Supplementary Information

Figure S1. Venn diagram of expressed genes detected in each hybrid combinations. A—C represent LY2163, LY2186 and LYP9 combinations
respectively at Fw stage; D—F represent LY27163, LY2186 and LYP9 combinations respectively at Fi stage. SE21s, and PA64s are steril line.
MH63, MHS86 and 93-11 are restorer line. Percentage refers to number of shared genes in expressed genes in each hybrid combination at

different developmental stage.
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Figure S2. DGs involved in photosynthesis pathway. DGs clustered by MADIBA [33]. Coloured enzyme numbers indicate related genes
clustered by MADIBA. =, in cluster, annotated by any two annotations of KEGG, PRIAM and TIGR.
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Figure S3. DGs involved in carbon fixation pathway. DGs clustered by MADIBA [33]. Coloured enzyme numbers indicate related genes

clustered by MADIBA. m, in genome but not present in cluster;

, in cluster, annotated by all annotations; =, in cluster, annotated by any two

annotations of KEGG, PRIAM and TIGR; =, in cluster, annotated by PRIAM only; o refers to DGs shared by LY27163, LY2186 and LYP9

hybrid combinations.

I CARBON FIXATION IN FHOTOSYNTHETE ORGANISMS I

Sedoheprulose
1-phoaphite

| C4-Dicarboxsdic acid cyels |

in chloroplast
Malate

Fhosphoenol-
PrTwTALE
0

I A lnond T
l—.—” 2612 -Ow{2612 |

O Qaloacetan

(atmosphersy 00000000000 | e =

2611 HO-{EIS7=0—{1.1.139 J

| O xaloacetam Malate P,
4in rdwse hond i

Pyinavats

Chorisrnane , anornatie
wning asid bicsmmthes

Sedoheptulose O
1, 7-bisphosphate

Sedoheptuloss
T-phosphate

)

e

Erythroee-4P

Reduced pentos:
phoaphate cycle
{Calvin-Benson cye =)

Ribulose-5F Q)

2.7.1.15]
Ribulos

15-bisphosphane |

Hzotf
: =—$ Glyce tae 3P

co: T T T T T T T T T
{bundle -sheeth cell) _
LS
a TCoz

(G

Iycolysis | Gluconsoge nes

(dark)

s, _Pyruvate
(lighn 'y

4.1.1.39
£ —————————— -E-(G}ynxyhm memhn]ism)

CO2 -
- (atmE}_ _ Reduc tive
carboxyiate cyele

(bundle -sheeth cell)

Fhosphos nol

Oxaloacetae
(dark)

Smarch Pyruvane O

(bundle -sheeth celly



Int. J. Mol. Sci. 2014, 15

Figure S4. DGs involved in starch and sucrose pathway. DGs clustered by MADIBA [33]. Coloured enzyme numbers indicate related genes
clustered by MADIBA. m, in genome but not present in cluster; =, in cluster, annotated by any two annotations of KEGG, PRIAM and TIGR;

, in cluster, annotated by KEGG only; =, in cluster, annotated by PRIAM only. o refers to DGs shared by LY2163,LY2186 and LYP9
hybrid combination.
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