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Figure S1. Matings to detect genetic interactions between roX1 roX2 and candidate genes.  (A) roX1ex33roX2Δ females were mated to males heterozygous for a mutation in the gene of interest.  The survival of sons mutated for the gene of interest (bottom right) is divided by that of control brothers (bottom left) and presented in Figure 1B and C. In an otherwise wild type background, roX1ex33roX2Δ allows 20 % adult male escapers.  Females do not dosage compensate and serve as an internal control. (B) Testing for genetic interaction between G9a and roX1ex33roX2Δ.  Heterozygous G9aMB1197 roX1ex33roX2Δ/+ roX1ex33roX2Δ females were mated to G9a MB1197 roX1 roX2 males.  G9aMB1197 is marked with EGFP.  The survival of G9a MB1197 roX1ex33roX2Δ sons (EGFP-positive, right) was divided by that of EGFP-negative + roX1ex33roX2Δ sons (left).  EGFP intensity differentiates daughters that are homozygous or heterozygous for G9a MB1197.
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Figure S2. H3K9me3 is not enriched over 1.688X repeats or altered by ectopic expression of 1.6883F siRNA. Chromatin from 6-12 hr embryos was immunoprecipitated with antibody to H3K9me3. DNA was analyzed by qPCR using primers within 1.688X repeats (gray triangles) or in flanking regions.  Approximately 100 copies of 1.6881A are present between tyn and CG3038.  Primers indexed by gene and amplicon number are presented in Table S1.  No significant enrichment within repeats, or change in H3K9me3 within repeats, is observed following siRNA expression.  Standard error is derived from two biological replicates.
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	Gene
	Distance from repeat

	cin
	15 kb from 1.6881A

	opt1
	10 kb from 1.6883F

	CG43689
	10 kb from 1.6884A

	CG1387
	14 kb from 1.6887E

	IntS4
	26 kb from 1.6887F


[image: ]
[image: ]

Figure S3.  Widespread alteration in H3K9me2 around 1.688X repeats is not reflected in global H3K9me2 level. (A) Genes over 20 kb from 1.688X repeats display increased H3K9me2 following ectopic 1.6883F siRNA production. (B) Western blot of histones from control (wild type) and 1.6883F siRNA-expressing embryos does not detect a change in H3K9me2 level.  H3K9me2 levels in 6-12 h embryos were compared to a tubulin loading control.  Sample dilution was used to confirm signal linearity.  Signal intensity was determined by ImageJ software.  Standard error is derived from three biological replicates.









Figure S4
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Figure S4. Accumulation of transcripts from 1.688X repeats and surrounding regions is influenced by 1.6883F siRNA. Transcript accumulation in 6-12 h embryos (white and gray bars) and male larvae (hatched and black bars) was measured by quantitative RT-PCR. White and hatched bars are controls. Gray and black bars express 1.6883F siRNA. Expression is normalized to dmn.  Standard error is derived from two biological replicates. Significance was determined using Student’s two sample t-test, ≤0.05 (*), ≤0.001 (**) significance. Primers are presented in Table S1. 
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Figure S5. H3K9me2 deposition on 1.6883F chromatin occurs 6-12 h AEL. Chromatin from staged embryos was subjected to ChIP for H3K9me2.  X-localization of the MSL complex is first detected at 3 h AEL (after egg laying), but H3K9me2 enrichment is not apparent until 6-12 h AEL. Standard error is derived from two biological replicates.
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Figure S6. Determination of tandem repeat number in the laboratory reference strain.  The size of amplicons templated with DNA from the laboratory reference yw strain were used to estimate the number of tandem repeats in 1.6884A, 1.6883C, 1.6887E, and 1.6887F (see File S1). 




