated

S-adenosylmethionine decarboxylase 2, identical
to SAMDC2 [Oryza setiva)

unknown, contig 1D902 [Prunus armeniaca)] (full
length)

GroES/HSP10 homolog

ubiquinol-cytochrome c reductase (EC 1.10.2.2)
11K protein - potato

no hit no EST

hypothetical protein [Arabidopsis]
YUP8BH12R.14

unknown (wound-induced protein - western
balsam poplar)

syntaxin-related protein, Arabi

40S ribosomal protein S21

unknown protein [Arabidopsis] (AC004077)
histone H4

(1-4)-beta-mannan endohydrolase precursor
putative GDSL-motif lipase/acylhydrolase
[Arabidopsis]

not annotated

60S ribosomal protein L38

60S ribosomal protein L26

hypothetical protein [Arabidopsis](AC005314)

not annotated

glycine-serine rich protein-(1), contiglD1723
S-adenosylhomocysteine hydrolase

not annotated

60S ribosomal protein L37

elongation factor-1 apha; EF-1 alpha

not annotated

unknown, no EST

not annotated

unknown (invasive-associated protein) (X85859)

superoxide dismutase Cu-Zn
no hit, rice EST
ADP, ATP carrier protein from EST
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OCO04E01
OCO04EQ03

OCO04EQ5
OCO04E07
OCO04E09
OCO04E11
0C04G01
0C04G03
0C04G05

0OC04G07
0OC04G09

0OC04G11

OCO01A01
OCO01A03

unknown (protein-glutamine gamma-
glutamyltransferase (EC 2.3.2.13) - rabbit) from
EST

unknown protein [Arabidopsis] (AC011437)
40S ribosomal protein SA

IAA-Alahydrolase; IAA-amino acid hydrolase
replication factor C 38K chain - human
unknown protein [Arabidopsis] (AC004683)
membrane protein

unknown (F53B8.1 [ Caenorhabditis elegans] )
putative protein [Arabidopsis] (AL 035440)

no hit no EST

similar to MAIZE CHLOROPLAST 30S
RIBOSOMAL PROTEIN S2

unknown (leptin receptor, variant b [Mus
musculus]) from riceEST
5-methyltetrahydropteroyltriglutamate--
homocysteine S-methyltransferase from EST
unknown (similar to ADP-ribosylation factor)

60S ribosomal protein L19

CYNCA (P40781) Cynara cardunculus

no hit no EST

40S ribosomal protein S31

putative protein [Arabidopsis] (AL049638)
unknown (C. elegans cDNA cm17al)
S-adenosylmethionine decarboxylase
hypothetical protein [Oryza sativa](AP001111)

hypothetical protein [Oryza sativa] (AP001168)

unknown protein [Arabidopsis] peroxisomal
farnesylated protein[Human]

sucrose synthase-1, identical to susl [Oryza
satival

transcriptional co-activator CRSP33 [Homo
sapieng|

putative purple acid phosphatase [Arabidopsis]
not annotated

putative glycine decarboxylase [Gallus gallus]
Putative protein kinase [Arabidopsis]
(AC004260)

not annotated

small nuclear ribonucleoprotein polypeptide G
[Homo sapiens]

S-adenosylmethionine decarboxylase
unknown (glyceraldehyde phosphate
dehydrogenase [Vibrio fischeri])

no hit rice EST

hypothetical protein [Arabidopsis|F24B9.6
similar to catalase (EC 1.11.1.6) [Campylobacter
jejuni]

not annotated

no hit no EST

glycera dehyde-3-phosphate dehydrogenase (EC
1.2.1.12) cytosolic

Mitochondrial ribosomal protein MRPL 10
(YmL20); Mrpl10p Y east

no hit rice EST

tonoplast intrinsic protein, gamma-Tip [Oryza
sativa)

class I receptor tyrosine kinase FTL4 [Homo
sapiens]

not annotated

ripening-associated protein
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OE202G11
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OEO05A03
OEQ05A05
OEOQ5A07
OEO05A09
OEO05A11
OEO05C01
OE05C03
OEOQ5C05

not annotated

unknown (T25N20.11Arabi)

no hit no EST

40S ribosomal protein S27a-4
diacylglycerol kinase

putative serine/threonine protein kinase
unknown (TPR-containing protein)
fumarase; fumarate hydratase

mitochondrial phosphate transporter
subtilisin-chymotrypsin inhibitor 2
thymidine diphospho-glucose 4-6-dehydratase
homolog

ubiquinol-cytochrome ¢ reductase

unknown (RNA-binding post-transcriptional
regulator csx1)

glutamate--ammonialigase Oryza

60S ribosomal protein L7A

unknown protein [Arabidopsis] (AC007169)
not annotated

40S ribosomal protein S9

no hit from EST

not annotated

60S ribosomal protein L36

receptor like protein

unknown (basic protein, cytosolic - fruit fly)
no hit rice EST

250bp short, unknown, rice EST

calnexin [Pisum sativum] from EST

acyl carrier protein 3 precursor, chloroplast -
barley

not annotated

elongation factor-1 apha; EF-1 alpha
putative oxysterol-binding protein [Arabidopsis

no hit rice EST

nicotianamine synthase 1 [Oryza sativa)

mal ate dehydrogenase (EC 1.1.1.-), cytosolic -
maize

putative protein [Arabidopsis] (AL035538)
similar to D-amino acid transaminase
[Staphylococcus haemolyticus)
aspartate-tRNA ligase

hypothetical protein [Arabidopsis|F27G19.90
unknown (CG7397 gene product [Drosophila
melanogaster])

hypothetical protein; similar to yeast Y OR245¢
putative ubiquitin-like protein [Arabidopsis]
no hit rice EST

phosphoglycerate kinase, chloroplast type
Similar to human CGI-33 protein [Arabidopsis]
glycine hydroxymethyltransferase (SHM-1,
contig1135)

unknown (calcium channel BlIl [Oryctolagus
cuniculus])

oryzain beta precursor [Oryza sativa)
unknown protein [Arabidopsis] (A C004005)
putative coatomer protein complex, beta?2

no hit no EST

no hit no EST

60S ribosomal protein L37

putative methyltransferase

no hit no EST

no hit no EST

not annotated
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0.00
-0.04
0.00
-0.02
-0.05
-0.10
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0.03
0.07
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0.00
-0.38
-0.09

0.03
-0.25

0.10
-0.15

0.06

0.20

0.20
-0.13
-0.11
-0.03

-0.04
0.06

0.13
0.05

0.11
-0.06
0.02
0.15
0.11
-0.09
-0.08
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0.04
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0.11
-0.16

-0.02
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0.16
0.04
-0.01
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-0.28
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-0.17
0.00

0.00
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0.16
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0.05
-0.04
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0.14
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0.02
0.22
0.01

-0.05
-0.10

-0.02
-0.03

-0.02

0.02

0.07
-0.11
-0.01
-0.02
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0.14
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-0.09
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0.00
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-0.16
-0.46
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0.35
-0.01

0.06
0.05

0.08
0.03
-0.01
0.01
-0.02

-0.14
0.01

-0.24 Flag

-0.16
-0.02
-0.17
-0.09
0.01
0.00
0.09
0.15

0.06
0.08
0.12
-0.17

-0.09

-0.01
-0.46

0.14
-0.36

0.13

0.18

0.20
-0.18
-0.22

-0.10
-0.43

0.08
-0.33

-0.05

0.11

0.08
-0.21
-0.08

-0.46 Flag

-0.27
-0.06
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0.12
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-0.35
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350

OEOQ5CO07

OEO05C09
OEO5C11
OEO5SEO01
OEO5E03
OEQ5E05
OEO5E07
OEQ5E09
OEO5E11
OE05G01
OE05G03
OE05G05
OEO05G07
OE05G09
OE05G11
OEO04A01
OEQ04A03

OEO04A05

OEQ4A07
OEO04A09
OE04A11
OE04C01

OEO04C03

OE04C05

OE04CO07
OE04C09
OEO04C11

OEO4E01
OEQ4E03
OEQ4E05
OEO4E07
OEQ4E09
OEO4E11

OE04G01
OE04G03
OE04G05
OE04G07

OE04G09
OE04G11
OCO02A01

OC02A03
OCO02A05
OC02A07
OC02A09
OCO02A11
0C02C01

0OC02C03
0OC02C05
0co2co7
0OC02C09

0C02C11

OCO02E01
OCO02EQ3

similar to octamer-dependent transcription 0.01 -0.08 0.01 007 0.04 0.03
factor, dOct2 - Drosophila

transport inhibitor response 3 0.02 -0.03 -002 007 0.06 0.00
unknown 001 0.05 -0.04 0.09 -0.02 0.02
no hit no EST 0.00 -0.09 -0.04 0.00 0.01 -0.04
no hit no EST -0.05 -0.15 -0.08 0.03 0.10 0.04
unknown (SMF PROTEIN) 0.02 -003 0.02 014 -0.02 0.05
putative disease resistance response protein 0.04 -0.03 0.08 011 0.03 0.06
similar to cytochrome c oxidase subunit Vb 0.07 0.01 0.05 -0.01 -0.08 0.00
40S ribosomal protein S5 008 020 005 011 -0.05 0.01
no hit no EST 005 0.02 -0.01 -0.02 -0.04 0.00
60S ribosomal protein L30 0.15 024 -001 0.10 -0.03 -0.04
putative protein [Arabidopsis] (AL 133298) 0.04 -0.04 0.02 004 -0.05 -0.05
unknown protein [Arabidopsis] (AC006929) 0.05 -0.10 -0.07 0.03 -0.05 -0.06
alpha-galactosidase 0.11 -0.06 -0.09 -0.07 0.04 -0.05
prohibitin 004 013 -0.09 0.08 004 0.04
not annotated 010 0.01 -0.02 -0.14 -0.12 -0.12
unknown (F47D2.3 gene product [C. elegans]) 0.02 -0.01 -002 006 0.05 0.00
unknown (P23 protein, putative [ Treponema 0.06 0.07 001 004 0.00 -0.03
pallidum])

unknown (cytochrome P450) 003 0.03 005 0.09 -0.04 0.04
60S ribosomal protein L32 018 024 001 010 -0.04 -0.13
intracellular protease (pfpl) Flag Flag Flag Flag Flag Flag

unknown (b-chemokine receptor CCR4 [Homo  -0.02 -0.11 -0.03 -0.08 -0.03 -0.03
sapiens])

unknown (phosphoenol pyruvate carboxylase 0.00 0.00 0.02 007 0.03 0.02
(EC 4.1.1.31) - Flaveriapringlei)

fructose-bisphosphate aldolase (EC 4.1.2.13) 0.05 0.03 0.02 -0.02 -0.11 -0.07
isoenzyme C-1 cytosolic - rice

