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	Appendix Table S1. Summary of DamID analysis of Pr-set7 in NSCs
	
	
	

	
	
	
	
	
	

	Genotype: grh-Gal4 (II)> UAS-Dam-Pr-set7 (test) or grh-Gal4 (II)> UAS-Dam (reference).
	
	

	Replicates: 2 (namely Original and Replicate)
	
	
	
	

	Cut-off peak score: 50
	
	
	
	
	

	
	
	
	
	
	

	Top genes based on the Peak scores in both replicates
	
	
	

	Peak Score in original
	Peak Score in replicate
	Gene Name
	
	
	

	2199.47
	1510.66
	nmo
	
	
	

	1914.08
	1426.6
	dpr4
	
	
	

	1844.95
	871.2
	CR45168
	
	
	

	970.01
	1717.72
	Ggamma30A
	
	
	

	1708.6
	1128.9
	wda
	
	
	

	1527.47
	1041.54
	CG4050
	
	
	

	1435.4
	1016.17
	g
	
	
	

	1003.05
	1382.79
	MTPAP
	
	
	

	1152.42
	1347.44
	CR43821
	
	
	

	1324.2
	994.6
	CG7029
	
	
	

	1109.16
	1298.68
	CG6422
	
	
	

	1274.3
	1105.36
	NaCP60E
	
	
	

	1266.85
	983.63
	ebd1
	
	
	

	1225.08
	844.82
	galectin
	
	
	

	1181.4
	1169.46
	l(3)mbt
	
	
	

	
	
	
	
	
	

	CDKs and cyclins in DamID results
	
	
	
	
	

	Peak Score in original
	Peak Score in replicate
	Gene Name
	
	
	

	745.14
	273.11
	Cdk1
	
	
	

	162.3
	NA
	Cdk4
	
	
	

	72.54
	NA
	CycJ
	
	
	

	52.88
	52.41
	CycA
	
	
	

	662.22
	NA
	CycB
	
	
	

	457.04
	236.84
	CycH
	
	
	

	
	
	
	
	
	

	Depth of reads and mapping of samples
	 
	 
	 
	

	Control: Total number of reads is 9498884. 7268853 (76.5%) are mappable. Mappable read coverage: 12.8x. 
	

	Pr-set7: Total number of reads is 9415692. 7590484 (80.6%) are mappable. Mappable read coverage: 13.4x. 
	

	Control replicate: Total number of reads is 7475338. 6313928 (84.5%) are mappable. Mappable read coverage: 11.1x. 
	

	Pr-set7 replicate: Total number of reads is 6160064. 5143465 (83.5%) are mappable. Mappable read coverage: 9.1x. 
	

	Read length is 251bp for each sample.
	 
	 
	 
	





Appendix Table S2. GO analysis of Pr-set7 targets in DamID
	TermID
	Term
	Enrichment
	logP
	Genes 
in Term
	Target Genes 
in Term
	Fraction of Targets
in Term

	GO:0065007
	biological regulation
	1.27E-48
	-110.286
	3741
	819
	0.447052

	GO:0050789
	regulation of biological process
	6.20E-47
	-106.397
	3394
	757
	0.41321

	GO:0050794
	regulation of cellular process
	6.86E-42
	-94.7831
	3150
	701
	0.382642

	GO:0048731
	system development
	3.38E-32
	-72.4643
	2473
	555
	0.302948

	GO:0048699
	generation of neurons
	1.28E-28
	-64.2237
	945
	264
	0.144105

	GO:0007399
	nervous system development
	1.68E-28
	-63.9526
	1646
	397
	0.216703

	GO:0044763
	single-organism cellular process
	6.89E-27
	-60.2404
	4500
	863
	0.47107

	GO:0048869
	cellular developmental process
	2.92E-26
	-58.7969
	2489
	537
	0.293122

	GO:0030154
	cell differentiation
	4.19E-26
	-58.4344
	2457
	531
	0.289847

	GO:0009653
	anatomical structure morphogenesis
	4.83E-26
	-58.2931
	1863
	428
	0.233624

	GO:0044707
	single-multicellular organism process
	2.48E-25
	-56.6544
	3565
	710
	0.387555

	GO:0030182
	neuron differentiation
	3.20E-25
	-56.4001
	804
	227
	0.123908

	GO:0022008
	neurogenesis
	5.35E-25
	-55.8879
	1465
	353
	0.192686

	GO:0007275
	multicellular organism development
	6.07E-25
	-55.7606
	3196
	649
	0.354258

	GO:0048513
	animal organ development
	2.00E-24
	-54.5667
	1475
	353
	0.192686

	GO:0048666
	neuron development
	1.03E-23
	-52.9309
	700
	202
	0.110262

	GO:0048468
	cell development
	1.11E-23
	-52.8594
	1638
	380
	0.207424

	GO:0048518
	positive regulation of biological process
	2.48E-23
	-52.0511
	1196
	298
	0.162664

	GO:0048729
	tissue morphogenesis
	1.83E-22
	-50.0507
	730
	205
	0.1119

	GO:0009987
	cellular process
	6.22E-22
	-48.8292
	6890
	1193
	0.651201





Appendix Table S3. List of primers used for qPCR
	Genes
	Primer sequence (5' to 3')

	Pr-set7.1
	Forward          AAATCAAAGACCAAAAGCAA

	 
	Reverse          ATAAAGTGGCGTACTTGGAG

	Pr-set7.2
	Forward          CACAATGATGGCACACAACA

	
	Reverse          GCTCCTCATCGTCCAGTTTC 

	Cdk1
	Forward          ACGAGATTGTTACCTTGTGG

	 
	Reverse          CAAATGTCTTCGGTAGGTGT

	Ebd1
	Forward          TCAGACGCACCTACAGCATC

	 
	Reverse          ACATCCACCTCGTCATCCTC

	Arm
	Forward          GCAGGATTACAAGAAGCGGCT

	
	Reverse          CTCCAGACCCTGCATCGAATC

	CycE
	Forward          GGCATGGCCAACTATTCCTA

	
	Reverse          AATCACCTGCCAATCCAGAC

	Pan
	Forward          ACGAAGGAGATCGCGAGGATG

	
	Reverse          CTGTGGTCCGGCCTTGAAAT

	Fz2
	Forward          GGTTACGGAGTGCCAGTCAT

	
	Reverse          CACAGGAAGAACTTGAGGTCC

	Pfk
	Forward          GGATACCGCCTAGCTGTGAT

	
	Reverse          CGGCGATCTCCTTGAACTTG

	Pdxk
	Forward          GCGGGTTCTATCCATCCAGA

	
	Reverse          ACCCTCGAAAATGGTGGCTA

	CycJ
	Forward          GTGGTCTCCGATGAAGTGGT

	
	Reverse          GTGCTGGTTTTCGGTATCGT

	GAPDH1
	Forward          ATGACGAAATCAAGGCTAAG

	 
	Reverse          GAGTAACCGAACTCGTTGTC

	GAPDH2
	Forward         ATGAAATTAAGGCCAAGGTT

	
	Reverse          GAGTAGCCAAACTCGTTGTC

	Tbp1
	Forward          AAGCCCGTGCCCGTATTATG

	
	Reverse          AAGTCATCCGTGGATCGGGAC

	Rpl32
	Forward          CCAGCATACAGGCCCAAGAT

	
	Reverse          GACAATCTCCTTGCGCTTCTT
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