Table S1.  Pimers used in this study 
ChIP control regions 
	Gene name
	Primer name
	Sequence
	Working Conc. (nM)
	%
Efficiency

	Hsp70
	hsp70 -200F
	TGCCAG AAAGAAAACTCGAGAAA
	300
	95.6

	
	hsp70 -108R
	GACAGAGTGAGAGAGCAATAGTACAGAGA
	
	

	dmn
	Dmn P2 left
	AGATTGAGCAGAAGCAGGGA
	300
	99.8

	
	Dmn P2 right
	CAGCAGCTCCTTGTTGTTCA
	
	

	
	H3K9me2 control F2
	TCTCATGTGGGACTGAGGGAA
	300
	96.9

	
	H3K9me2 control R2
	CCGTCATCGACGGTCAAGT
	
	



ChIP at 1.6881A1
	Amplicon No. 
	Primer name
	Sequence
	Working Conc. (nM)
	%
Efficiency

	1
	1A F2 3' Tyn
	GGAATAAGCTGCGAGCCCGTAC
	150
	91.3

	
	1A R2 3' Tyn
	AATGTGGTCTCGTGTGAGTACGTAA
	
	

	2
	1A1 L ND F1
	AGTGCTCTGTGTGCATTGGT
	500
	103.2

	
	1A1 L ND R1
	GTGGCGAAGCCAGTTTTCAG
	
	

	3
	1A1 ND F1
	TCCGATTTTTGGCAAT
	500
	98.2

	
	1A1 ND R1
	AAGCGTAAATGAAGAC
	
	

	4
	1A1 R ND F1
	TGTCTTAGCCTTTAGAACTAAGTGT
	300
	103

	
	1A1 R ND R1
	CGACAAAACGCGGAATGTCTT
	
	

	5
	1A F4 G9a
	GACACGCCCACTTCAGTTACTGATG
	300
	97.4

	
	1A R4 G9a
	CGGGTCTTATTTTCCTGGCTCG
	
	



ChIP at 1.6883C 
	Amplicon No. 
	Primer name
	Sequence
	Working Conc. (nM)
	%
Efficiency

	1
	3CL F2
	TTTTTAGCTATGCCCCGCGA
	150
	93.3

	
	3CL R2
	GGCAAGCGGAAACACTGAAG
	
	

	2
	3CL F1
	CTGGCGTGAATGTAGCTCGTAA
	300
	98.2

	
	3CL R1
	GCTCCGTTTCTCTGCCGTATT
	
	

	3
	3C F1
	CCAATCCAACTGTAACCCCGA
	500
	94.8

	
	3C R1
	TTTGTAAGGGGTAACATCATGAAAA
	
	

	4
	3CR F2
	TCAAGGATGCTGCGGTTTTG
	300
	96.8

	
	3CR R2
	CACTCCAGCATGCAGGTTAAT
	
	

	5
	3CR F3
	CCAACTTGTGTGGCTAAGCTC
	300
	94.2

	
	3CR R3
	GCCGCTTTTAGTCGGATTTCA
	
	




ChIP at 1.6883F 
	Amplicon No.
	Primer name
	Sequence
	Working Conc. (nM)
	%
Efficiency

	1
	Ec F2
	GCCAGCTAACAGGCGAATTG
	300
	95.1

	
	Ec R2
	GTCACAGCGGGAACTTCTCA
	
	

	2
	Ec F3
	AGTGTTGCGACTTCAGAGCA
	300
	97.9

	
	Ec R3
	ATGTTGCTGGGCATTGGGTA
	
	

	3
	Ec F5
	TGAACCAGCGCAGATGATGA
	300
	99.1

	
	Ec R5
	TCCTTGGCGGCTCCTTATTG
	
	

	4
	RNR1 F1
	TATTTACAAACGGGGTTATCTCTATAAGG
	500
	100.5

	
	RNR1 R3
	CGTAACAAAATTTCCTATCGACCT
	300
	

	5
	3F ChIP F3
	TCGGCTCAGGCGTATAACGA
	300
	102.2

	
	3F ChIP R3
	TGAAATGAACACAGCCAAAGCA
	
	