40S ribosomal protein S18 0.09 019 -0.03 0.08 -0.09 -0.08
trandation initiation factor 5A from EST 0.04 -0.06 -0.06 -0.10 -0.07 -0.13
unknown (homeobox protein [Musmusculus]) Flag Flag Flag Flag Flag Flag

serine/threonine protein kinase -0.16 -0.28 -0.07 -0.07 -0.01 0.12
not annotated -0.04 -008 0.06 0.05 0.01 0.04
no hit rice EST -0.09 0.02 -0.11 -0.02 0.15 0.05
GF14 14-3-3 protein 003 011 012 016 0.00 0.01
hypothetical protein, Yeast (AL110469) 0.05 0.05 -0.04 0.04 -0.03 0.01
unknown (sterol delta-7 reductase [Arabidopsis]) Flag Flag Flag Flag Flag Flag

unknown (polyprotein) -0.03 -0.08 -0.02 -0.04 0.03 0.01
no hit rice EST -0.04 -0.10 001 0.04 0.02 0.00
no hit no EST 0.00 -002 0.01 -004 0.01 -0.04
putative ubiquinol-cytochrome C reductase -0.05 -0.07 0.04 006 0.07 0.02
complex

no hit no EST -0.02 -002 -0.02 015 0.04 0.02
subtilisin/chymotrypsin inhibitor Flag Flag Flag Flag Flag Flag

Homolog of the Contains similarity to protein -0.01 0.05 000 024 013 0.00
phosphatase 2C, Arabi

40S ribosomal protein S26 -0.05 0.03 -005 004 0.03 0.05
cyclophilin 2 [Oryza satival -0.08 -0.07 -0.05 010 0.08 0.12
no hit from EST -0.06 -004 0.00 0.07 0.07 0.08
erythrocyte protein 4.4 0.06 011 -010 0.00 -0.13 -0.14
not annotated 0.03 Flag 0.03 0.06 -0.04 -0.06
hydroxymyristol acyl carrier protein dehydrase 0.17 018 0.01 -0.05 -0.06 -0.11
H+-transporting ATP synthase from EST 0.05 0.02 -0.04 -0.07 -0.08 -0.07
60S ribosomal protein L5 from EST 0.16 0.3 -0.08 0.03 -0.15 -0.18
not annotated -0.06 -0.08 0.06 -0.02 0.18 0.5
wcr%]sewnthasez,idmticd to sus2 [Oryza 0.13 0.02 -0.37 -0.51 -0.30 -0.34
sativ

Cobalamin-Independent Methionine Synthase 0.13 0.06 -0.02 -0.04 0.06 -0.07
not annotated 0.08 -0.01 -0.01 -0.02 -0.01 0.02
unknown (hydroxyproline-rich glycoprotein DZ- 0.00 -0.04 000 0.12 0.05 0.08

HRGP)

0.03 -0.12 Flag
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0.00
-0.08
-0.01
0.08
0.06
-0.01
0.02
-0.04

-0.03
-0.10
-0.21
0.05
0.13
0.09
0.06
0.02
-0.01
000 0.04 0.13
0.00 -0.07 0.02
-0.05 Flag Flag
-0.21 -0.29 -0.46
-0.05 -0.09 -0.13
0.00 -0.11 -0.20
-0.01 0.04 -0.07

0.03 0.0 -0.08

-0.26
-0.03
-0.14
-0.06
0.12
0.01
0.06
0.11
-0.03

-0.08 0.18 0.05

0.00 0.2 0.15
Flag Flag Flag

0.03 -0.14 -0.10

0.06 0.04 0.08
-0.01 011 0.00

0.00 -0.03 -0.13
-0.11 -0.30 -0.29
Flag Flag Flag

-0.04 -0.10 -0.25
0.00 0.00 -0.09
-0.12 0.07 0.01
0.06 0.24 0.16
0.04 0.08 0.01
Flag Fag Flag

-0.01
0.02
0.02

-0.02

-0.14 -0.11
-0.13 -0.05
-0.15 -0.14
0.08 0.00

-0.12 -0.13Flag

Flag Flag Flag
-0.02 0.09 -0.10

0.00
0.11
0.06
-0.05
0.00
0.03

-0.04
-0.05

0.03
-0.33

0.01
0.10
0.10
0.06
0.08
0.05

-0.06
-0.05

0.17
-0.41

-0.04
0.06
0.05
0.12
0.03
0.08

0.02
0.08
0.03
-0.28

-0.12

-0.03
0.00

0.02

-0.09
0.10

-0.07

-0.18
-0.09
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380
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382

383
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385
386
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388

389
390
391
392

393
394
395

OCO02EQ5

OCO02E0Q7
OCO02E09
OCO02E11
0C02G01
0C02G03
0OC02G05
0C02G07
0OC02G09
0C02G11
OCO05A01

OCO05A03
OCO05A05

OCO05A07
OCO05A09

OCO05A11

0OC05C01
0OC05C03
0OC05C05
0OC05C07

0OC05C09

0OC05C11
OCO05E01

OCO5EQ03

OCO5E05

OCO5E07

OCO5E09
OCO5E11

0OC05G01

0OC05G03
0OC05G05

0OC05G07

0OC05G09

0OC05G11
OE201A01
OE201A03

OE201A05
OE201A07

OE201A09
OE201A11
OE201C01
OE201C03

OE201C05
OE201C07
OE201C09

thymidine diphospho-glucose 4-6-dehydratase
proteasome IOTA subunit

unknown protein [Arabidopsis] (AC005287)
nucleotide-binding protein long form

not annotated

ATP carrier protein - rice

water channel protein (WCP-V)

40S ribosomal protein S27

adenine phosphoribosyltransferase form 3

not annotated

unknown (dissimilatory sulfite reductase subunit
alpha)

hypothetical protein [Oryza sativa](AP001111)
hypothetical protein [Arabidopsis](AC007017)

40S ribosomal protein S10

H+-transporting ATP synthase (EC 3.6.1.34)
gamma chain, mitochondrial

unknown (immunoglobulin heavy chain variable
region [Homo sapiens])

not annotated

inosine monophosphate dehydrogenase
peroxidase

hypothetical protein [Arabidopsis|F8F16.160

hypothetical protein [Arabidopsis| T30A10.90

aceE [Acetobacter xylinus]

unknown (ferripyochelin binding protein
PABO0393 - Pyrococcus abyssi)

mitochondrial ribosomal protein S14 [Oryza
sativa), succinate dehydrogenase iron-protein
subunit (SDHB) [Oryza sativa]

no hit rice EST

unknown (glutamyl-tRNA reductase (EC1.2.1.-)

auxin response factor 7 [Arabidopsis]

60S ribosomal protein L 14, hydroxyprolinerich
glycoprotein PSHRGPL [Pisum sativum)]
Ca2+-dependent mitochondrial carrier
superfamily

unknown (organic cationic transporter-like 3)

unknown (tryptophan synthase (EC 4.2.1.20)
alpha chain - Haemophilus, ubiquinol--
cytochrome-c reductase (EC 1.10.2.2)
cytochrome b)

trandationally controlled tumor protein [Hevea
brasiliensis]

unknown (CG15619 gene product [Drosophila
melanogaster])

60S acidic ribosomal protein PO

no hit rice EST

phosphoglycerate kinase (EC 2.7.2.3), cytosolic
type from EST

Ser/Thr kinase [Lycopersicon esculentum]
putative trand ation initiation factor el F-2B alpha
subunit [Arabidopsis)]

40S ribosomal protein S4

no hit rice EST

DnaJ protein [Hevea brasiliensis] from EST
calcium dependent protein kinase, identical to
rice CDPK7

unknown (olfactory receptor [Sus scrofa])
putative protein [Arabidopsis| (AL163527)

not annotated
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0.03
0.00
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0.08
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-0.05

-0.06

-0.30
-0.12

-0.11

0.04 0.08 -0.15
Flag Flag Flag

0.00 -0.02 Flag
0.00 0.08 0.11

Flag Flag Flag
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OE201C11

OE201E01
OE201E03
OE201E05
OE201E07
OE201E09

OE201E11
OE201G01

OE201G03
OE201G05
OE201G07

OE201G09
OE201G11

OCO03A01
OCO03A03

OCO03A05
OCO03A07

OCO03A09

OCO03A11
0OC03C01

0OC03C03
0OC03C05
0OCo03co7

0OC03C09

0OC03C11

OCO03EO1

OCO03E03

OCO3EOQ5
OCO3EQ7
OCO3E09

OCO03E11
0C03G01
0OC03G03
0OC03G05

0OC03G07

0OC03G09
0C03G11

OC103A02
OC103A04
OC103A06
OC103A08
OC103A10
OC103A12
0OC103C02
0C103C04
0OC103C06
0OC103C08

chloroplastic outer envelope membrane protein
(OEPT75)

hypothetical protein [Arabidopsis|F13C5.60
similar to protein phosphatase 2C (ABI1)
unknown protein [Arabidopsis] (AC005397)

no hit no EST

unknown (polyketide synthase [ Streptomyces
hygroscopicus])

hypothetical protein [Arabidopsis|F617.60
unknown (putative histidine kinase
[Arabidopsis]) from EST
fructose-bisphosphate aldolase, cytosolic

not annotated

dnaK-type molecular chaperone hsc-1 - tomato

unknown (invG protein)
unknown (calcium-binding protein - sea urchin)

S-adenosylmethionine decarboxylase
hypothetical protein [Oryza sativa](AP001111)

hypothetical protein [Oryza sativa] (AP001168)

unknown protein [Arabidopsis] peroxisomal
farnesylated protein[Human)]

dTDP-glucose 4,6-dehydratase [ Sulfolobus
solfataricus]

60S ribosomal protein L13A

unknown (partial homology with (AF195950),
adrenal gland protein AD-004)

no hit no EST

not annotated

ACO007764 Arabidopsis (putative disease
resistance responsive protein)

unknown (streptomycin adenylase [L actococcus
lactig])

hypothetical protein

[Arabidopsis| T28D5.40(transcription factor Tat-
CT1 [Homo sapiens])

putative peptide methionine sulfoxide reductase
[Arabidopsis]

uncoupling protein (clone StUCP?7),
mitochonrial - potato

hypothetical protein [Arabidopsis|F3L17.60
not annotated

putative protein (ADP-ribosylation factor 1)
Oryzafrom EST

phospholipase D [Arabidopsis]

hypothetical protein APE2004

water channel protein (WCP-I1)

