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the ATAD2B bromodomain
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Supplementary Figure 1. Characterization of the ATAD2/B bromodomain binding
curves for the dCypher assay. (A) The GST-tagged ATAD2 bromodomain (residues
981-1108) and (B) ATAD2B bromodomain (residues 953-1085) were titrated to control
biotinylated histone peptides and binding curves determined on AlphaScreen® platform
(i.e. dCypher® Phase A: see Methods). X-axes are log(protein concentration (M)) at
constant peptide concentration (100 nM); Y-axes are AlphaScreen counts, representing
relative strength of binding (n = 2; error bars are S.D.).

ATAD2 ATAD2B
2 500000+ 2 1500000
3 4000001 3 12500001
© i i © 1000000
< 300000+ O Optlma% I?rfglrr]\’\ngange -
® [Optimall: 4 Mt & 7500007 . [] Optimal Probing Range
G 200000 - Hd4 (1-23) 5 [Optimal]: 0.5 nM A
500000

< -=- H4K12ac (1-23) E o H4 (1-23)
5100 S 2500001 = H4K5,8,12,16ac (1-23)
< " < ;

0 ; - ) 0 ; : - )

-0 -9 -8 7 -1 10 9 8 7

Log [ATAD2], M Log [ATAD2B], M



Supplementary Figure 2. ITC measurements of the interaction between acetylated
histone ligands and the ATAD2B bromodomain. (A-S) Exothermic ITC enthalpy plots
for the binding of the ATAD2B bromodomain to unmodified, mono- and di-acetylated
histone ligands, as well as the ATAD2 bromodomain inhibitor compound 38. The
calculated binding constants are indicated.
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Supplementary Figure 3. Interaction of the ATAD2B bromodomain with acetylated
histone ligands. (A) Superimposed 'H-'>N HSQC spectra of the ATAD2B
bromodomain, collected during titrating in the indicated histone peptides. The spectra are
color-coded according to the protein/peptide ratio. (B) 2D 'H-'>N HSQC spectra of ’N-
labelled ATAD2B bromodomain with the complete HSQC assignments labeled.
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Supplementary Figure 4. ATAD2 and ATAD2B gene structures and splicing patterns.
(A) Sashimi plots of splice junctions between ATAD2 and ATAD2B are shown. The
number of reads spanning each junction is indicated by the size of the sashimi plot curve,
and the number of reads spanning novel junctions is indicated by red sashimi plot curves.
Coverage plots for total mapped reads are shown (total exon coverages are shown on the
y-axis). (B) RT-PCR Analysis of ATAD2 and ATAD2B exon 21-22 splicing patterns.
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Supplementary Figure 5. ITC measurements of the interaction between acetylated
histone ligands and mutant ATAD2B bromodomain proteins. (A-O) Exothermic ITC
enthalpy plots for the binding of mutant ATAD2B bromodomain proteins to histone
peptide ligands that are unmodified, mono- or di-acetylated. The calculated binding
constants are indicated.
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Supplementary Figure 6. Analysis of ATAD2B splice isoform expression from
RNAseq data. (A) Scatterplot comparing the normalized counts of reads that map to
ATAD2B (x-axis) and ATAD2Bsnort (y-axis) isoforms across human breast cancer
datasets from CCLE. Each dataset is colored by the breast cancer molecular subtype, the
dashed line represents a 50:50 ratio of each isoform and the names of 4 cell lines with the
highest expression of ATAD2Bgnortare labeled. (B) A plot showing the ranked expression
of ATAD2B: ATAD2Bshort across human breast cancer cell lines. (C) A box plot of the
ATAD2B: ATD2Bshort ratios across human breast cancer molecular subtypes.
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Supplementary Figure 7. Sequence alignment of the ATAD2 and ATAD2B
bromodomains. Sequence alignment of the ATAD2 and ATAD2B bromodomain
proteins corresponding to the amino acids in our ATAD2B bromodomain structure
(residues 953-1085). Residues colored magenta are involved in hydrogen bonding to
compound 38 for the ATAD2B bromodomain, and compound 42 for the ATAD2
bromodomain. Residues colored green are hydrophobic contacts. Residues that were
mutated in this study are marked with a red vertical line. Sequence alignment was
performed using the T-Coffee software !.

