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Supplementary figure 1. NM1 deletion leads to changes in hematopoietic signature metabolites and cytokine/chemokine
profiles. (A) Metabolomic profile of 5-methylthioadenosine (MTA) across experimental samples as detected by positive
ionization. *** P<0.001 (B) Metabolomic profile of AMP and FMN across experimental samples as detected by negative
ionization. * P<0.05, *** P<0.001 (C) List of analyzed cytokines in NM1 WT and NM1 KO serum samples. ns P > 0.05, * P
<0.05. (D) List of analyzed chemokines in NM1 WT and NM1 KO serum samples. ns P > 0.05, * P<0.05.
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Supplementary figure 2. (A) MA plot visualization of the differences in gene expression between experimental conditions
as a function of log fold change versus the mean of normalized counts. Each dot represents a single gene expression
profile with only red-marked genes to be significantly differentially expressed. (B) Venn diagram showing the intersection
in all differentially expressed genes between hematopoietic tissues. (C) String analysis diagram of all differentially
expressed bone marrow genes associated with a KEGG GO term “Platelet activation”, a Biological process GO term
“Platelet activation”, KEGG GO term “Haemopoietic cell lineage”, and Biological GO term “Blood coagulation”.



Immune system process Immunoglobulin production Innate immune system
Nirp1b || ]
Cfd 0.4 —

oo 02

Src— 0.2 . '
o
erping1—

Prkcq— 0 0

Fcna—|
Slamf1 -0.2

qc—

Mavs — -0.4 -0.2
Endod1— '
Serinc5—

Gsdmd—|
T Pllc)|44
yrobp—
Tnfaip8l2—|
Tap2—
Hck—
Cd177—
Ifi204 — Ighv1-64 —
Pirb— Ighv1-61 —|
Semada | Ighv1-22 —

HLLR e

srb1— o

Orai1 o . \‘(& g\c"" @65 S &S
g Jak3: Ighv141— SO O o“h Qih 0{~
PasTr;}g?I— I 1 R N A

vl
'-g;"‘]‘ Iglgv;,-g'l-;f R R R R RN R
rl—| Ighv2-3
Tarm1— Iglg1v¥-18 :1- D
Cd300Id— Ighv1-74 — 5 %
| Padid - The Adaptive immune system
gl_-y ;e. | Ighv1-50 — 1:jht;m_iS_ [ ]
If7] fahvio1 - o o

Oas3 Ighv14.3 |'>: %xpf i

Zbp1— lgkv5-39 ] s 7 [

Ifitm1— 1gkv18-36 — el ‘

OLasst; B Igkv12-47 . il

— Igkv3-1 .
Prr7 —| ng?l1‘-l1 33— has
Prg2— Igkv11-125 —| s‘}'a‘::g_
NI — — — Igkv4-53 —| —

Ll \ \ 1 T |§k§4.54—|- Mcoln2 — -

S & S S ot el
SELEEE kv15-103 Caabt e 0.2
Q é @ é @ é Igkv4-80 — Cd247 —|
V'V QO QO Igkva-72 —{ Cd4 —|
Igkv12-44 —
glgkv4-91 — Zj';lg ]
Igkv17-127 —
Igkv8-21 —| Semada —
Igkv8-30 —| Akirin2 —|
Igkv4-50 — e Irf7
Igkv6-25 —| Hras
Igkv8-19 — Tnfrsf14
Igkv6-23 — Atad5
Igkv5-43 — Marchf8
aensize
gkv14-
68— N D
Igkv4-68 Q \) \}
Igkv4-59 — o O O
P (:x(‘ (:é‘ Y& R
1gkv10-96 — \& \0 \0 \ \ \
— 1T T T T | R R R o R R
N LD b D
&Q @Q @Q 4.00 4.OQ 4.0@
& & & & &
NN N A N\
R R R R R R

Supplementary figure 3. Gene expression analysis of genes associated with the innate and adaptive immune system in
the bone marrow and spleen. (A) Heatmap of all differentially expressed genes between NM1 WT and KO bone marrow
samples associated with Innate immune system GO term. (B) Heatmap of all differentially expressed genes between
NM1 WT and KO spleen samples associated with Immunoglobulin production. (C) Heatmap of all differentially expressed
genes between NM1 WT and KO spleen samples associated with the innate immune system. (D) Heatmap of all differen-
tially expressed genes between NM1 WT and KO spleen samples associated with the adaptive immune system.
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