	6
	roX1 ChIP F2
	TGCCGCCAAAGACTGATGAT
	300
	101

	
	roX1 ChIP R2
	CCTTGACGAGTCCGGACAAT
	
	




ChIP at 1.6884A 
	Amplicon No.
	Primer name
	Sequence
	Working Conc. (nM)
	%
Efficiency

	1
	4A L ND F3       
	GCCATTCCCCTCCCCAGTTA
	300
	92.5

	
	4A L ND R3       
	GCGATTGCTGTGCCATTTCA
	
	

	2
	4AL ND F’2      
	CCGCCTCTGTCGTACTTTCA
	150
	90

	
	4AL ND R’2      
	TCATTTCCTTCGGCTTGGCT
	
	

	3
	4A ND F1        
	AAGTCTCGTAGGACGCAGGA
	150
	96.9

	
	4A ND R1       
	GTACCTCGCACTTGCTGACT
	
	

	4
	4A R ND F2        
	CATTTGTCTGCTGCGTGAGC
	300
	101.6

	
	4A R ND R2        
	TGCTGCGTCTTGACTTTCGT
	
	

	5
	4A R ND F4       
	CATTGAAGCGGTTGCGGATT
	150
	98.7

	
	4A R ND R4       
	TGGGGTTATTTTCGGAGGGC
	
	



ChIP at 1.6887E
	Amplicon No.
	Primer name
	Sequence
	Working Conc. (nM)
	%
Efficiency

	1
	7E L ND F4
	AGATGTGGTCAAACACTGCG
	300
	104.3

	
	7E L ND R4
	AAACCGAAACCGAGAACCAGA
	
	

	2
	7E L ND F2
	TAGCCTGACACAAGCAAGGG
	150
	102.9

	
	7E L ND R2
	GCCCGTAATGAAGTCAACCAG
	
	

	3
	7E ND F1
	CTAAAAATGGCCACACAACCA
	150
	99.3

	
	7E ND R1
	GTCCTTCCAAAAGTGATAGGGATG
	
	

	4
	7E R ND F1
	ACGCGGCCTTTTCATCATTT
	300
	90.3

	
	7E R ND R1
	GCCCCCTTACTCTGGCATCT
	
	

	5
	7E R ND F3
	GGAAAGCCCAACCAGAATGC
	300
	102.4

	
	7E R ND R3
	GCATCGAGCGACCCAAGTTA
	
	





ChIP at 1.6887F
	Amplicon No.
	Primer name
	Sequence
	Working Conc. (nM)
	%
Efficiency

	1
	7F L ND F3       
	CCACTTGGGCTTCAATCGTA
	150
	101

	
	7F L ND R3        
	GCTTGGGGAATACGAGGCA
	
	

	2
	7F L ND F2        
	TCTGGTCCTTCGCTGCATTT
	150
	102.5

	
	7F L ND R2        
	GCGACGATATTTGCCTTGGG
	
	

	3
	7F ND F2        
	ATCGCCCACCAAGAATCACC
	150
	101.8

	
	7F ND R2        
	TCTTCTTCTCGTGCCTTTGCT
	
	

	4
	7F R ND F2        
	ATGCAGGTCGCATTGAGGAA
	150
	107

	
	7F R ND R2       
	CAATGGTCACCCACCCAAGT
	
	

	5
	7F R ND F4       
	CGACGTTGGCAGAATAGCAA
	300
	94.7

	
	7F R ND R4       
	CCAAAGGAAAAGCGCACACA
	
	



ChIP at a distance from repeats
	Gene name
	Primer name 
	Sequence
	Working Conc. (nM)
	%
Efficiency

	cin
	Cin F2
	CTGGTAGCGAAAAGGCCGTA
	150
	101.8

	
	Cin R2
	CCTCAGCATGTGTTTTCCGC
	
	

	opt1 (yin)
	Yin F
	GGTGATTGCCGAATTCAAGT
	300
	110.1

	
	Yin R
	ACTAGCATAAGGCTGGCGAA
	
	

