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SUPPLEMENTARY FIGURE LEGENDS

Supplementary Figure 1. (a) Flow cytometry profile showing the gating strategy for
identification of BM Lin'Scal‘c-Kit" (LSK), Lin'Scal "¢c-Kit- (Scal™), Lin'Scalc-Kit" (c-
Kit") and Lin'Scal c-Kit (L'SK") cells from WT mice. (b) Immunofluorescence analysis for
nuclear NFATc1 levels in sorted LSK, Scal®, and c-Kit" cells from WT mice. Co-staining
with DAPI confirms nuclear NFATcl. Scale bar, 10 um. Data are representative of three

independent experiments.

Supplementary Figure 2. GFP levels representing NFATcl expression in myeloid and
erythroid cell populations from spleen and BM of Nfatcl-eGfp-Bac tg reporter mice
compared to WT mice. Numbers inside each histogram represent mean fluorescent intensity

(MFI). Data are representative of three independent experiments.

Supplementary Figure 3. (a) Flow cytometry profiles showing the distribution of CD11b"
and CD11c" cells in the BM of Nfatc2”~ and Nfatc3”" mice compared to littermate WT mice.
(b) Quantification of percent CD11b" cells distribution in the BM of Nfatc2”", Nfatc3” mice
(n = 3 each) and WT (n = 5) littermates. (¢) Distribution of CD11b" and Gr1™ cells in the BM
of Nfatc2”~ and Nfatc3” mice compared to littermate WT mice as revealed by flow
cytometry. (d) Quantification of percent Grl1™ cells distribution in the BM of Nfatc2™”, Nfatc3
/

“mice (n = 3 each) and WT (n = 5) littermates. Numbers inside each dot plot represent

percent respective populations (ns = not significant; one-way ANOVA).

Supplementary Figure 4. (a) Flow cytometry analysis of GFP expression representing
NFATcI levels in BM Lin'Scal*c-Kit" and Lin"Scal c-Kit" cells from 112”"Nfatc1-eGfp-Bac

tg reporter mice compared to Nfatcl-eGfp-Bac tg mice. Wild-type mice were used as



negative control. (b) Analysis of various integrins (CD62L, CD11a, CDI18 and CD49d)

expression on HSCs from WT mice.

Supplementary Table S1
LIST OF RT-PCR PRIMERS

Gene Primer Sequence Product Size

Actb For: 5°- CCAGGTCATCACTATTGGCAAGGA -3’ 223 bp
Rev: 5’- GAGCAGTAATCTCCTTCTGCATCC -3’

Cebpa For: 5°- CGCTGGTGATCAAACAAGAG -3’ 499 bp
Rev: 5’- TCACTGGTCAACTCCAGCAC -3’

cMyc For: 5°- CATCCTGTCCATTCAAGC -3’ 200 bp
Rev: 5’- TAATTCCAGCGCATCAGT -3’

Csfl For: 5°- AGTCTGTCTTCCACCTGCTG -3’ 299 bp
Rev: 5’- TGGTAGTGGTAGGCCACATT -3’

Egr? For: 5’- CTCCCATCTCTGCACCTAGA -3’ 284 bp
Rev: 5°- ATAAGGAGGAGGAGGTGGTG -3’

Flk2 For: 5’- GACAAATCTCCCAATTGCAC -3’ 291 bp
Rev: 5°- GTGGCAGATCAACACAATGA -3°

Fogl For: 5’- ATCCAGTCAGGGTGAAGACA -3’ 291 bp
Rev: 5’- AGGTGATCTCGCACTCAAAG -3’

Csf3r (Gesfr) For: 5°’- AACTACACCCAGGCCTTCCT -3’ 606 bp
Rev: 5’- GAGCTCAAACTGGTCCTTGC -3’

Mmp9 For: 5°- CGTCGTGATCCCCACTTACT -3’ 433 bp

(Gelatinase B) Rev: 5’- AGAGTACTGCTTGCCCAGGA -3’

Gfil For: 5’- GAGCTTCAAGAGGTCATCCA -3’ 306 bp
Rev: 5’- AGTCCATGCTGAGTCTCTCG -3°

Hax1 For: 5°- GATGACGACGATGATGATGA -3’ 330 bp
Rev: 5°- CTGGGTTGGTGACTATCTGG -3’

HoxA9 For: 5°- TCACCAACCAAACACAACAG-3’ 299 bp
Rev: 5°- CACAATTAATCACGCCATCA-3’

Icaml For: 5’>-CCAAGAAACGCTGACTTCAT-3 327 bp
Rev: 5’- CGACCCTTATGAGAAAAGCA-3’

Icam? For: 5°- GAAGCCACAGAGTCTTGGAA-3’ 244 bp
Rev: 5’- TCAGTGTGACTTGAGCTGGA-3’