962 972 982 992
ATAD2B 953 EDQEENTLRELRLFLRDVTKRLATDKRFNiFSKPVDIEEVSDiLEVI 999
ATAD2 979 EEQEEDTFRELRIFLRNVTHRLAIDKRFRVFTKPVDPDEVPDEVTVI 1025
Kokkkghghkhhghhkhghkghhkk *hkkk _ ghghkkk k% *kg *%
1909 1919 1Q29 | 939
ATAD2B 1000 KEPMDLSTVITKIDKHNYLTAKDFLKDIDLICSNALEziﬁDKIPGIK 1046
ATAD2 1026 KQPMDLSSVISKIDLHKYLTVKDYLRDIDLICSNALEY¥NPDRDPGBR 1072
kogkkkhkkghkghhk Khokkk Khkgkokhhhhhhhhhhhhhhkghhhkg
1956 1966 1076
ATAD2B 1047 IIRHIACTLKDTAHAIIAAELDPEFNKLCEEIKEARIKR 1085
ATAD2 1073 LIRHRACALRDTAYAIIKEELDEDFEQLCEEIQESRKKR 1111

skkkhkhkk gk ghhkkghhk khkk shesekkkhkkgkok k%

1. Notredame, C., Higgins, D.G. & Heringa, J. T-Coffee: A novel method for fast
and accurate multiple sequence alignment. J Mol Biol 302, 205-17 (2000).



Data-File C:\DATA\DCAUGLOA\1FA-0301.D H2AKS5ac (1-12) HPLC report
Sample Name: KG #1

Acg. Operator : dc Seqg. Line : 3
Acqg. Instrument : Instrument 1 Location : P1-F-01
Injection Date : 8/10/2015 12:16:58 PM Inj : 1 .
Inj Volume : 5 pl NH,-SGRGK(Ac)QGGKARA-amide
Different Inj Volume from Sequence ! Actual Inj Volume : 2 nul
Acg. Method : C:\Chem32\1\METHODS\DC1M.m H2A(1-12)K5ac, purity>98%
Last changed : 8/10/2015 12:14:10 PM by dc
Analysis Method : C:\Chem32\1\METHODS\DC1M.m . [ -
AlysLs P Ce) \IAMETE 8-19-15 HW =119
Last changed : 8/10/2015 12:37:50 PM by dc
DAD1 C, Sig=210,8 Ref=360,100 (DCAUG10A\1FA-0301.D)
mAU 1
700
1 o
600 i
500 -
400
300
200—5
1oo—i 3
L N D
1 w
0
-100
T T T T 1 T T T ‘r T T T r T T T I T T L | T T T | T 1§ T I T
0 2 4 6 8 10 12 14 min
Area Percent Report
Sorted By : Signal
Multiplier : 1.0000
Dilution : 1.0000

Use Multiplier & Dilution Factor with ISTDs

Signal 1: DAD1 C, Sig=210,8 Ref=360,100

Peak RetTime Type Width Area Height Area
# [min] [min] [mAU*s] [mAU] %

1 5.998 BB 0.1060 68.84024 9.55910 1.4777
2 9.312 VvV 0.1266 4589.64307 543.08765 98.5223

Instrument 1 8/10/2015 12:48:58 PM dc Page 1 of 2



% Intensity

#1

H2AKS5ac (1-12) MS report

Voyager Spec #1[BP = 1213.8, 17671}

1213.7391

HW 4214

o, (1.sE+4
90
80+
70
60-
50
40 639.4430
£83.4661 1215.7367
304 727 4966
551576b 1997.2179
771.5349 12377161
20
815.5656 1251.6974
10+ 655,41F7 859.5866 117B.5166
1 l 9415984 L
olll.llixju. . | , 5
499.0 899.4 1299.8 1700.2 2100.6 2501.0

Mass (m/z)
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Data File C:\CHEM32\1\DATA\DCMAY31\024-0501.D

Sample Name: H 4 PURE H4 unmodified (4-17) HPLC report
Acg. Operator : dc Seq. Line : 5
Acg. Instrument : Instrument 1 Location : Vial 24
Injection Date : 5/31/2011 2:33:34 PM Inj : 1
Inj Volume : 6 ul
Acg. Method : C:\Chem32\1\METHODS\DC1M.M
Last changed : 5/31/72011 2:31:11 PM by dc
Analysis Method : C:\Chem32\1\METHODS\30MINWASH50C.M
Last changed : 5/31/2011 3:25:44 PM by wh B B B