	CG43689
	CG43689 F1
	CCCCACAGGTGAGTCATTCC
	300
	102.1

	
	CG43689 R1
	TGCGGGCTCGTAATAATGCT
	
	

	CG1387
	CG1387 F1
	ACGCTCCATGTCCTTTACGG 
	300
	95.7

	
	CG1387 R1
	CGTTTCGCTTTGCTTTTGCG 
	
	

	IntS4
	IntS4 F1
	CACACAGCGGCGTATTTTGT
	300
	94.9

	
	IntS4 R1
	TGCCCATGAAAGAGTCGGTC
	
	




ChIP at 2L integration site 
	Amplicon No.
	Primer name
	Sequence
	Working 
Conc. (nM)
	%
Efficiency

	1
	SJTG-5kbL flanking F1
	AGTTCATCGCCGGATCACTG
	150
	97.7

	
	SJTG-5kbL flanking R1
	AAAGCGGAGCAGATGGACTT
	
	

	2
	SJTG-L flanking F1
	TCGACTTTGCTCAACACACAA
	500
	97.3

	
	SJTG-L flanking R1
	ACCCGCATTTCCATTTTGCG
	
	

	3
	1.6883F insertion
	roX1 HincIIR
	CTCAATAGCATAAAAAATAGTTGACC
	300
	91.3

	
	
	Sat_LoxP_R
	CGACCGTTGCGGCCTTCGTATAGCAT
	
	

	3
	roX1 insertion
	roX1R_706
	TCATATCCACTAGCATAAGGCTGGCG
	300
	103.4

	
	
	roX1_LoxP_F
	ATCGGTCGGCGGCTTCGTATAATGTA
	
	

	4
	SJTG-R flanking F1
	TACAGTAAGCCACCACCGAT
	300
	97.6

	
	SJTG-Rflanking R1
	GCGGCAGTCTGTTATCTCTGT
	500
	

	5
	SJTG-5kbR flanking F2
	GTCTGTAGCAGCAAGCGGTA
	150
	94.2

	
	SJTG-5kbR flanking R2
	ATCCTGTTGACTGACTGCCG
	
	


       
Quantitative RT-PCR primers

Genes on 2L and normalizer
	Gene name
	Primer name
	Sequence
	Working Conc. (nM)
	%
Efficiency

	CG33128
	J1_F2
	AACCGACCAGAACCTCATCG
	150
	98.4

	
	J1_R2
	TCACGGTTCCATTCCAGGTG
	
	

	haf
	Hap F2
	AGCTGAACCTGCTGGATTT
	300
	95.6

	
	Hap R2
	AGGGTGGACAGCTTTGTTAG
	
	

	RFeSP
	J2_F3
	AAATGATGAACGCCGTGTCG
	300
	89.2

	
	J2_R3
	GCAGAGCCTTACCCATCGAG
	
	

	Eno
	J3_F1
	ATGTCTTGGACCGCTTCAGT
	150
	102.1

	
	J3_R1
	GCCCTTTCGATTGGGGTGA
	
	

	CG31778
	J10_F2
	AACCATTCACTGCAGAGGCG
	150
	95.7

	
	J10_R2
	CCGAAGTCATTGCCCTCAGAA
	
	

	Rpl37A
	J8_F1
	GAGCGCCAAATGGTGACAAA
	500
	108.6

	
	J8_R1
	CAGGACCAGATGCCCACAAC
	
	

	dmn
	Dmn_F
	GACAAGTTGAGCCGCCTTAC
	300
	98.5

	
	Dmn_R
	CTTGGTGCTTAGATGACGCA
	
	


       















File S1. Estimating tandem repeat copy number in the laboratory reference strain. 
To determine the number of tandem repeats at various cytological positions in the laboratory reference (yw) strain, we performed PCR using primers flanking each repeat cluster.  The length of the amplicon attributable to repeats was divided by 359 to obtain the copy number.  Prior studies have shown that the copy number of 1.6883F repeats in the laboratory reference strain is 3.5 (Menon et al., 2014). The 1.6884A, 1.6883C, 1.6887E, and 1.6887F repeat clusters span 850 bp, 1200 bp, 900 bp, and 500 bp, respectively, bringing their copy numbers to 2.5, 3.5, 2.5, and 1.5 (Figure S6, Table 1). As the 1.6881A repeats have a copy number of ~100, it was not possible to use this method to determine 1.6881A repeat length or copy number in the laboratory reference strain. 