F1-ATP synthase, beta subunit [ Sorghum
bicolor]

glycine-serine rich protein-(2), contig ID1539-
1112-446

60S ribosomal protein L26

valosin-containing protein [Glycine max],
transitional endoplasmic reticulum ATPase
no hit no EST

monodehydroascorbate reductase, cytosolic
putative protein [Arabidopsis| (AL049711)

not annotated

40S ribosomal protein S14

40S ribosomal protein S19

60S ribosomal protein L34

alphartubulin [Oryza sativa)

transcription factor BTF3 homolog [MOUSE}
60S ribosomal protein L17 or L23
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OC103E12
0OC103G02
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0C103G10
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OD102E04
OD102E06

unknown protein [Arabidopsis] (AC006234)
60S ribosomal protein L34

adenosine kinase [Zea mays]
glycine-serinerich protein-(2), contig | D430-
1112-1539

hypothetical protein [Arabidopsis|]F8K4.8
heat shock protein 82 (HSP82)

trandation initiation factor el F3 p66 subunit
Human]

ubiquitin / ribosomal protein S27a.1 - barley
peroxidase ATP19a[Trifolium repens]
elongation factor 1B gamma[Oryza sativa]
poly(A)-binding protein

peptide transport protein - barley

no hit no EST

calnexin [Zeamays]

hypothetical protein, AL132955 [Arabidopsis]
60S ribosomal protein L9

auxin-repressed protein [Fragaria x ananassd],
dormancy-associated protein [Arabidopsis] from
EST

peroxidase ATPOa[Arabidopsis]
alpha-hydroxynitrile lyase

reversibly glycosylated polypeptide-2
[Arabidopsis|

60S ribosomal protein L15

40S ribosomal protein S29
RNA/ssDNA-binding protein TAFII68 - human

not annotated

not annotated

histone H4

eukaryotic trandation initiation factor 5 [Zea
mays]

gda-1 [Pisum sativum]

calmodulin-binding heat-shock protein, CaMBP
60S ribosomal protein L18

60S ribosomal protein L10

phosphoenol pyruvate carboxylase (EC 4.1.1.31)
CP21 - sorghum from EST

histone H4

12-oxo-phytodienoate reductase [Arabidopsis]

alpha-galactosidase

Hypothetical protein

[Caenorhabditis] Y 38C1BA.1

trehal ose-6P phosphatase - fission yeast
histone H2A

not annotated

not annotated

60S acidic ribosomal protein Pla

hypothetical protein [Arabidopsis](AC021640)

not annotated

40S ribosomal protein S28
putative nitrilase-associated protein
[Arabidopsis]

not annotated

protein cdc2 kinase [Zea mays]

not annotated

kinesin-related protein katC - Arabidopsis
not annotated

no hit rice EST

40S ribosomal protein S11

no hit rice EST

0.02
0.05
0.16
0.36

-0.04
-0.05
-0.02

-0.01
0.07
0.10
0.05
0.01

-0.03
0.06

-0.07

0.13
-0.06

-0.11
-0.04
011

0.09
0.07
0.02

0.06
0.13
0.17
0.03

0.07
0.08

0.08
0.07
-0.12

0.05
0.02

0.13
0.09

0.01
0.07
0.00
-0.11
-0.02
0.04

-0.10
0.02
-0.02

-0.10
0.01
0.03

-0.05

-0.02

-0.04

-0.05
0.02

0.04
0.08
0.11
0.17

0.01
0.06
-0.03

0.01
-0.14
0.14
0.09
-0.15
-0.17
-0.02

0.20
-0.15

-0.27
-0.12
0.06

0.10
0.03
-0.09

-0.24
-0.47

0.14
-0.06

0.12
0.12

0.20
0.19
-0.17

0.04
0.00

-0.02
0.05

0.10
0.00
-0.02
-0.24
-0.02
0.03

-0.12
0.01
0.04

-0.11
0.01
0.03

-0.13

-0.06

-0.01
0.04
0.00

0.05
-0.03
0.08
0.11

0.02
-0.15
-0.03

-0.06

0.00
-0.06
-0.06
-0.05
-0.05

0.01
0.01
-0.04
-0.10

0.02
0.01
0.03

-0.04
-0.25
0.11
0.05
-0.01
-0.10

-0.05 Flag
-0.06 Flag

0.03
-0.01

-0.12
0.00
0.06

0.05
-0.01
0.03

-0.10
-0.04
-0.02

0.00

0.30
0.08

0.05
0.04
-0.21

-0.01
0.07

-0.08
0.02

0.12
-0.03
-0.02
-0.07

-0.01

0.12
0.00

-0.20
-0.02
-0.02

0.09
-0.01
-0.05

-0.20
-0.35
-0.07
-0.02

0.29
0.05

0.07
0.13
-0.17

-0.08
0.03

-0.07
0.05

0.12
-0.12
-0.01
-0.12

0.04

0.06

-0.07
0.06
0.09

-0.01
0.03
-0.02
-0.08
-0.03
-0.02
0.00
0.02

-0.01
-0.02
-0.01
-0.26

0.01

0.00
-0.05
-0.14
-0.21

-0.02

-0.03 Flag
-0.09 Flag

-0.07 Flag

-0.47
0.00
-0.02
0.06
0.00
-0.12
0.01
0.05
0.13

-0.08
-0.01
-0.06

0.03
-0.08
-0.11

-0.12
0.04
0.03

-0.01

0.16
0.05

0.02
0.05
0.06

0.01
-0.03

-0.01
0.00

0.13
-0.02
0.00
-0.01
0.03
-0.02

0.03
0.06
0.05

0.02
0.00
-0.04
-0.04
-0.02
-0.01
0.03
0.02

-0.13
0.02
-0.10

-0.07
-0.11
-0.11

-0.25

0.03
-0.22
-0.05

0.25
-0.06

-0.11
0.03
0.09

-0.10

-0.08
-0.03

-0.27

0.00
-0.01
-0.02
-0.14

0.03
0.06
0.01

0.01
0.04
-0.01
-0.02
0.01
-0.02
-0.10

0.03
0.08
0.08
-0.13

0.09
0.13
0.09

-0.07
-0.01
0.09
0.10
0.05
-0.27
0.11

0.05

Flag Fag Flag
0.03 0.2 0.07

0.04

-0.04
0.00
-0.01

0.02
-0.01
-0.01

-0.01
0.03
0.02

-0.04

0.13
0.05

0.03
0.05
-0.12

0.02
0.05

-0.15
0.01

0.13
-0.01
-0.02
-0.07

008

0.00
0.05
0.05

-0.01
0.00
0.00

-0.05

-0.02

-0.02

001

0.08

-0.40
-0.11
0.09

0.15
0.13
-0.22

0.12
0.00
0.05
0.15

0.39
0.10

0.10
0.20
-0.24

-0.05
0.05

-0.14
0.12

0.20
-0.12
-0.02
-0.35

0.15

0.17

-0.19
0.10
0.11

0.19
0.12
0.00

-0.10
-0.15

0.00
-0.19

-0.10

-0.42
-0.14
0.00

0.05
0.00
-0.23

-0.07
-0.21
-0.06
-0.02

0.26
-0.04

0.02
0.08
-0.29

-0.14
-0.05

-0.30
0.00

-0.04
-0.15
-0.07
-0.33
-0.02

0.00

-0.30
0.06
-0.02

0.05
-0.05
-0.09
-0.30
-0.14
-0.14
-0.01
-0.17



496

497
498
499

500
501
502
503
504
505
506
507
508
509
510
511
512

513

514

515
516
517
518
519
520

521
522
523

524

525
526

527

528
529
530
531
532

OD102E08

OD102E10
OD102E12
0D102G02

0D102G04
0OD102G06
0D102G08
0OD102G10
0D102G12
OD103A02
OD103A04
OD103A06
OD103A08
OD103A10
OD103A12
0OD103C02
0OD103C04

0OD103C06

0OD103C08

0OD103C10
0D103C12
OD103E02
OD103E04
OD103E06
OD103E08

OD103E10
OD103E12
0OD103G02

0D103G04

0OD103G06
0OD103G08

0OD103G10

0OD103G12
OCPO6A02
OCPO6A04
OCPO6A06
OCPOGA08

OCPO6A10
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OCPO6C06
OCP06C08
OCP06C10

OCP06C12
OCPOGEO2
OCPOGEO4
OCPO6E06
OCPOGEO8
OCPOGE10
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hypothetical protein [Arabidopsis](AL357612)

fructose-bisphosphate aldolase, plastid type
no hit rice EST

histidyl-tRNA synthetase [Arabidopsis] from
EST

not annotated

60s ribosomal protein L36

60S ribosomal protein L5

permease 1 [Zea mays)

unknown (preprotein translocase secA)

not annotated

not annotated

unknown protein [Arabidopsis] (AC007017)
not annotated

not annotated

not annotated

UDPglucose 4-epimerase (EC 5.1.3.2)
beta-amylase enzyme Homologue [Oryza sativa)

unknown (putative integral membrane protein
[Arabidopsis])

Similar to Arabidopsis thaliana APK 1 gene for
protein tyrosine-serine-threonine

not annotated

not annotated

not annotated

ATP citrate lyase [Homo sapiens] from EST
not annotated

not annotated

acetoacetyl CoA thiolase (acetyl coenzyme A
acetyltransferase)

not annotated

RNA polymerase |1 23kD subunit [Homo
sapiens]

unknown (protein kinase ATN1-like protein,
drebrin A [Mus musculus])

no hit rice EST

delta-12 ol eate desaturase, omega-6 fatty acid
desaturase (EC 1.14.99.-)

60S ribosomal protein L10-e or putative tumor
supressor

not annotated

not annotated

not annotated

not annotated

similar to phosphoenol pyruvate carboxylase
kinase [Lycopersicon]

not annotated

pectinesterase (EC 3.1.1.11) precursor (clone
PE1) - tomato

unknown (zinc inducible protein homolog - rice)

fructose-bisphosphate aldolase, cytosolic contig
ID158

not annotated

not annotated

Cobalamin-Independent Methionine Synthase
unknown (HrES-AP [Hal ocynthia roretzi]

not annotated

Tic22 [Pisum sativum)]

not annotated

not annotated

40S ribosomal protein S26 or S31

unknown (CG3599 gene product [ Drosophila)
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OE105E02
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OE105E08
OE105E10
OE105E12
OE105G02
OE105G04
OE105G06
OE105G08

OE105G10
OE105G12
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OC104A04
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OC104A08

OC104A10
OC104A12
0C104C02

0C104C04

0C104C06
0C104C08
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0C104C12

OC104E02
OC104E04
OC104E06
OC104E08

OC104E10
OC104E12
0C104G02
0C104G0o4

0C104G06
0C104G08

histone H2A 0.06 -0.03 0.01
ubiquitin activating enyme [Triticum aestivum]  -0.02 -0.06 -0.02
serine/threonine protein kinase [Arabidopsis] 0.05 0.02 -0.06
histone H2A 0.08 -0.03 -0.05
not annotated 0.05 -0.24 -0.10
Nrampl protein - rice 0.02 011 0.09
not annotated -0.10 -0.17 -0.14
triosephosphate isomerase (TRP-1) -0.14 -0.03 -0.09
40S ribosomal protein SA (P40) from EST 0.10 0.3 -0.02
similar to UDP galactose epimerase 0.08 0.00 0.16
no hit no EST -0.04 -0.08 0.00
not annotated -0.01 -0.08 -0.04
60S ribosomal protein L27a 0.10 0.05 0.03
similar to zinc finger transcription factor Kaiso 0.07 0.02 0.02
not annotated -0.01 0.08 -0.10
not annotated -0.03 -0.27 0.05
unknown (Similar to Antirrhinum majus 0.02 -0.08 0.02
transposon Tam3 gene)

unknown (kinesin-like molecule [Leishmania -0.10 -0.34 -0.19
major])

no hit no EST -0.06 -0.21 -0.13
similar to small zinc finger-like protein [Oryza ~ -0.05 -0.07 -0.04
satival

