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Conclusions and Future Directions

Results: RNA-binding protein gene expression is spatiall

- eren « There is now a working, space-efficient pip for analyzing Stereo-seq
F oA 892 out of 1,185 total Nurmber of RNABinding | | 0ata- _
/.’—_"—\ pr RNA-binding proteins show E145 36 protein genes with spatially 2 P show gene exp patterns in
) once unique molecular identifier ially coherent gene 362 total (31%) coherent expression the developing mouse brain,
Aigind b G o1 nlth ~ : i
. expression during at least one + Some RNA-binding protein genes show spatially correlated expression across
?:MM::;Z:?;\::V;;;;:;)"; 95 mm:::: 65.1 Starec-seq data for mouse: e‘mpbryonic day. ';Agspalialw embryonic time. In the future, we will quantify how their expression levels and
' - coherent gene is more likel locations change over time.
W Brain 9 Y « The RNA-binding proteins identified in this work can be used by other
| | Heart researchers to guide functional studies. For example, we plan to look at the
W Liver spatial relationships ively spliced pts and RNA-binding
proteins.

E125

References and Acknowledgements
739 total (62%)

than not to be highly
expressed in proximal cells.
For example, Hnrnpu
q (heterogeneous nuclear
ribonucleoprotein U) shows
spatially coherent expression ENS
3 across embryonic time. 790 total (67%)

9%

E95 E105 ENS E125 Els E155 Mm;"::_ E11.5 E125 This work was funded, in part, by NSF grant DBI-1949968, awarded to the Boston
2 Hiemou University Bioir ics BRITE REU prog

We rep this data at mbry days 11.5, 12,5, and 14.5 usmgth? ’ e 1 Coon, A et al atas of mouse using ONA arrays. Col

St N/ Ar_mlys:s g - ind gl the data using Giotto Suite.” We " 7&;‘2”&”:‘%2 2 %0l0x 1or integrative analysis and visualzation of spatial expression data. Genome Bk 22, 78

performed Leiden clustering to identify tissues and their subregions, Binary . (2021).

Spatial extract to identify spatially coherent expression of RBPs,? and Pearson 3 0 3 :v‘:;z: ﬁ-'"‘: ‘: st‘f;';mm reguistion ow OteinG help bukd the brain.

correlation to identify coexpressed RBPs.

Contact Laila B. Norford; G norfordi@seas.upenn.edu [ @laila_b_norford