File S2. Selection criteria for Ago2-interacting proteins
Four criteria were used to rank Ago2-interactors in the Biological General Repository for Interaction Datasets (BioGRID) version 3.4.144, a manually curated database containing high-probability protein interactions (Stark et al., 2006), or identified by the Easy Networks (esyN) search engine (Bean et al., 2014).   As BioGRID represents a subset of esyN interactions, all BioGRID interactions in Table S2 are also present in esyN.  The Curation Score in Table S2 is the sum of four criteria.  The method of detection was scored 0 if high throughput, and 1 if low throughput or experimentally validated.  Additional criteria are:  a known role in RNA interference; chromatin modification; and chromatin association.  Proteins received a score of 1 for each criterion satisfied and 0 if unsatisfied.  Most proteins with a score of 2 or more were tested for genetic interaction with roX1 roX2.  Phosphatidylinositol glycan anchor biosynthesis class S (PIG-S, curation score 1) was also tested.  No genes with a score ≤ 2 displayed a genetic interaction with roX1 roX2, but several with scores of 3 or 4 enhanced the lethality of roX1 roX2 males, suggesting a role in dosage compensation (Table S2, Figure 2).


Table S2. Ago2-interactors ranked by manual curation.  

	Protein
	Symbol
	EsyN ID
	Database
	Curation score
	roX1 roX2 interaction

	Dicer-1
	Dcr1
	FBgn0039016
	BioGRID
	4
	Yes

	Dicer-2
	Dcr2
	FBgn0034246
	esyN
	4
	Yes

	Elongator complex protein 1
	Elp1
	FBgn0037926
	esyN
	4
	Yes

	Fragile X mental retardation
	Fmr1
	FBgn0028734
	BioGRID
	4
	Yes

	r2d2
	r2d2
	FBgn0031951
	esyN
	4
	No

	Rm62
	Rm62
	FBgn0003261
	BioGRID
	4
	Yes

	Small ribonucleoprotein particle protein 1
	SmD1
	FBgn0261933
	esyN
	4
	No

	TBP-associated factor 11
	Taf11
	FBgn0011291
	esyN
	4
	No

	vasa intronic gene
	vig
	FBgn0024183
	esyN
	4
	Yes

	barren
	barr
	FBgn0014127
	esyN
	3
	Yes

	belle
	bel
	FBgn0263231
	esyN
	3
	No

	CTCF
	CTCF
	FBgn0035769
	esyN
	3
	No (tested previously)

	smaug
	smg
	FBgn0016070
	esyN
	3
	Yes

	forkhead box, sub-group O
	foxo
	FBgn0038197
	esyN
	2
	No

	p53
	p53
	FBgn0039044
	BioGRID
	2
	No

	I-kappaB kinase β
	IKKβ
	FBgn0024222
	BioGRID
	2
	-

	CG9302
	CG9302
	FBgn0032514
	BioGRID
	2
	-

	Phosphatidylinositol glycan anchor biosynthesis class S
	PIG-S
	FBgn0265190
	BioGRID
	1
	No