40S ribosomal protein S3a -0.01 Hag -0.07
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not annotated 0.08 -0.02 0.00
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40S ribosomal protein S19 from EST 0.06 0.06 -0.04
very short 3'prime ends 0.07 0.04 -0.02
hypothetical protein [Picea marina] from EST 0.03 -0.08 0.01
hypothetical protein [Arabidopsis|F27L4.1 0.02 -0.08 -0.05
not annotated Flag Flag Flag
water channel protein (WCP-I) -0.25 -0.44 -0.11
putative protein [Arabidopsis| (AL133421) -0.02 0.01 -0.05
60S ribosomal protein L27a 0.09 0.06 0.00
unknown (multi PDZ domain protein 1 Ratt), no  0.03 -0.05 0.01
EST

phenylaanine ammonia-lyase 0.17 -0.07 0.06
40S ribosomal protein S26 0.05 0.02 -0.01
reversibly glycosylated polypeptide (RGP1) cell  0.14 0.05 0.12
wall synthesis

ribosomal protein S6 kinase (EC 2.7.-.-) 11 - rat 0.05 -0.15 -0.01
60S ribosomal protein L7A 0.13 013 0.05
hypothetical protein [Arabidopsis] (AL161546)  0.05 -0.03 0.06
(297343)

60S ribosomal protein L13 -0.07 0.06 -0.06
cyclophilin 2 [Oryza satival{ peptidylprolyl 0.02 -0.01 0.09
isomerase (EC 5.2.1.8) Cyp2}

not annotated -0.02 -0.05 -0.08
apha-tubulin [Oryza sativa] 0.06 0.02 -0.08
not annotated -0.04 -0.01 -0.10
Prober\]ble DNA-binding protein GBP16 - ricefull  0.01 -0.01 -0.03
engt

not annotated 0.05 0.3 0.00
not annotated 0.00 0.03 011
re\(erz;s]ibly glycosylated polypeptide [Oryza 0.07 0.06 -0.02
sativ

homologous to NADH:ubiquinone 0.05 0.05 0.02
oxidoreductase PGIV subunit [Homo sapiens],

(AC011623) unknown protein [Arabidopsis]

periplasmic divalent cation tolerance protein 0.14 012 0.03
nucleoside diphosphate kinase (NDPK-1) 0.17 026 0.12
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not annotated

60S ribosomal protein L13
ubiquinol-cytochrome ¢ reductase (EC 1.10.2.2)
11K protein - potato

unknown, rice EST

60S acidic ribosomal protein Pla

60S RIBOSOMAL PROTEIN L10-1
(PUTATIVE TUMOR SUPRESSOR SC34)
not annotated

not annotated

glutathione S-transferase |1 [Oryza sativa) full
length

60S ribosomal protein L17

60S ribosomal protein L27a

proteinase inhibitor [Zea mays]

40S ribosomal protein S18A

60S acidic ribosomal protein Pla

40S ribosomal protein SA (P40)

nascent polypeptide-associated complex alpha
chain, muscle splice form gp220 - mouse
unknown (ATP synthase 6KD, mitchondrial)
careticulin calcium-binding protein

dnaJ protein homolog DnaJ-1 - cucumber

not annotated

unknown (H+-transporting ATP synthase (EC
3.6.1.34) chain d precursor - rat)

no hit rice EST

40S ribosomal protein S8

not annotated

similar to high mobility group protein HMGc2 -
maize

not annotated

FUSCA protein (Fus6) AF160800 - rice
receptor like protein kinase

soluble inorganic pyrophosphatase

alanine transaminase

40S ribosomal protein S10

not annotated

no hit no EST

no hit no EST

transcription factor HBP-1a

putative ABC-transporter TycD [Brevibacillus
brevis]

unknown (glutamate permease [synthetic
construct])

gigantea protein

histone H2B155

Hypothetical protein [Schizosaccharomyces
pombe]

40S ribosomal protein S30

no hit no EST

reversibly glycosylated polypeptide

PI1 protein [Ricinus communis]

hypothetical protein [Arabidopsis](297335)
vacuolar H+-ATPase ¢ subunit

putative protein [Arabidopsis] (AL 035524)
unknown protein [Arabidopsis] (AC009895)
similar to synaptopodin [Homo sapiens]
similar to methyltransferases
phosphoglycerate mutase (EC 5.4.2.1)[ 2,3-
bi sphosphoglycerate-independent
phosphoglycerate mutase]

hypothetical protein [Arabidopsis|F19H22.50

60S ribosomal protein L6 (YL 16 like)
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OE202A02

OE202A04

OE202A06

hypothetical (26S proteasome regulatory 0.08
complex subunit p42A [Arabidopsis)

60S ribosomal protein L36a.e, L41?, L447? 0.17
60S ribosomal protein L6 mitochondrial, 0.06
liverwort

trandationally controlled tumor protein (TCTP)  0.02
homolog - rice

no hit no EST -0.10
sucrose synthase-1, identical to susl [Oryza -0.04
satival

not annotated 0.05
Unknown protein, contains regulator of -0.05

chromosome condensation motifs [Arabidopsig]
ATP/ADP translocator [Oryza sativa] from EST ~ 0.12

hypothetical protein [Arabidopsis| T6K21.50 0.09
unknown (membrane protein [Arabidopsis]) 0.22
40S ribosomal protein S11 0.05
similar to ezrin, villin 2 0.05
13.8 kd ORF [Plasmid ColE1] 0.05
60S ribosomal protein L7A 0.09

formate dehydrogenase (EC 1.2.1.2) precursor, 0.02
mitochondrial, from EST

ubiquitin [Arabidopsis] -0.06
galactinol-raffinose galactosyltransferase [Vigna -0.06
angularis], or seed imbibition protein [Hordeum
vulgare]

unknown (similar to Kunitz/Bovine pancreatic -0.07
trypsin inhibitor)

not annotated 0.03
no hit rice EST 0.08
not annotated 0.04
not annotated 0.50

L P6(chitinase homolog lacking chitin binding 0.09
sSite, chitinase)

40S ribosomal protein S26 0.11
not annotated 0.15
unknown (GMFP4) 0.01
elongation factor 1-beta - Rice 0.01
no hit from EST 0.02
triosephosphate isomerase (TRP-1) -0.07
mitochondrial phosphate transporter -0.01
unknown (ADP-ribosylation factor 1 Oryza) 0.09
subtilisin-chymotrypsin inhibitor 5 0.04
60S ribosomal protein L8 0.07
eukaryotic release factor 1 homolog 0.04
40S ribosomal protein S6 0.13
unknown (cytosolic glutamine synthetase) 0.03

metallothionein-like protein, MTe [Oryza sativa] -0.05

transport inhibitor response 1 from EST 0.02
soluble inorganic pyrophosphatase -0.10
multicatalytic endopeptidase complex, 0.01
proteasome precursor, beta subunit

not annotated 0.03
40S ribosomal protein S31 0.03
actin (X16280-rice) 0.13
putative protein [Arabidopsis] (AL 049480) 0.03

similar to hypothetical protein (Z74030) [Oryza  0.03
satival

unknown (PROLACTIN RECEPTOR 0.02
PRECURSOR (PRL-R) (CPRLP))

unknown ( CG12047 gene product [Drosophila  -0.04
melanogaster])
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OEO05G04
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OE05G08
OE05G10
OE05G12

OEO04A02

OE04A04
OEQ04A06

OEO04A08
OE04A10

similar to dopamine D1B receptor [Anguilla
anguillal

no hit rice EST

putative disease resistance response protein
hexose transporter

unknown (sedlin [Human])

no hit no EST

cytochrome b5-(rice X75670.1)

cytochrome P450 51 (CYPL1) (P450-L1A1)
(obtusifoliol 14-alpha demethylase CY P51 -
sorghum)

sirr_ilar to amino peptidase, 33/62 (53%) to E
coli

not annotated

ascorbate peroxidase, cytosolic (D45423 short)

unknown (A kinase (PRKA) anchor protein 2
[Human])

ferredoxin [2Fe-2S] 3 - maize

Similar to yeast general negative regulator of
transcription subunit 1 [Arabidopsis|

enolase (2-phospho-D-glycerate hydroylase)
ADP-ribosylation factor 1 [Oryza sativa)

no hit no EST

no hit rice EST

histone H2B

u]n)known (DNA polymerase [bovine adenovirus
3

not annotated

RNA-binding protein homolog [Brassica napus]
(AF094825)

26S proteasome subunit 10

unknown protein [Arabidopsis] (AL035709)
protein transl ocation complex sec61 gamma
chain from EST

no hit from riceEST

unknown protein [Arabidopsis] (AC010796)
GTP-binding protein alpha subunit

no hit no EST

sucrose synthase-1, identical to susl [Oryza
satival

unknown (chloroplast channel forming outer
membrane protein) from EST

no hit no EST

no hit no EST

putative glycosylation enzyme, Arabidopsis
no hit no EST

no hit no EST

Argonaute protein

40S ribosomal protein S5

elongation factor-1 apha; EF-1 apha

40S ribosomal protein S21

similar to mucin [Homo sapiens]

B' regulatory subunit of PP2A, Arabi

no hit no EST

elongation factor-1 apha; EF-1 alpha
unknown (23kDa polypeptide of photosystem I1)

unknown (CG3599 gene product [Drosophila
melanogaster])

TMK (gibberellin-induced receptor-like kinase)
unknown (NADH dehydrogenase subunit 5
[Ohomopterus yamato])

unknown protein [Arabidopsis|(AC004747)
unknown (MM SET type || [Homo sapiens])
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OEQ4E08
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OE04G02
OE04G04
OE04G06

OE04G08
OE04G10
OE04G12
OC02A02
OC02A04
OC02A06
OCO02A08

OC02A10
OCO02A12
0C02C02
0C02C04
0OC02C06
0C02C08
0C02C10
0C02C12
OC02E02
OCO02E04

OCO02E06
OCO02E08
OCO02E10
OCO02E12
0C02G02
0C02G04
0C02G06
0C02G08
0C02G10
0C02G12

OCO05A02
OCO05A04

OCO05A06

OCO05A08
OCO05A10

OCO05A12
0OC05C02

0OC05C04

unknown (M1 protein [Drosophila
melanogaster])

similar to hypothetical protein T22A3.8 -
Caenorhabditis elegans (fragment)

Nrampl protein(novel macrophage-specific
membrane protein)