DAD1 C, Sig=210,8 Ref=360,100 (DCMAY311024-0501.D)

mAU
HW=4A27 O
NH,-GKGGKGLGKGGAKR-amide
800 { 05-08-11 H4(4-17) purity>98%

|

600 -

10.593

0 2 e 4 & 8 . 12 oo 14 min

Sorted By : Signal
Multiplier : 1.0000
Dilution : 1.0000

Use Multiplier & Dilution Factor with ISTDs

Signal 1: DAD1l C, Sig=210,8 Ref=360,100

Peak RetTime Type Width Area Height Area
# [min] [min] [mAU*s] [mAU] %

1 10.593 BV 0.1955 8200.18457 607.34192 98.6267
2 11.228 VB 0.1292 114.17900 12.19384 1.3733

Totals : 8314.36357 619.53576

**%* End of Report ***

Instrument 1 5/31/2011 3:25:52 PM wh Page 1‘H of 1



H4 unmodified (4-17) MS report

Display Report - Selected Window Selected Analysis

Analysis Name: 024-0501.D Instrument: LC-MSD-Trap-SL Print Date: 5/31/2011 3:26:41 PM
Method: DCIM.M Operator: Hodges Acq. Date: 5/31/2011 2:33:56 PM
Sample Name: H4 PURE

Analysis Info:

Intens. +MS, 10.8min #499

v

1269.9

635.8

4237 1
Lo ISR ¥ TN ! R e I T T O

200 400 600 800 1000 | 1200 1400 1600 1800 2000 i

MSD Trap Report v 4 (Let-Opt2) Page 1of1 - Agilent Technologies
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H4K5ac (1-15) HPLC report

Sample Name:H4K5ac (1-15)
Sample ID :U2819EJ240-1
Time Processed: 19:48:19

Month-Day-Year Processed :10/30/2019

Pump A : 0.065% trifluoroacetic in 100% water (v/v)
Pump B : 0.05% trifluoroacetic in 100% acetonitrile (v/v)

Total Flow:1 ml/min

Wavelength:220 nm
<<LC Time Program>>
Time Module Command Value
0.01 Pumps Pump A B.Conc 5
25.00 Pumps Pump A B.Conc 65
25.01 Pumps Pump A B.Conc 95
31.00 Pumps Pump A B.Conc 95
31.01 Pumps Pump A B.Conc 5
40.00 Pumps Pump A B.Conc S
40.01 Controller Stop
<<Column Performance>>
<Detector A>
Column : AlltimaTM C18 4.6 x 250 mm
Equipment:ZJ19010324
<Chromatogram>
mV
3 1 Detector A Channel 1 220nm
] i
1 000—_ b
750
500-] IR
] o e
] I
250—_ § :(é §
] e =
] 25 P
0
| S s A A L L
0 5 10 15 20 25
min
<Peak Table>
Detector A Channel 1 220nm )
Peak# Ret. Time Area Height Area%
1 12.229 11546 1144 0.097
2 12.605 33865 3648 0.286
3 12.959 11807221 1149152 99.563
4 13.361 2802 621 0.024
5 13.578 1550 289 0.013
6 18.807 2072 383 0.017
Total 11859057 1155237 100.000
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H4K5ac (1-15) MS report

Mass Spectrum
Positive
Intensity
10 E 443.5
NE
E [M+3H]3+
80+
704
60
13329
50+
3 [M-+2H]2+
40
E 664.6
304
20
10-
E 536.3 06285 .
I
""lu"'l'll"”‘““{'*" R B "["I'"'I'"'I""I'l"'l""l""I""I""I""l"
400 500 600 700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900
m/z
Sample Information Interface :ESI Equipment : GK11010007
Acquired by : Gary Nebulizing Gas Flow :1.5L/min Interface Bias (5 KV
Month-Day Processed : 10/29/19 CDL Temp 1250 Drying Gas Flow :5 L/min
Time Processed : 03:13:01 PM Block Temp 200 T.Flow :0.2 m/min
Injection Volume : 03 B.conc :50%H20/50%MeOH
Sample Name : H4KS5ac (1-15)
Sample ID : U2819EJ240-1
Theoretical MW : 1327.49
Observed MW : 1327.5
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H4K5ac (1-10) HPLC report