	Centrosomal protein 190kD
	Cp190
	FBgn0000283
	esyN
	1
	-

	DNA fragmentation factor-related protein 2
	Drep2
	FBgn0028408
	esyN
	1
	-

	gigas
	gig
	FBgn0005198
	esyN
	1
	-

	Negative elongation factor E
	Nelf-E
	FBgn0017430
	esyN
	1
	-

	Phosphatase and tensin homolog
	Pten
	FBgn0026379
	esyN
	1
	-

	Phosphoinositide-dependent kinase 1
	Pdk1
	FBgn0020386
	esyN
	1
	-

	Proteasome α7 subunit
	Prosα7
	FBgn0023175
	esyN
	1
	-

	pumilio
	pum
	FBgn0003165
	esyN
	1
	-

	Purine-rich binding protein-α
	Pur-α
	FBgn0022361
	esyN
	1
	-

	rapamycin-insensitive companion of Tor
	rictor
	FBgn0031006
	esyN
	1
	-

	Ras homolog enriched in brain
	Rheb
	FBgn0041191
	esyN
	1
	-

	Ribosomal protein S6 kinase II
	S6kII
	FBgn0262866
	esyN
	1
	-

	RNA polymerase II 215kD subunit
	RpII215
	FBgn0003277
	esyN
	1
	-

	Tsc1
	Tsc1
	FBgn0026317
	esyN
	1
	-

	Tudor staphylococcal nuclease
	Tudor-SN
	FBgn0035121
	esyN
	1
	-

	Ubiquitin-conjugating enzyme variant 1A
	Uev1A
	FBgn0035601
	esyN
	1
	-


References
Bean, D.M., Heimbach, J., Ficorella, L., Micklem, G., Oliver, S.G., and Favrin, G. (2014). esyN: Network Building, Sharing and Publishing. PloS one 9, e106035.
Menon, D.U., Coarfa, C., Xiao, W., Gunaratne, P.H., and Meller, V.H. (2014). siRNAs from an X-linked satellite repeat promote X-chromosome recognition in Drosophila melanogaster. Proceedings of the National Academy of Sciences of the United States of America 111, 16460-16465.
Stark, C., Breitkreutz, B.J., Reguly, T., Boucher, L., Breitkreutz, A., and Tyers, M. (2006). BioGRID: a general repository for interaction datasets. Nucleic acids research 34, D535-539.

15

image4.png
ion1.pdf - Adobe Acrobat Reader DC
File Edit View Window Help
Home Tools UpSET H3K9me2.pdf OCM Lim and Kelle... Meller, Joshi&Desh... Presentationt.pdf X

® 8 Q O® 2+ N B O® = HBET O~
1kb 1kb

ec 1.688% roX1 1.6884A

pss ¥ <K

4 8 3 5

% Input
o
N

% Input
o
N

0.1 0.1

0.0 0.0
5

750x1000in <

O Type here to search





image5.png
ion1.pdf - Adobe Acrobat Reader DC
File Edit View Window Help

Home Tools UpSET H3K9me2.pdf OCM Lim and Kelle...

Meller, Joshi&Desh...

® 8 QI O® 2+ MO OO [=n -

Kb Nrg

1.6887E

Presentationl.pdf X

RREAT 2
1kb

1.6887F

0.0 3 5

750x1000in <

O Type here to search

3 5

=/





image6.png
" Presentation1.pdf - Adobe Acrobat Reader DC.

Home Tools UpSET H3K9me2.pdf OCM Lim and Kelle. Meller, JoshiBiDesh. PresentationTpdf X @ signin

® 8 Q @ e MO = - RBRBEAT O L

B

Wildtype  1.688% siRNA
1 repeat — Y
1:41:2 1 14 1:2 1

6881A H3K9mMe2 |« s o -

Tubulin - o . - -

.6883F
.6884A
.6887E

RRR7F

750x1000in <

O Type here to search





image7.png
" Presentation1.pdf - Adobe Acrobat Reader DC

Home Tools UpSET H3K9me2.pdf OCM Lim and Kelle. Meller, Joshi&Desh. Presentationt.pdf X

® 8 Q @ e MO = - RBRBEAT O L

.6887E
100

.6887F

80

60

'SIRNA 40

20

I WT 1.688%F
<
»

750x1000in <

Relative Density

O Type here to search B suefiou inbox-ni..  [F [ Microsoft.. G Mss9Sup... G EndNote