60S ribosomal protein L29

unknown (LEF-3=AcMNPV orf67 [Bombyx
mori nuclear polyhedrosis)

serine/threonine protein kinase

hypothetical protein [Cicer
arietinum](AJ131049)

60S ribosomal protein L32

Translocon associated protein, a pha subunit
enolase (2-phospho-D-glycerate hydroylase)

dihydroxypolyprenylbenzoate methyltransferase

unknown (Ammonia transport protein)
unknown (3-hydroxy-3-methylglutaryl CoA
reductase 2)

histone H6

unknown (terminal earl [Zeamays])
unknown protein [Streptococcus
pneumoniae] (AB000673)
ubiquinol-cytochrome ¢ reductase

not annotated

not annotated

phospholipase A2 activating protein
unknown protein [oryza] (A P000399)

not annotated

putative senescence-associated rhodanese
protein [Arabidopsis]

60S ribosomal protein L28

not annotated

protein kinase G11A Oryza

histone H2A

no hit no EST

protein kinase 6 like protein

no hit from EST

40S ribosomal protein S20

putative integral membrane protein
similar to drought-induced protein Di19
[Arabidopsis]

homolog of cytochrom B

no hit from EST
inositol-1,4,5-trisphosphate 5-Phosphatase
hypothetical protein G2484-1

putative cytochrome P-450 [Arabidopsis]
mitochondrial processing peptidase alpha-|1
putative protein [Arabidopsis| (AL021636)
expressed in human embryonic lung
phosphatase 2A regulatory A subunit
putative initiator tRNA phosphoribosyl-
transferase

phosphoglycerate mutase (EC 5.4.2.1)
hypothetical protein [Arabidopsis|F19H22.50

hypothetical protein [Synechocystis](D64004)
hypothetical protein C-84 - Escherichia coli

unknown (beta-C integrin subunit [Lytechinus
variegatus|)

heat shock protein 90

voltage-dependent anion channel protein 2 [Zea

mays
unknown (CGI-29 protein [Homo sapiens])
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calmodulin (CaM?2)

high mobility group protein HMGc2 - maize
hypothetical protein (AP001859)
CAULIFLOWER [Arabidopsis]

translocase of inner mitochondrial membrane 9
(veast)

unknown (NADPH--ferrihemoprotein reductase
(EC 1.6.2.4) - spring vetch)

40S ribosomal protein S19 or S24

membrane associated protein SLP-2 [Homo
sapiens]

hypothetical protein [Arabidopsis] (A C013289)
hypothetical protein [Arabidopsis|F6E13.10
cold-regulated protein 2 - barley

formate dehydrogenase, Nad-dependent
[Hordeum vulgare]

Similar to Oryza sativa bZIP transcriptional
activator RF2a

not annotated

unknown (similar to human transcription factor
TFIIS (S34159))

60S ribosomal protein L27a

hypothetical protein [Arabidopsis](AC016972)
fibrillarin [Homo sapiens]

hypothetical protein [Arabidopsis| T17F15.100
no hit rice EST

glutathione S-transferase || [Oryza satival

60S acidic ribosomal protein P3afrom EST
signal recognition particle receptor - human,
docking protein

40S ribosomal protein S19

ERO1(Y east)-like protein [Homo sapieng)
auxin transport protein EIR1 [Arabidopsig]
unknown (beta-adaptin-like protein A
[Arabidopsis])

heat shock protein 82 (HSP82)

DNA-directed RNA polymerase (EC 2.7.7.6) Il
35.5K chain A - Arabidopsis thaliana
cyclophilin-type peptidyl-prolyl cis-trans
isomerase [Hal obacterium cutirubrum]

mal ate dehydrogenase (EC 1.1.1.-), cytosolic -
maize

methylenetetrahydrofol ate reductase [Zea mays]
cytochrome P450 monooxygenase [Mus
musculus]

unknown (thrombin receptor [Rattus
norvegicus])

no hit rice EST

probable transcription silencing protein - fission
yeast

pyruvate kinase-like protein [Arabidopsis]

enol ase-phosphatase E-1

homologous to a-adaptin A and C

Osr40g2 [Oryza satival

phosphoglycerate mutase (EC 5.4.2.1)[ 2,3-

bi sphosphoglycerate-independent
phosphoglycerate mutase]

hypothetical protein [Arabidopsis|F19H22.50

60S ribosomal protein L6 (YL 16 like)
unknown (homology with water channel protein)

40S ribosomal protein S26 or S31
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-0.05
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858
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863
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866
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870
871
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874
875
876
877
878
879
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881
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885
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889
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891
892

893
894
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OCO03A12

0C03C02
0OC03C04
0OC03C06
0OC03C08
0OC03C10
0C03C12

OCO03E02
OCO3E04

OCO03E06

OCO03E08
OCO3E10
OCO03E12
0C03G02

0OC03G04

0OC03G06
0OC03G08
0C03G10

0OC03G12

0OC103B01
0OC103B03
0OC103B05

0OC103B07
0OC103B09
0OC103B11
0C103D01
0OC103D03
0OC103D05
0C103D07
0OC103D09
0C103D11
OC103F01
OC103F03
OC103F05

OC103F07
OC103F09

OC103F11
OC103H01
OC103H03
OC103H05
OC103H07

OC103H09
OC103H11
0C102B01
0C102B03

0C102B05
0C102B07

0C102B09
0C102B11
0C102D01
0C102D03
0C102D05

hypothetical protein (clone NF22) - common
tobacco

no hit no EST

calmodulin (CaM?2)

no hit rice EST

transcription factor HD-ZIP - Arabidopsis
high mobility group protein HMGd1 - maize
hypothetical protein MJ1472 - Methanococcus
jannaschii

unknown protein [Arabidopsis] (AC016661)
hypothetical protein K11H12.1 - Caenorhabditis
elegans

NADPH--ferrihemoprotein reductase (EC
1.6.2.4) - Cdlifornia poppy

not annotated

histone H2B

60S ribosomal protein L22 putative
hypothetical protein SPAC6F6.09 - fission yeast,
from EST

unknown (nucleoprotein - infectious
hematopoietic necrosis virus)

putative transposase [Arabidopsis]

60S ribosomal protein L39

methionine aminopeptidase; el F-2-associated
p67

60S acidic ribosomal protein Pla

spermidine synthase 2 [Pisum sativum]
calmodulin (CaM1)

similar to secreted glycoprotein gX - suid
herpesvirus 1

enolase (2-phospho-D-glycerate hydroylase)
no hit no EST

not annotated

Nt-iaa28 deduced protein [Nicotiana tabacum]
histone H2A

hypothetical protein 1028 - slime mold

not annotated

40S ribosomal protein S4

60S ribosomal protein L37A

similar to hypothetical protein [Oryza sativa]
heat shock protein 82 (HSP32)

hypothetical protein [Arabidopsis]| T22A6.120

heat shock protein 70

DNA-directed RNA polymerase (EC 2.7.7.6) |
second largest chain - rat

60S ribosomal protein L14

60S ribosomal protein L13A

ubiquitin / ribosomal protein CEP52 - rice
60S acidic ribosomal protein PO

similar to 60S ribosomal protein L37 L33B
(L37B) (L37A) (YL37) (RP47) - yeast
ubiquitin / ribosomal protein S27a.1 - barley
40S ribosomal protein S26

alpha2-tubulin [Zea mays)

unknown (putative mitochondrial inner
membrane translocating protein [Arabidopsis])

60S ribosomal protein L19
hypothetical protein [Arabidopsis|F17M5.10

60S ribosomal protein L4 (L1)

14-3-3 protein - rice

not annotated

unknown (Pib [Oryza sativa] Homol og)
60S ribosomal protein L37
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0.05

0.05
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0.05
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-0.36

0.03
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0.13
0.13
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-0.14
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-0.08
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0.19
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-0.04
-0.03

-0.06
0.06
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-0.08
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0.07
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-0.05
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899

901
902

903

905
906
907
908
909
910

911
912
913
914

915
916

917
918
919
920
921
922

923
924
925
926
927

928

929
930
931
932

933

935
936
937
938
939
940
941
942

943
944

945
946

947
948
949

0C102D07

0C102D09
0C102D11
0OC102F01
OC102F03

OC102F05
OC102F07
OC102F09
OC102F11
0C102H01
OC102H03
0OC102H05
0OC102H07

0OC102H09
0OC102H11
0D102B01
0D102B03

0OD102B05
0D102B07

0OD102B09
0OD102B11
0D102D01
0D102D03
0OD102D05
0D102D07

0D102D09
0OD102D11
OD102F01
OD102F03
OD102F05

OD102F07

OD102F09
OD102F11
OD102H01
OD102H03

OD102H05
OD102H07
OD102H09
OD102H11
0OD103B01
0OD103B03
0OD103B05
0OD103B07
0OD103B09
0OD103B11

0OD103D01
0OD103D03

0OD103D05
0OD103D07

0OD103D09
0OD103D11
OD103F01

RCc3 protein - rice, (ZmGR1b [Zea mays]
Gibberellin-responsive genes, pEARLI 1like
gene product, extensin, etc)

not annotated

poly(A)-binding protein

alpha-tubulin [Oryza sativa)

unknown protein [Prunus

armeniacal (AF139499) contig 1D168
similar to F17L.21.12 [Arabidopsis]
polyubiquitin [ Capsicum chinense]

60S ribosomal protein L38

60S ribosomal protein L3

not annotated

putative protein [Arabidopsis| (AL162751)
60S ribosomal protein L19
phosphoglycerate kinase (EC 2.7.2.3), cytosolic
type

similar to metallothionein-like protein - rice
60S ribosomal protein L38

w-3 fatty acid desaturase [Oryza sativa)
hypothetical protein [Arabidopsis](AC005700)

Glutamate Synthase-NADH dependent
hypothetical protein [Arabidopsis](AC005700)

not annotated

60S ribosomal protein L7

unknown protein [Arabidopsis] (AC016661)
putative protein [Arabidopsis] (AL132968)
isocitrate dehydrogenase, NADP-specific
hypothetical protein C0485w - Plasmodium
falciparum

putative RNA-binding protein [Arabidopsis]
Argonaute protein [Arabidopsis]

unknown protein [Zea mays| (AF124736)
elongation factor eEF-2 - beet

similar to sodium-dependent transporter
[Bacillus subtilis]

unknown (Similar to Arabidopsis thaliana
chromosome || BAC F1913) [Oryza sativa)
40S ribosomal protein S21, cytosolic - rice
dnaK-type molecular chaperone hsp70

not annotated

putative shikimate kinase (EC 2.7.1.71)
precursor - tomato

40S ribosomal protein S23

40S ribosomal protein S3

not annotated

40S ribosomal protein S8

not annotated

cyclin [Oryza sativa)

not annotated

40S ribosomal protein S8

hypothetical protein [rice](X75814)

von Hippel-Lindau binding protein [Homo
sapiens]

putative protein [Arabidopsis] (AL 138651)
Hypothetical protein [Oryza sativa], tubby-like
protein

hypothetical protein [Arabidopsis] (A C009400)

