[image: ]Figure S1. t-SNE dimensional reduction of the rice seed nuclei. Nuclei were clustered in nine populations.







[image: ]Figure S2. Spearman’s correlation coefficients between our snRNA-seq data with tow previously published bulk RNA-seq papers (DAF: day after fertilization, EN: endosperm, CC: cross cells, NE: nucellar epidermis, AL: aleurone, OVT: ovular vascular).
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Figure S3. Venn plot for the number of shared and unique expressed genes for the meta-clusters in Nipponbare, 9311 and their F1 hybrid.
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Figure S4. UMAP dimensional reduction of the rice endosperm nuclei in hybrid, Nipponbare and 9311 separately. Nuclei were clustered in eight populations.
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Figure S5. snRNA-seq data of rice endosperm analyzed by Monocle 2, and revealing a key branch point in the trajectory. Each dot indicates a single cell. Color on the dots indicates the pseudotime score.
image1.png
t-SNE_2

Cluster
Pericarp & seed coat
o207
Endosperm
0010406038
Embryo
®305




image2.png
Spearman correlation

0z 08

<cuser2

<Custer7

Paperz: DAF4_OVT

m | Paperz DAFS_OVT
<Cluser 1

Paper2: DAF4_EN
<Cluster 0
<Cluster 8
Paper2: DAF8_CC
Paper2: DAF4_CC
Paper2: DAF4_NE
<Cluster 6
Papert: Endosperm
Paper2: DAF16_EN
Paper2: DAFB_EN
Papert: Embryo
<Cluster 5
<Cluster 3
Paper2: DAF16_OVT
Paper2: DAF16_AL

ol Paperz: DAF1S_NE
Paperz: DAFS_NE
Paper! Perciarp
[ Papert: Aeurons
AA AA AL A AA
orrogroorryoyrrroarrrR Yy
PRRRRERBEIIIIIIAAEARNARAY
£% % $8% 837 5333if
o5 m Gk Efps 2oetid
22 2 88F fhbZ LA




image3.png
F1 Nipponbare

925
2,812 308

1560 N4 258\ y

\661 /
9311
Endosperm

F1 Nipponbare
1,584
1,832 1,091

5,642

1,270 7 599 |

\ /

\\ 1,143 /
9311

Embryo

F1 Nipponbare

1,147
1,453 1,185

3,715
\
&1 088 )

S

9311
Periparp & seed coat




image4.png
Hybrid

Nipponbare





image5.png
Component 2

]
(&)}
1

Pseudotime -

0 5 10 15

-10 5 0
Component 1




