Figure S3
A B C lati

TR i 1 r

0.5

4
i1 NN e

Modules

[N |
1
.
—
=y
me ErEOTET .

0]
-

-
b

RNA editing site

Correlation
[ [ I
Low —p High I
||

CMP GMP HSC LMPP MEMP MEP MLP MPP

HEE E BN = mrE = HEEE = 'E Module
. RNA splicing, via transesterification reactions with bulged adenosine as nucleophile
. alpha-beta T cell lineage commitment
.. . transcription initiation from RNA polymerase Il promoter
RNA localization
. cellular amino acid metabolic process 'L°g1o(P'Va|ue)
protein targeting B
. Golgi to endosome transport | |
. microtubule nucleation 2
peroxisome organization
|| RNA splicing
. nucleotide biosynthetic process -2
. positive regulation of lipid storage
. viral transcription
. stem cell population maintenance
ribonucleoprotein complex assembly
. RNA 3'-end processing
. methylation
. regulation of type | interferon production
negative regulation of protein sumoylation
. cytoplasmic mRNA processing body assembly
-. negative regulation of epidermal growth factor receptor signaling pathway
ribosomal large subunit biogenesis
. regulation of I-kappaB kinase/NF-kappaB signaling
. regulation of protein complex assembly
. positive regulation of cyclin—-dependent protein serine/threonine kinase activity
. negative regulation of mRNA processing
. negative regulation of T cell activation
. cofactor biosynthetic process
. establishment of spindle localization
maintenance of organelle location
mitochondrial translational elongation
. protein K63-linked ubiquitination
. . purine—-containing compound biosynthetic process
positive regulation of cell cycle process
. positive regulation of protein homodimerization activity
. negative regulation of execution phase of apoptosis
. regulation of hematopoietic progenitor cell differentiation
. regulation of cilium assembly
. regulation of hematopoietic stem cell differentiation
regulation of mMRNA metabolic process
positive regulation of T cell migration

[ 11,
|
IS

Figure S3. Co-editing modules of RNA editing and functions.

(A) A heatmap showing 44 co-editing modules across 8 HSPC populations. The color (from yellow to red)
represents the correlation (from low to high). (B) A heatmap showing the correlation between cell types
and modules. (C) A heatmap showing the most significant enriched GO pathways in each module.