Unknown (L1 protein [Human papillomavirus
type 74])

60S ribosomal protein L13A, L16-A

not annotated

not annotated
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OD103F03
OD103F05
OD103F07
OD103F09

OD103F11

OD103H01

OD103H03
OD103H05

OD103H07

OD103H09
OD103H11

OCP06B01
OCP06B03

OCP0O6B05
OCP06B07
OCP06B09
OCP0O6B11
OCPO6D01
OCP06D03
OCPO6D05
OCPO6D0O7
OCP06D09

OCPO6D11
OCPO6FO01
OCPO6F03
OCPO6F05
OCPO6F07
OCPO6F09
OCPO6F11
OCPO6HO1
OCPO6HO3
OCPO6HO5
OCPO6HO7
OCPO6HO09
OCPO6H11
OE105B01
OE105B03

OE105B05
OE105B07
OE105B09

OE105B11
OE105D01
OE105D03
OE105D05
OE105D07
OE105D09
OE105D11

OE105F01
OE105F03
OE105F05
OE105F07

not annotated

alpha-tubulin [Oryza sativa)

not annotated

putative protein [Arabidopsis], c-ros-1 tyrosine
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stress-induced protein OZI1 precursor -
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putative protein [Arabidopsis] (AL096882)
lipid transfer protein

unknown protein [Arabidopsis] (AC007109)
Cobalamin-Independent Methionine Synthase

cycloartenol-C24-methyltransferase

60s ribosomal protein L5

cyclophilin

no hit from riceEST

subtilisin/chymotrypsin inhibitor (low homology
to 1D252)

S-adenosyl-L-methionine synthetase, pOS-
SAMS2 [Oryza sativa)

20S proteasome beta subunit PBC2 (From EST)

60S ribosomal protein L24 from EST
hypothetical protein [Synechocystis sp.]
enolase (2-phospho-D-glycerate hydroylase)
unknown protein [Arabidopsis](AC007071)
not annotated

no hit no EST

putative protein [Arabidopsis] (AL031986)
glyoxysomal malate dehydrogenase

not annotated

adenylate kinase-b

40S ribosomal protein S31

jabl protein

GDP-L-fucose synthetase

histone H3

unknown protein [Arabidopsis] (AC009755)
glycine hydroxymethyltransferase (SHM-2)
not annotated

poly(A)-binding protein

40S ribosomal protein S8
oligosaccharyltransferase [Homo sapiens],
dolichyl-diphosphooligosaccharide-protein
glycosyltransferase

peroxidase-1 (EC 1.11.1.7)

40S ribosomal protein S14

tranglation inititation factor el F3-p48 [Homo
sapieng], Int-6 [Homo sapiens]

not annotated

unknown (G protein-coupled receptor GPR3
[Homo sapiens])

histone H4 (TH091)

polyubiquitin 6 - rice

unknown protein (AC002332) [Arabidopsis]
from EST

ketol-acid reductoisomerase (KAR-2)
alpha-tubulin [Oryza sativa)

unknown protein [Arabidopsis] (AC006201)
GTP-binding protein - maize
ethylene-inducible protein [Hevea brasiliensis)
no hit rice EST

no hit no EST

receptor-like protein kinase [Oryza sativa]
polypyrimidine tract-binding protein
gamma-adaptin 3

hypothetical protein L7836.06

60S ribosomal protein L21

threonine synthase (EC 4.2.99.2)
glutathione S-transferase (auxin-induced)
unknown (endo-1,4-beta-glucanase) from EST
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glycine-serinerich protein-(2), contig |D430-
1539-446

cyclophilin 2 [Oryza sativa)

not annotated

not annotated

possible apospory-associated protein from EST

alpha-tubulin [Oryza sativa)

not annotated

not annotated

contains similarity to transcriptional activator

UDP-glucose:glycoprotein glucosyltransferase

no hit no EST

glutathione S-transferase 11 [Oryza satival
unknown protein [Arabidopsis] (AF013293)
60S ribosomal protein L29

heat shock protein 82 (HSP82)

40S ribosomal protein S6

putative nucleolysin Oryza sativa

Osr40cl ABA and salt responsive (contig
OE105D10)

hypothetical protein [Arabidopsis|F26B6.19
not annotated

unknown (CG6618 gene product [Drosophila
melanogaster])

unknown (genome polyprotein - murine
poliovirus (strain BeAn 8386))

water channel protein (WCP-I1)

glycine hydroxymethyltransferase (SHM-1,
contig286)

cyclophilin 2 [Oryza sativa)

unknown (Mcm3 product [S. cerevisiag])
alpha-tubulin [Pisum sativum]

unknown (dJ686N3.2)

RNA polymerase |1 subunit [Homo sapiens]
hypothetical protein [Arabidopsis| T2711.12
enolase (2-phospho-D-glycerate hydroylase)
60S ribosomal protein L36

unknown (GTP-binding protein ara-3 -
Arabidopsis thaliana from EST)

no hit rice EST

water channel protein (WCP-1V)

ascorbate peroxidase, cytosolic homolog
very short 3'prime ends

60S ribosomal protein L31

putative protein [Arabidopsis] (AL353994)
no hit no EST

60S acidic ribosomal protein PO

Dnalfrom EST

nucleic acid binding protein

very short 3'prime ends

eukaryotic initiation factor 5 from EST
40S ribosomal protein S10

40S ribosomal protein S27A

putative protein [Arabidopsis] (AL049483)
hypothetical protein (AC006053)

similar to |AI3B [Homo sapieng]

HMGc2 (high mobility group protein)
putative kinesin heavy chain [Arabidopsis]
family of DNA binding protein

60S ribosomal protein L18A

STA 41-2 gene product

no hit no EST

elongation factor-1 apha; EF-1 alpha
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similar to dehydration-induced protein RD24
beta-galactosidase

metallothionein-like protein

not annotated

similar to Yb-E12R ['Y aba monkey tumor virus]

not annotated
phenylalanine ammonia-lyase
protein carboxyl methylase-like [Arabidopsis]

no hit rice EST

unknown (translation elongation factor-1)

no hit rice EST

40S ribosomal protein S11

U2 snRNP auxiliary factor, small subunit

no hit rice EST

unknown (melanocortin receptor 2 - human)
hypothetical protein [Arabidopsis](AC002292)

unknown protein [Arabidopsis] (AC002294)
branched-chain amino acid aminotransferase
similar to AREL1 [Rattus norvegicus]
alpha-galactosidase

unknown protein [Arabidopsis] (A C009853)
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[Streptococcus])

ubiquitin-conjugating enzyme from EST

unknown (RNA polymerase

Arabidopsis)(AF019248)

unknown (NADH dehydrogenase subunit 4)

not annotated

not annotated

unknown (DNA adenine methylase )

no hit rice EST

40S ribosomal protein S5

not annotated

not annotated

not annotated

no hit no EST

putative protein [Arabidopsis] (AL035602)

not annotated

40S ribosomal protein S6

ghaggy related protein kinase ASK-gamma EC
7.1

60S ribosomal protein L13A

60S ribosomal protein L24
serine/threonine kinase-like protein

not annotated

60S ribosomal protein L28
fructose-bisphosphate al dolase, cytosolic
no hit rice EST

Homolog of ornithine carbamoyltransferase
alpha-tubulin [Oryza sativa)
serine/glycin hydroxymethyltransferase
RNA binding protein

not annotated

no hit partial EST

no hit no EST

60S ribosomal protein L9

no hit no EST

OSK4 Oryza

no hit rice EST

histone H4
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homocysteine S-methyltransferase AtHMT-2
[Arabidopsis]

transport inhibitor response 1 [Arabidopsis]
phosphoribosy! pyrophosphate synthase isozyme
4 [Spinacia oleracea]

hypothetical protein [Arabidopsis|F3M18.7
40S ribosomal protein S19

hypothetical protein C02A12.3 - C. elegans
heat shock protein 82 (HSP82)

CLV1 receptor kinase Homologous
[Arabidopsis]

isocitrate dehydrogenase, NADP-specific
unknown (nucleolar protein NOP3 - yeast)
unknown (cystein string protein)

serine carboxypeptidase 11-3 PRECURSOR -
barley

unknown (Chd1p: transcriptional regulator
[Saccharomyces cerevisiag])

cellulose synthase catalytic subunit [ Gossypium
hirsutum]

no hit no EST

protoporphyrinogen | X oxidase, mitochondrial
[Glycine max]

unknown (40S ribosomal protein S3a- rice)
hypothetical protein (clone NF22) - common
tobacco

GTP-binding protein Rab6 - common tobacco
elongation factor-1 apha; EF-1 alpha

not annotated

60S ribosomal protein L25 or L23A

sucrose synthase-2, identical to sus2 [Oryza
satival

no hit no EST

unknown (putative prohead protease
[Rhodobacter capsulatus])

hypothetical protein A196L - Chlorellavirus
PBCV-1

no hit no EST
hypothetical protein [Arabidopsis] T16L.1.120

beta-glucosidase homolog

H+-transporting ATP synthase (EC 3.6.1.34)
beta chain, mitochondrial

unknown (box A-binding factor - fruit fly)
unknown (NADH dehydrogenase (ubiquinone)
chain 2 homolog, Chlorella)

trandlation initiation factor [Arabidopsis]
enolase (2-phospho-D-glycerate hydroylase)
unknown (A_1G005I10.24 gene product
[Arabidopsis])

unknown (PP2A-B regulatory subunit PR55/B
[Caenorhabditis elegans])

tubulin beta-8 chain - maize

putative AAA-type ATPase [Arabidopsis]

no hit rice EST

no hit no EST

40S ribosomal protein S18A from EST
unknown protein (homeodomain transcription
factor Prospero)

nicotianamine synthase 1 [Oryza sativa)
unknown (toxin-like outer membrane protein
HP0289 - Helicobacter pylori)

unknown (double-stranded RNA-binding zinc
finger protein JAZ)
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metaIaI]othionei n-like protein, OSMT-1 [Oryza -041 -0.46 -0.12
sativ

unknown (tyrosine decarboxylase -0.10 -0.12 -0.09
hypothetical protein (aldehyde dehydrogenase- 0.00 Flag 0.01
related protein ycjC - Escherichia coli)

Hypothetical Protein [Arabidopsis|(AC002292) -0.07 Flag  -0.03
hexokinase 1(EC 2.7.1.1) -0.06 -0.08 -0.09
unknown (partial Homology with NADH Flag Flag 0.02
d)ehydrogenase (ubiquinone) (EC 1.6.5.3) chain

5

60S ribosomal protein L34 -0.02 0.13 -0.08
HIRA-interacting protein (HIRIP5) [Mus -0.02 -0.07 -0.01
muscul us]

gag polyprotein [Human immunodeficiency 0.00 -0.01 -0.04
virustype 1]