Sample Name: H4K5ac(1-10)
Sample ID: U3559EH260-1

Time Processed : 8:43:45
Month-Day-Year Processed : 09/08/201 9

Pump A : 0.065% trifluoroacetic in 100%, water (v/v)
Pump B : 0.05% trifluoroacetic in 100% acetonitrile (v/v)
Total Flow:1 ml/min

Wavelength:220 nm

<<LC Time Program>>
Time Module Command Value
0.01 Pumps Pump A B.Conc 5
25.00 Pumps Pump A B.Conc 65
25.01 Pumps Pump A B.Conc 95
31.00 Pumps Pump A B.Conc 95
31.01 Pumps Pump A B.Conc s
40.00 Pumps Pump A B.Conc 5
40.01 Controller Stop

<<Column Performance>>

<Detector A>

Column :Inertsil ODS-3 4.6 x 250 mm

Equipment:GK 12010012

<Chromatogram>
mV
1Detector A Channel 1 220nm|

L ,,,,,BPEF,'D?,,
[ 8.923

%66 | s040 |
8098036 1075473

_100.000




Positive
Intensity
100

90
80-
70
60
50
40-
30
20

10

200

Sample Information

Interface
Acquired by : Gary

Month-Day Processed : 09/07/19 CDL Temp
Time Processed : 18:01:00 Block Temp
Injection Volume : 0.3

Sample Name :
Sample ID :
Theoretical MW :
Observed MW :

H4K5ac (1-10) MS report

Mass Spectrum
S0 as
[M+3H]3+ [M+2H]2+
264.7
957.5
528.3
659.3 827.4 1014.9

300 400 500 600 700 800 900 1000 1100

H4K5ac(1-10)
U3559EH260-1
957.09
957.0

Nebulizing Gas Flow :1.5L/min

1500 1600 1700 1800 1900

m/z
Equipment : GK11010007
Interface Bias cH4.5kV
Drying Gas Flow :5 L/min
T.Flow :0.2 ml/min
B.conc :50%H20/50%MeOH

16



Data-Elle C:\CHEM32\1\DATA\PK110509\014-0901.D

le N : RE
Sample Name: K5Ac PU H4K5ac (4-17) HPLC report
Acg. Operator : PK Seqg. Line : 9
Acg. Instrument : Instrument 1 Location : Vial 14
Injection Date : 5/9/2011 8:21:23 PM Inj : 1

Inj Volume : 6 ul

Acg. Method : C:\Chem32\1\METHODS\DC1IM.M .
Last changed . 5/9/2011 8:17:46 PM by PK NH,-GKGGKGLGKGGAKR-amide
Analysis Method : C:\Chem32\1\METHODS\PKLCMS 30_5¢ (05-08-11 H4(4- 17)K5Ac punty>96%
Last changed : 5/10/2011 11:01:09 AM by PK

DAD1 C, Slg 210,8 Ref=360,100 (PK1 10509\014-0901. D)
mAU

Hiv= 1312

700 -

600 -

I ———— e

[ S
=

12747
$13.166

. ‘ . . , : . ;
0 .25 S 79 10 . 22918 7S5 min

Sorted By : Signal
Multiplier : 1.0000
Dilution : 1.0000
Use Multiplier & Dllutlon Factor with ISTDs

Signal 1: DADl C, Sig=210,8 Ref=360,100

Peak RetTime Type Width Area Height Area
# [min] [min] [mAU*s] [mAU] %

| |
1 12.267 BV 0.2150 9823.40332 730.18726 96.5417
2 12.747 vV 0.1602 243.93573 24.08254 2.3973
3 13.166 BB 0.0935 107.95815 17.60341 1.0610

Totals : 1.01753e4 771.87321

*** End of Report ***

nstrument 1 5/10/2011 11:08:28 AM PK Page 17i of 1



H4K5ac (4-17) MS report

Display Report - Selected Window Selected Analysis

Analysis Name: 014-0901.D Instrument: LC-MSD-Trap-SL Print Date: 5/10/2011 11:12:41 AM
Method: DCIM.M Operator: Hodges Acq. Date: 5/9/2011 8:21:14 PM
Sample Name: KS5Ac PURE

