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Figure S1: CRISPR-mediated generation of a C/EBP® TAD mutant. (A) Overview of C/EBPd showing the transactivation domain; the basic DNA binding region and
the Leucine zipper. (B) Guide RNAs binding to opposite sides of the TAD results in CAS9 dependent deletion of the region between the guides. (C) PCR analysis of
DNA isolated from RAW cells after CRISPR-mediated TAD deletion. (D) Sequence analysis of genomic DNA in WT RAW cells or (E) ATAD cells. The latter cells show
an in frame deletion of TAD. (F) RT-PCR (mRNA) analysis of WT; KO and ATAD cells with WT; TAD or KO specific primers.



Wild type RAW264.7 cells

Genomic DNA
ATGAGCGCCGOECTTTITCAGCCTGARRCAGCCOEGTGCGOGGCACACCCTGGCOCACAGARCCCGCGGCCTTICTAC
GAGCCAGGCAGGCTGGACRAGCCCGECCGAGGECCCGACCCAGGGEATCTGGEEGAGCTGEGCTCCACGACTCCT
GCCATGTACGACGACGAGAGCGCCATCGACTTCAGCGCCTACATTGACT CCATGGCCGCOSTGCCCACCCTARRG
CIGTIGCCACGACGAACTCITCGCCGACCTCTTCAACAGCARCCACAAAGCGGCCGGCGCGEGCGGECCTGGAGCTG
CIGCAGGGECEECCCTACCCGACCCOCGGETICTIGGGETICTICTICGCTAGGGGGCOSCTCARGCGCGARCCCGACTGE
GECERCGGCGACGCGLCEEGCTCCCIGCTIGCOEGCGCARCTCECGATIGTGCGOCAGACACTGGTGAGCTTIGECG
GCCGCGGCTCAGCCCACTCCACCCACTTCGCCEGAGCCTCCTCGAGGCAGCCOEGGGCCERAGCCTCGECGCCCGEC
ACAGTCCGAGARAAGGGOECGGGCARGAGGGCETCCGGACCGCGGCAGCCCGGACTACCGCCAGCGGOECGAGCET
ARCAACATCGCIGTGCGCAAGAGCCOECGACARCGCCAACGCGCCGCAACCAGGAGATGCAGCAGAAGCTGGTIGERG
TIGICGGCCGAGARCGARRAGCTGATCAGCCCGT GGAGCAGCT CACCCGGGACCTGGCTIGGCCTCORGCAGTIC
TTCARAARACTGCCCAGCCCGCCTITTCCTGCOGCCCACOSGCGCCARACTGCCGETAA

Protein
MSARLFSLDSPVRGTPWPTEPAAFYEPGRVDKPGRGPEPGDLGELGSTTPAMYDDESAIDFSAYIDSMAARVPTLE
LCHDELFADLENSNHKAACGAGCLELLOGGPTRPPGVGSVARGPLKREPDWGDGDAPGSLLPAQVAVCAQTVVSLA
AARQPTPPTSPEPPRGSPGPSLAPGCTVREKGACGKRGPDRGSPEYRQRRERNNIAVRKSRIKAKRRNCEMQQKLVE
LSAENEKLHQRVEQLTRDLAGLRQFFKKLPSPPFLPPTGADCR

C/EBPS knock out RAW264.7 cells, clone 1

Genomic DNA
ATGAGCGCCGOECTTITCAGCCTGARCAGCCOEGTGCGOEGCACACCCTGGCCCACAGAACCCGCGGCCTTICTIAC
GAGCOCAGGCAGECTGGACRAGCCCGECCGAGGECCCGAGTCTIGGGATICTIGTCCCTAGGGGECCGCTARGCECR
ACCCOEACTGGEECGACGECGACGCECCGLEGCTCCCTGCTGCCGGCCCAAGTGECGETGTCCGCGCAGACAGTGET
GAGCTTGGCGGCCGCGGCTCAGCCCACTCCACCCACTTCECCGGAGCCTCCTOSAGGCAGCCCGGGGECCGAGCET
CGCGCCCGGCACAGTCCGAGARRAGEGC

Protein
MSAALFSLDSPVRGTPWPTEPAAFYEPGRVDKPGRGPECEVCR

C/EBPS knock out RAW264.7 cells, clone 2

Gencmic DNA
ATGAGCGCCGOECTTTTCAGCCTGGACAGCCCOEGTGCGOEGCACACCCTGGCCCACAGAACCCGCGGCCTICTAL
GAGCCAGGCAGGCTGGACRAGCCCGECCGAGGECCCGAGTGGGGTICTGTICGCTAGGGGGOCGCTCARGCGCGRAC
CCGALT GGG OEACGECRRCGCGCOEGECTCOCTIGCTGOCGGCGCAAGTGGCGETCTGCCCGCAGACAGTGETIGA
GCTTGGCGGCOGCEGGCTCAGCCCACTCCACCCACTTCGOCGGAGCCTCCTCGAGGCAGCCCGGGGCCGAGCCTICG
CGCCOCGGCACAGTCCGAGRARRAGGEC

Protein
MSARLFSLDSPVRGTPWPTEPARFYEPGRVDKPGRGPEWGLSLGGRSSANPTGATATRRAPCCRRKWRCARROW

C/EBP5 ATAD RAW264.7 cells, clone 1 and 2

Gencomic DNA
ATGAGCGCCGOECTTTTCAGCCTGRRACAGCCOECTGCGOGGCACACCCTGGCOCACAGARACCCGLEECCTTICTIAC
GAGCOCAGGCAGECTGGACAAGCCCEECCGAGCCCCGGATICTGGGEICTGTICGCTAGGGGECCGCTCANGCGCERA
CCCRACT e CACGE R ACGCEOCGEECT L CTGCTICCCEGCGAAGT GCOECTCTGOECGCAGRACAGTGETIG
AGCTTIGGCGGOCGCGGCTCAGCCCACTCCACCCACTTCCCCGGAGCCTCCTCARAGGCAGCCCGGGGLCGAGCCTC
GCGOCCGGCACAGT CCGAGAR A A CCECGCGEECARGAGCECTCCGRACCGLGECAGCCCCEAGTACOEGCAGEG
CGCARGCECARCAACATCOECTGCTGOSCAAGACCCGCCGACARAGGCCAAGCGCCCCAACCAGGAGATGCAGCAGARG
CIGGIGGAGTIGTCGGCOGAGAACGAGAAGCTGCATCAGCGCCETGEAGCAGCTCACCCGGEACCTGRCTGECCTIC
CGGCAGTTCTTCAAARARCTGCCCAGCCCGCCTTTCCTGCCGCCCACCGGCGOCGACTGCCGGTAA

Protein
MSAARLFSLDSPVRGTPWPTEPAAFYEPGRVDKPGRGPGVGSVARGPLKREPDWGDGDAPGSLLPAQVAVCAQTVVY
SLARRAQPTPPTSPEPPRGSPCGPSIAPCTVREKGAGKRGPDRGSPEYRQRRERNNIAVRKSRDKAKRRNQEMQOK
LVELSAENEKIHQRVEQLTRDLAGIRQFFKKLPSPPFLPPTGADCR

Figure S2: Genomic DNA and protein sequence of wild type, C/EBPd knock out and C/EBP® ATAD
RAW?264.7 clones. The transactivation domain is indicated in red in the wild type sequences.
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Figure S3. Relative CEBP and NF-Y family member expression in monocytes and macrophages.
Heatmap of theexpression ratio of C/EBP and NF-Y family members in monocytes differentiated and
activated with different stimuli (data derived from GSE46903).