113ra For: 5°-GCCCTGCATGGACAACACT-3’ 423 bp
Rev: 5’>-GCACCGTAGCCACTGAAGTCA-3

Itga4 For: 5°- AAGCCAGCGTTCATATTCAG-3’ 277 bp
Rev: 5’- ATCCAGCCTTCCACATAACA-¥

Itga6 For: 5’-TGAGGTGTGTGAACATCAGG-3’ 301 bp
Rev: 5’>-TAGAGCCAGCATCAGAATCC-3’

Itgav For: 5°- GGAGAACCAGAACCATTCCT-3 272 bp
Rev: 5’- TTGCTCTTCTTGAGGTGGTC-3’

Itghl For: 5°’- AAGACATGGACGCTTACTGC-3’ 267 bp
Rev: 5’- ATGGACCAGTGTCCAAAGAA-3’

Itgh2 For: 5’- TAATGCAAGTTGCTGCATGT-3’ 332 bp

Rev: 5’- GCTGGAGTCGTCAGACAGTT-3’




Itgh3 For: 5>~ ATACCAGGGAGGACCTTCAG-3’ 257bp
Rev: 5’>-TCCTTCCCTGCTAGTTTCCT-3’

Lefl For: 5°- CCAGACTGTCTCCACAGCTT-3’ 288 bp
Rev: 5’- TGACAGGTCAGCACAGAAGA-3’

Lyzs (Lysozyme) | For: 5°’- ACTGCTCAGGCCAAGGTCTA-3’ 524 bp
Rev: 5’- GCCCTGTTTCTGCTGAAGTC-3’

Csflr (Mcsfr) For: 5’-ATGAGTCCCTCTTCACTCCG-3’ 306 bp
Rev: 5’>-ACCTTCAGCACTGCATCTTC-3’

Meisl For: 5’- AATGCCTATCGATTTGGTGA-3’ 266 bp
Rev: 5’- CCTTATCAGGGTCATCATCG-3’

Mpl For: 5’- GAAATCTGCCTGCTGTGACT-3’ 254 bp
Rev: 5’- GAACCAGGAAGGAAGGTGAT-3’

(Mpo) For: 5’-ATGCAGTGGGGACAGTTTCTG-3’ 696 bp

Myeloperoxidase | Rev: 5’>-GTCGTTGTAAGATCGGTACTG-3’

Nfatcl For: 5’-GACTTCGATTTCCTCTTCGAGTTC-3’ 297 bp
Rev: 5’-CTCGATTCTCGGACTCTCCAG-3’

Nfatcla For: 5’- GGGAGCGGAGAAACTTTGC -3° 319 bp
Rev: 5’- GATCTCGATTCTCGGACTCTCC -3’

Nfatclb For: 5’-CGACTTCGATTTCCTCTTCGAG -3’ 311 bp
Rev: 5’- GATCTCGATTCTCGGACTCTCC-3’

Nfatc?2 For: 5’-GGGTTCGGTGAGTGACAGTT-3’ 371 bp
Rev: 5’-CTCCTTGGCTGTTTGGGATA-3’

Nfatc3 For: 5’-CCGATGACTACTGCAAACTGTGG-3’ 343 bp
Rev: 5’-TTTGAATACTTGGGCACTCAAAGG-¥’

Trp53 (P53) For: 5’~-CAGGGCTGAGACACAATC-3’ 201 bp
Rev: 5’>-TGGGGTAGGGTGAGATTT-3’

Pbx1 For: 5°- AAACTGCCACAGAATGAAGC-3’ 298 bp
Rev: 5°- CTTCTCCAGCTCTGTGTGGT-3’

Pdeda For: 5’- CACAGCCTCTGTGGAGAAGT -3’ 305 bp
Rev: 5’- GGAGAGTTTCCTCAGTGCAA -3’

Pde4b For: 5’- CCAGCTAGAGACCATCCAGA -3’ 367 bp
Rev: 5’- GAAGATGTTAAGGCCCCATT -3’

Pecaml For: 5°- TTGGCACAACAAACAAGCTA-3’ 292 bp
Rev: 5’- GAAATCTTCTCGCTGTTGGA-3’

Sell For: 5’-CGCTCATTCATCCCATTAAC-3’ 224 bp
Rev: 5’>-GCAAGGAGTCTGAGTTTCCA-3’

Selp For: 5’- TCTTGGGAATTCCACCTACA-3’ 339 bp
Rev: 5’- GGGCAGGAAGTGATGTTATG-3’

Sfpl (Pu.1) For: 5’-CGGATGACTTGGTTACTTACG-3’ 292 bp
Rev: 5’>-GTAGGAAACCTGGTGACTGAG-3’

Slamf1 For: 5>-TCCATGCCTCAGTTTCTCTC-3’ 264 bp
Rev: 5’>-GGCAACTTTACAGCAGCATT-3’

Veaml For: 5’-CTGTACATCCCTCCACAAGG-3’ 321 bp

Rev: 5>~ ACACGTCAGAACAACCGAAT-3
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