40S ribosomal protein S3a 0.05 0.16 -0.01
40S ribosomal protein S30 -0.01 Flag 0.04
peptidylprolyl isomerase (EC 5.2.1.8) - wheat -0.07 -0.24 -0.03
transcription factor hap5b [Arabidopsis] -0.02 0.08 0.06
no hit no EST -0.11 0.16 0.08
water channel protein (WCP-I11) -0.16 -0.25 -0.18
O-linked GIcNAc transferase Homologous -0.06 -0.02 -0.04
[Caenorhabditis elegans]

unknown (CG14223 gene product [Drosophila 019 0.20 0.03
melanogaster])

signal sequence receptor beta subunit [Canis 0.01 0.05 -0.05
familiaris]

hypothetical protein [Homo sapiens) -0.14 -0.22 -0.10
(AL137286)

unknown (multidrug resistance-associated 0.01 0.00 -0.04
protein 3B [Homo sapiens])

ubiquinol-cytochrome ¢ reductase [ Solanum 0.00 -0.12 Flag
tuberosum]

hypothetical protein [Arabidopsis|F27J15.9 -0.04 -0.14 Flag
neutral invertase like protein [Arabidopsis] -0.01 -0.03 -0.14
unknown protein [Sorghum bicolor] (AF124045) -0.02 -0.11 -0.07
actin (X16280-rice) 0.02 0.04 0.00
40S ribosomal protein S9 0.18 0.26 -0.01
60S ribosomal protein L3 0.16 0.8 0.07
putative Tub family protein [Arabidopsis] 0.04 0.00 0.03
histone 2B 0.11 0.05 0.03
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unknown protein [Arabidopsis] (AC007020) 0.00 -0.04 0.05
elongation factor-1 apha; EF-1 alpha 0.09 0.22 0.00
hypothetical protein [Oryza sativa] (AP001800) 0.02 0.00 0.05
receptor protein-like [Arabidopsis] 0.09 0.02 -0.30
not annotated 0.10 012 0.03
Unknown protein [Arabidopsis| (AC008148) 0.08 -0.06 -0.03
from EST

40S ribosomal protein S14 0.01 010 o0.01
not annotated 0.01 -0.06 0.03
similar to low molecular weight glutenin subunit  -0.03 -0.09 -0.01
[Triticum durum]

40S ribosomal protein S19 0.09 019 0.03
60S ribosomal protein L35 0.01 0.04 -0.03
similar to transcription factor HLH106 - fruit fly -0.01 -0.06 -0.03
(Drosophila melanogaster)

not annotated -0.02 -0.07 0.05
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elongation factor-1 apha; EF-1 alpha 012 0.22 0.03
not annotated 0.07 0.00 0.00
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60S ribosomal protein L35a 0.08 014 0.01
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alpha-tubulin [Oryza satival

histone H2A

unknown (CG15639 gene product [Drosophila
melanogaster])

protein transport protein SEC61 gamma subunit

40S ribosomal protein S27 homolog

60S ribosomal protein L36

not annotated

40S ribosomal protein S19 or S24

not annotated

40S ribosomal protein S27

UDPglucose 4-epimerase (EC 5.1.3.2) -
Streptococcus mutans

putative protein [Arabidopsis] (AL 353994)
unknown protein [Arabidopsis] (AC004669)
hypothetical protein [Arabidopsis](AC016829)

similar to senescence-associated protein 5
40S ribosomal protein S19

60S ribosomal protein L37

40S ribosomal protein S4

unknown (ft gene product [ Drosophila
melanogaster])

histone H4

similatr to receptor-like protein kinase
[Arabidopsis]

unknown (ft gene product [ Drosophila
melanogaster])

beta-glucosidase, chloroplast

similar to 60S ribosomal protein L26
protein transl ocation complex sec61 gamma
chain - dog

similar to anti-glycoprotein-B of human
Cytomegalovirus

no hit rice EST

hypothetical protein [Arabidopsis|F27F5.22
40S ribosomal protein S27

no hit rice EST

unknown (human papillomavirus 18 E5)
actin (isoform-X16280)

homogentisate 1, 2-dioxygenase
hypothetical protein [Arabidopsis|F27B13.30
ribosomal protein S8

similar to C.elegans FAT-3 alcohol
dehydrogenase [Homo sapiens]

similar to dJ522J7.2 (298885) [Oryza sativa]
similar to drought-induced protein Di19
[Arabidopsis]

putative protein [Arabidopsis] (AL 138655)
lactoylglutathione lyase (EC 4.4.1.5) gloA -
Escherichia coli

not annotated

60S ribosomal protein L27

dnaK-type molecular chaperone hsp70
hypothetical protein [Arabidopsis|F25E4.30
40S ribosomal protein S5 (S2) (rp14) (Y SB);
Rps5p

unknown (chromosome partitioning protein,
ParB family - Deinococcus)

similar to the inosine monophosphate
dehydrogenase] M ethanopyrus kandleri]
putative protein [Arabidopsis| (AL162508)
cycloartenol-C24-methyltransferase [Oryza
sativa)
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OCPO6F04
OCPO6F06
OCPO6F08

OCPO6F10
OCPO6F12

OCPO6HO02
OCPO6H04
OCPO6HO06
OCPO6HO08
OCPO6H10
OCPO6H12
OE105B02

not annotated

hypothetical protein [Arabidopsis|OEPS like
protein

not annotated

trandation initiation factor GOS2 [Oryza satival,
elF-1, SUI1, nps45, Eifl

not annotated

beta-amylase enzyme Homologue [Oryza sativa]

hypothetical protein [Oryza sativa], replicaes?

not annotated

not annotated

Unknown (ref(2)P protein - fruit fly)

not annotated

not annotated

acetoacetyl CoA thiolase (acetyl coenzyme A
acetyltransferase)

asparagine synthetase [Oryza sativa)
unknown (MY B-related transcription factor
(CCAY)

not annotated

not annotated

trandation initiation factor 3 el F3 p44 subunit
[Homo sapieng]

elongation factor-1 apha; EF-1 alpha
DNA-binding protein 2 [Nicotiana tabacum]
reversibly glycosylated polypeptide [Oryza
sativa]

not annotated

not annotated

not annotated

40S ribosomal protein S8

DNA-directed RNA polymerase (EC 2.7.7.6) Il
chain RPB10

not annotated

similar to RNA-binding protein-like
[Arabidopsis]

similar to pseudothionin St1 precursor - potato
(strain cv. Bintje)( proteinase inhibitor)

not annotated

not annotated

not annotated

60S ribosomal protein L12

60S ribosomal protein L13A

not annotated

hinl protein - common tobacco

ESTs AU029348(E30206),C74035(E30206)
correspond to aregion of the predicted gene.;
Similar to lipase [Oryza sativa]

not annotated

Nrampl protein - rice

leucinerich repeat containing protein kinase
[Oryza sativa)

histone H1

similar to DCL protein precursor, chloroplast -
tomato

40S ribosomal protein S4

not annotated

40S ribosomal protein S4

60S ribosomal protein L38

10 kDa chaperonin [Arabidopsig]

unknown protein [Arabidopsis] (AC006283)
ubiquitin-conjugating enzyme E2 [Homo
sapiens]
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0OC101B12
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0C101D04
0C101D06

similar to (FKBP-rapamycin-associated protein
FRAP [Mus musculus])

not annotated

probable transcription activator - rice

40S ribosomal protein S4

hypothetical protein [Arabidopsis] T8K22.5
(putative reverse transcriptase)

not annotated

similar to F27J15.9 [Arabidopsis]

40S ribosomal protein S3a

hypothetical protein [Arabidopsis|F8F16.150

Osr40cl ABA and salt responsive (contig
OE202B01)

not annotated

not annotated

not annotated

not annotated

beta-glucosidase homolog

hypothetical protein [Oryza sativa] (AP002481)

not annotated

not annotated

not annotated

not annotated

MY B-related transcription factor-like protein
hypothetical protein [Arabidopsis](H71409)
GF14-6 protein - maize

40S ribosomal protein S3a

not annotated

histone H3

not annotated

dnaK-type molecular chaperone hsp70 - rice
60S ribosome protein L19

not annotated

not annotated

unknown protein [Arabidopsis](AC018721)
unknown protein [Arabidopsis] (AC007659)
NADH:ubiquinone oxidoreductase

histone H2B

fructose-bisphosphate aldolase, cytosolic
60S ribosomal protein L18

60S ribosomal protein L37A

small nuclear ribonucleoprotein D1 polypeptide
(16kD) Human, Y east

60S acidic ribosomal protein PO

40S ribosomal protein S8

late embryogenesis-like protein [Prunus
armeniaca]

not annotated

GTP-binding protein - maize

not annotated

40S ribosomal protein S9

water channel protein (WCP-I)
S-adenosyl-L-methionine synthetase, identical to
229867

water channel protein (WCP-I1)

60S ribosomal protein L17
pyrophosphate-dependent phosphofructokinase
beta subunit

26S proteasome AT Pase subunit
hypothetical protein [Arabidopsis|F25124.60

unknown, rice EST

ubiquitin / ribosomal protein CEP52 - rice
40S ribosomal protein S7
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60S ribosomal protein L27a

40S ribosomal protein S29

histone H4

60S ribosomal protein L13a

putative integral membrane protein
[Campylobacter]

not annotated

RNA helicase DB10-ATP-dependent

not annotated

GTP-binding regulatory protein beta chain,
protein RWD rice

GTP-binding protein, RAS related protein
60S ribosomal protein L1 or L4

cysteine proteinase (EC 3.4.22.-) precursor
dnaK-type molecular chaperone HSC70-11,
mitochondrial - spinach

histone H2B

60S acidic ribosomal protein PO

putative transcription factor (AF062894)
vacuolar sorting protein VPS31

Scll protein [Oryza satival

calnexin

putative DNA-binding protein, Arabi
contains similarity to phosphoenolpyruvate
synthase

unknown (putative reverse transcriptase
[Anopheles gambiag])

unknown (bacterial ribul ose-1,5-bisphosphate
carboxylase large subunit)

|ate embryogenesis abundant protein [Picea
glauca] from riceEST

no hit no EST

DNA topoisomerase | (From EST)
unknown (pyrophosphatase [Homo
sapieng])from EST

mitochondrial phosphate transporter
S-adenosyl-L-methionine synthetase, pOS-
SAMS2 [Oryza sativa)

nucleoside diphosphate kinase (NDPK-1)
50S ribosome L 27 fromEST
5-methyltetrahydropteroyltriglutamate--
homocysteine S-methyltransferase

similar to tgacg-specific DNA-binding protein
(AC002409)

unknown (beta-N-acetyl hexosaminidase (EC
3.2.1.52) alphachain)

s rr;iflar to signal recognition particle 68kD-gray
wol

Similar to zinc finger (U41026)