7 Prsenas

X

@ signin





image8.png
o
X

" Presentation1.pdf - Adobe Acrobat Reader DC

Home Tools UpSET H3K9me2.pdf OCM Lim and Kelle. Meller, JoshiBiDesh. PresentationTpdf X @ signin

® 8 Q @ e MO = - RBRBEAT O L

WT
l 1.688% siRNA

o
~
Relative Densi

% Input
o
N

—

=
Q
(@]

CG1387
IntS4

o
9]
©
%)
<
Q
&)

750x1000in <

O Type here to search B suefiou ibox-ni.. [ () Microsot. MsS9Sup.. Y EndNote





image9.png
Tkb

Tkb

10kb

kirre

rox1

1.688%F

1.688% ec

CG3038 GY9a

1.68814

tyn

98

Loy

W=

v

0
0
0
0

5 5
. .
- -
- o

b s me Labtao
228Nz 238398
. o
“ “
- -
N N

e oTao o & W o

Jduosueneageies  aduosuesy saeled

sofiquz sente] ofep




image10.png
Tkb

Nrg

Tkb

Tkb

24

1.6887F

1.6887¢

1.688%

e ©
o .
[ N
-
" ’ °
i .
e i B
-
® 6 vuo %o vao
o
«
el
N
I
covuo &
5323 2
o
«
o
N
Loeovue Coewuo
22832 2285323

jduosues3 oAnelal
soAiquig

jduosues3 oAnell
sente|alely





image11.png
" Presentation!.pdf - Adobe Acrobat Reader DC - X
File Edit View Window Help

Home Tools Joshi and Meller.pdf PNAS-2014-Meno. Presentationl.pdf X @ signin

® 8 Q @ s R W O® v R BET O 2

Figure S5
kb
ec 1.688%F rox1
/ 1
12 6
N 03 AEL (h) ‘
15-3
302 W3-4
£ W4-6
s ol m6-12

00 I A __ =

H O Type here to search




image12.jpeg
B |




image1.png
" Presentation1.pdf - Adobe Acrobat Reader DC.
Fie Edit View Window Help

Home Tools Joshi and Meller.pdf

® 8 Q ©® 1
A

roX1ex33roX2A
roX1ex33ro X2A

Q roX 19X33roX2A o+

4

d roX1e35roX2A  +
Y T+

Control

750x1000in <
O Type here to search

Presentationl.pdf X

r DO [x=- RBET O L

- X

@ signin

++ mut:
Y’ +

roX1ex33roX2A mut -
++ C o

ot roX1ex35roX2A mut -
Y T+

Reduced level
of candidate
protein

-





image2.png
" Presentation1.pdf - Adobe Acrobat Reader DC
Fie Edit View Window Help

Home  Tools Presentationt.pdf X

® B Q @ s OO

Q G9alMB1197ro X 12x33ro X2/
+ roX1%%3roX24A

Q G9aMB1197ro X 1ex33r0 X2A
+ roX1ex3roX2A

O?I + roX1e33r0X2A
Y

Control

750x1000in <

O Type here to search

X

J

2 - R BRBEAT O

O?I G9aMB1197ro X 18x33r0 X2

Y

G9aMB1197ro X 163310 X 24
G9aMB1197ro X 1ex33ro X2A

O" G9aMB1197ro X 1ex33ro X2/
Y

Reduced G9a

X

@ signin





image3.png
" Presentation1.pdf - Adobe Acrobat Reader DC.
Home Tools UpSET H3K9me2.pdf ‘OCM Lim and Kelle... Meller, Joshi&Desh... Presentation1.pdf %

® 8 Q| ®O® 21+ M HDO® ™= - RBRET ©L

~ 10kb 1kb

tyn 1688~ CG3038G9a kire 1 gggac

04 0.4

0.0 0.0

750x1000in <
O Type here to search T W suppfiou

Cl o
& EndNote

R Peen

@ signin