40S ribosomal protein S31

similar to H-ATPase [Oryza sativa)
unknown protein [Arabidopsis] (A C006418)
from EST

glutathione S-transferase |1 [Oryza satival
putative alanine acetyl transferase [Arabidopsis
trp repressor binding protein [ Escherichia coli]
thaumatin-like protein [Arabidopsis]

40S ribosomal protein S14

not annotated

N-acyl-D-mannosamine dehydrogenase
[Flavobacterium sp.]

unknown (FTZ-F1 protein - fruit fly)

not annotated

histone H3.3
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no hit rice EST

60S ribosomal protein L35a

thioredoxin h [Oryza satival
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histone H2B

ketol-acid reductoisomerase (KAR-1)
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finger motif) [Arabidopsis]

no hit no EST

not annotated

chloroplast import-associated channel
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unknown protein [Arabidopsis] (AB026647) 0.04 013 001 006 -0.06 -0.05
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melanogaster])
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unknown (putative auxin-regulated protein -0.03 -0.02 0.00 000 -0.03 0.04
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serine protease precursor (AF134321))
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unknown (serpin)
40S ribosomal protein S3
putative glucan synthase component

hypothetical protein [Arabidopsis](AC006532)

no hit from EST

putative protein [Arabidopsis] (AF118223)
no hit from EST

no hit no EST

not annotated

unknown (neuropeptide AnthoRFamide - sea

pansy (Renillakoellikeri))

unknown (hook-containing protein AT1 - rice)
unknown (32 KD HEAT SHOCK PROTEIN (4-

1 PROTEIN))

60S ribosomal protein L10-1 or putative tumor

supressor
60S ribosomal protein L7A

similar to tripeptidyl-peptidase 11
alphartubulin [Oryza sativa)

cationic peroxidase Oryza

putative protein [Arabidopsis| (AL078464)
hypothetical protein [Arabidopsis|F23M 19.3
adenine phosphoribosyltransferase form 3
TBP-associated factor 174

fibrillarin

no hit no EST

not annotated

auxin response factor 3

phenylalanine anmonia-lyase

hypothetical protein [H. sapiens] (AL133034)

60S ribosomal protein L30
aconitate hydratase-cytoplasmic
not annotated

protein phosphatase-2C [M esembryanthemum

crystallinum]
60S ribosomal protein L3

tyrosine kinase (EC 2.7.1.112) 2 - dime mold

T complex protein [Cucumis sativus]
hypothetical protein B0024.14 - C. elegans

unknown (CG3599 gene product [Drosophila

melanogaster])

topoisomerase (DNA) Il binding protein [Homo

sapiens]

eukaryotic tranglation initiation factor 3 subunit

[Homo sapieng]

unknown (fatty acid synthetase alpha subunit
[Schizosaccharomyces])

60S ribosomal protein L37A
triosephosphate isomerase (TRP-2)

hypothetical protein [Oryza sativa] (AP001383)

unknown (env polyprotein [Human
immunodeficiency virus type 1])

unknown protein [Arabidopsis] (A C009325)
hypothetical protein [Homo sapiens)
(AL137291)

no hit rice EST

not annotated

not annotated

nucleoside diphosphate kinase (NDPK-2)
not annotated

heat shock protein 82 (HSP82)

unknown protein [Arabidopsis] (A C009606)
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glyceral dehyde-3-phosphate dehydrogenase
[Oryza sativa)

unknown protein [Arabidopsis] (AB026649)
trandation initiation factor el F-2 betachain -
wheat

elongation factor-1 alpha; EF-1 alpha
proteasome (prosome, macropain) 26S subunit,
non-ATPase, [Homo sapiens]

ATP phosphoribosyl transferase [Arabidopsis]

unknown (N-acetylglucosamine-1-phosphate
transferase)

unknown protein [Arabidopsis] (AC005397)
50S ribosomal protein L6, chloroplast or
mitochondria, liverwort (Marchantia
polymorpha)

protein phosphatase-2C [M esembryanthemum
crystallinum]

unknown protein [Arabidopsis] (AC016795)
hypothetical protein Rv3835 [Mycaobacterium
tuberculosis]

no hit maize EST

| gE-dependent histamine-releasing factor
homolog - rice

ubiquitin conjugating protein

hypothetical protein [yeast]Y NL124w

no hit no EST

60S ribosomal protein L5

no hit no EST

trandation initiation factor el F-4F chain p26 -
maize, cap-binding protein p26 - rice
unknown protein (carbonic anhydrase VII
[Homo sapiens])

hypothetical protein [Arabidopsis|F22C12.25
glyceraldehyde-3-phosphate dehydrogenase
[Oryza sativa)

elongation factor EF-2

unknown (cytochrome c oxidase subunit 1)
poly(A)-binding protein

no hit rice EST

phenylalanine anmonia-lyase

unknown (partial homology with DnaJ gene
product, protein kinase; Hal5p)

hypothetical protein [Arabidopsis](AC005395)
glutamyl aminopeptidase homolog F4110.20 -
Arabidopsis thaliana

H+-translocating ATPase [Nicotiana
plumbaginifolia]

hypothetical protein [Arabidopsis|F33D11.9b

hypothetical protein (lactoylglutathione lyase
(gloA), glyoxalase | [Oryza satival)

MAR binding filament-like protein 1 - tomato
Sugar transporter [Arabidopsis]
NADP-dependent malic protein [Ricinus
communis]

ABA and stress induced protein (Asrl) - rice
from EST

proteasome a pha subunit [Oryza sativa)

60S ribosomal protein L27a, L28, L15P

not annotated

glycine-serine rich protein-(1), contig ID185
cleft lip and palate transmembrane protein 1
aminolevulinate dehydratase (EC 4.2.1.24)

-0.06

-0.04
-0.01

0.06
-0.01
-0.08
-0.11

-0.05
-0.11

-0.07

-0.05
-0.05

-0.06
0.01

-0.07

-0.12

0.13
-0.05
-0.06

-0.06

-0.14
Flag
-0.01
-0.17
0.01
-0.22

0.18
0.05

0.02
Flag

-0.21

-0.01

-0.11

-0.06
-0.06

0.15
0.02

0.05
-0.13

-0.04
-0.14

-0.12

-0.15
-0.15

-0.13
-0.01

-0.13
0.00
-0.16
0.25
0.06
-0.05

0.07

-0.05
-0.19

0.11
-0.21
0.08
-0.43
-0.26
0.09

0.10
0.07

-0.09

0.11

Flag Flag

Flag
-0.14
0.05

0.06

-0.03
0.01
0.04
0.46

-0.02

-0.10

-0.05

-0.28
0.01

-0.05

-0.06
0.00
0.05
0.30

-0.04

0.01
-0.04

-0.05
0.00

-0.09
-0.11

-0.06
-0.08

-0.07

-0.04
-0.09

-0.03
-0.08

-0.10
-0.07
-0.08
-0.01
0.03
0.02

0.02

-0.21
0.00

-0.06
-0.15
-0.06
-0.16

0.00
-0.08

-0.05
-0.01

-0.06

-0.08
-0.11

-0.06

-0.13
0.10

0.43

0.05
0.00
-0.03
0.13

0.08 Flag

-0.08

-0.02

0.10

0.02
-0.05

-0.04
0.01

0.03
-0.11

0.01
-0.15

-0.02

0.06
-0.10

-0.04
-0.01

-0.06
-0.01
-0.17
0.03
-0.09
0.00

-0.02

-0.02
-0.12

0.07
-0.17
0.05
-0.18
-0.28
-0.11

-0.06
0.08

-0.03

0.00
0.03

-0.06

-0.11
-0.02

0.54
0.03
-0.02
-0.23

0.03
-0.02

0.10

0.02
-0.04

-0.09
-0.07

0.08

0.09
0.05

0.00
0.05

0.12 Flag

0.01

0.06
0.00

0.02

0.11
-0.01

0.00
-0.15

-0.02
0.04
0.00

-0.14

-0.03
0.04

0.05

-0.01
-0.02

-0.03
0.03
-0.05
0.00
0.01
-0.08

-0.09

-0.06

0.00
0.00

0.08

0.12
0.01

0.02
0.04

0.08
0.01
0.01
-0.06
0.00
-0.02

0.00

0.05
0.01

0.04
0.03
0.05
-0.02
0.05
-0.03

0.02

0.13 Flag

0.05

-0.19
0.10

0.00

-0.01
-0.07

-0.21

-0.09
-0.06
-0.05
-0.34
-0.08

0.03

0.09

-0.05
0.07

0.06

0.03
0.05

0.17

0.02
0.00
-0.02
-0.10
-0.01
0.04

-0.08

-0.04
-0.03

-0.06
-0.05

-0.03
-0.06

-0.05

-0.07

-0.14

0.00
0.02

-0.05
0.00

0.00
-0.02
-0.07

0.09

0.08
-0.09

0.07
0.10

0.01
-0.12

0.04

-0.33

-0.04

0.04
-0.25

-0.19
0.04

0.00
-0.12
-0.29

0.02

-0.17
-0.15

-0.11
-0.08

-0.09
-0.15

-0.17

-0.34

-0.26

-0.12
-0.28

-0.22
-0.07

-0.25
-0.23
-0.36

Flag Flag Flag
-0.02 -0.04 -0.15

-0.06

-0.08

-0.12
0.02

0.07

0.04

-0.01
-0.02

-0.06

-0.31

-0.16
-0.19

Flag Flag Flag

-0.06
-0.06
-0.06
-0.02
-0.05

-0.03
-0.04

-0.13

-0.09
-0.08

-0.09

-0.12
-0.01

0.16

0.00
0.00
-0.05
-0.17

-0.24

0.00
-0.27
-0.03
-0.08

-0.10
0.09

0.05

-0.02
-0.01

-0.02

-0.28
0.04

0.48

0.04
-0.02
-0.05
-0.24

-0.28
-0.19
-0.43
-0.28
-0.29

-0.24
-0.17

-0.17

-0.09
-0.16

-0.14

-0.24
-0.13

0.32

-0.21
-0.17
-0.10
-0.33

Flag Flag Flag
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1726 OCO03H08 RD RNA-binding protein, arginine/aspartate-rich -0.02 -0.01Flag -0.02 -0.01 0.00 Flag Fag Flag
37.3K protein - human

1727 OCO03H10 fructose-bisphosphate aldolase, cytosolic -0.07 -0.01 0.03 -0.10 -0.09 0.00 -006 0.10 -0.21

1728 OCO03H12 ATP/ADP translocator [Oryza satival 0.05 0.04 -0.06 -0.16 -0.04 -002 -0.07 0.06 -0.14

Each value is the mean of the signal intensity in the Cy3 and Cy5 channels from hybridization to three DNA elements converted into the
Log-10 Ratio (LR =10g10 [Cy5/Cy3]). LR+/-0.2 correspondsto asignal intensity difference of +/- 1.6-fold.

Flag: Elements on the micorarray slidesin these experiments were flagged for several reasons: low signal intensities (less than 1000 mean
signal intensity), covered by dust particles, spots of irregular shape, or spots located in a high background area.