Analysis Info:

Intensé.- +MS, 12.4min #569
x10 i a1 i &
| M =13f2_
1311.9
5..
4-
656.6
3-
13
2._
1 .
: 11836 1 13096
0 __L-L_L_.._'L....l. ___________ b e I G o2 t ________________________________________
600 ' 800 1000 1200 1400 1600 miz
MSD Trap Report v 4 (Let-Opt2) Page 1of1 i Agilent Technologies
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H4KS8ac (1-10) HPLC report

Data File C:\CHEM32\1\DATA\DC05212017\1EE-1801.D

ggmgig_Name: 67

Acqg. Operator
Acqg. Instrument
Injection Date

Acqg. Method
Last changed
Analysis Method
Last changed

dc
Instrument 1
5/21/2017 2:51:19 PM

C:\Chem32\1\METHODS\DC2M.m
5/21/2017 2:49:24 PM by dc
C:\Chem32\1\METHODS\DC2M.m
5/21/2017 5:42:40 PM by dc

Seqg. Line : 18
Location : P1-E-05
Inj : 1

Inj Volume : 3 pul

NH2-SGRGKGGK(Ac)GL-amide

DAD1 C, Sig=210,8 Ref=360,100 (DC05212017\1EE-1801.D) H4(1-10)K8ac purity>98% -
mAU |
5-23-2017 MW 958
400 —
(321
1 e
1 [t}
300
200
100 +
; 0 S L A NN NN A/ RV ad ’/\nf/\‘\/w“ TN T a
‘ i
E
E -100 : . w : ' ' w ' ! ‘ ‘
L 0 2 4 6 8 min
Area Percent Report
Sorted By Signal
Multiplier 1.0000
Dilution : 1.0000
Use Multiplier & Dilution Factor with ISTDs
Signal 1: DAD1 C, Sig=210,8 Ref=360,100
Peak RetTime Type Width Area Height Area
# [min] [min] [mAU*s] [mAU] %
1 5.133 VV 0.1447 3891.93311 347.34039 100.0000
Totals 3891.93311 347.34039
*** End of Report ***
Instrument 1 5/21/2017 5:45:28 PM dc Page 1 of 1
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H4K8ac (1-10) MS report

Display Report - Selected Window Selected Analysis

Analysis Name:
DC2M.M

Method:

Sample Name: 67
Analysis Info:

1EE-1801.D

Hodges

Instrument: LC-MSD-Trap-XCT
Operator:

Print Date: 5/21/2017 5:45:54 PM
Acq. Date: 5/21/2017 2:51:17 PM

Intens.
x107]

2.0+

1.5

1.0

0.5

0.0

|
Qe TR

479.5

617.5

827.5

957.7

1

n

+MS, 5.4min #473

ILI“\L‘] . Hn i l.ul l

200

400

600

800

1000

1200

1400

1600

1800

2000  miz

MSD Trap Report v 4 (Let-Opt2)

Page 1of 1

Agilent Technologies
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Date~Eile C:\CHEM32\1\DATA\PK110509\016-1101.D

Sample Name: K8Ac PURE H4K8ac (4-17) HPLC report
Acqg. Operator . PK Seqg. Line : 11
Acqg. Instrument : Instrument 1 Location : Vial 16
Injection Date : 5/9/2011 9:28:26 PM Inj : 1
Inj Volume : 6 ul
Acg. Method : C:\Chem32\1\METHODS\DC1M.M -GKGGKGLGKGGAKR-amide
Last changed . 5/9/2011 9:24:47 PM by PK NH, KSA L ~06%
Analysis Method : C:\Chem32\1\METHODS\PKLCMS 30_55 05-08-11 H4(4-17)K8Ac purity>26%
Last changed : 5/10/2011 11:01:09 AM by PK

DAD1 C, Sig=210,8 Ref=360,100 (PK1105091016-1101.D)
mAU

42746

500

400 -

300 -
200 -

100

0o 25 5 7.5 10 125 15 17.5 min

Sorted By : Signal
Multiplier : 1.0000
Dilution : 1.0000
Use Multiplier & Dilution Factor with ISTDs

Signal 1: DADLl C, S$ig=210,8 Ref=360,100

Peak RetTime Type Width Area Height Area
# [min] [min] [MAU*s] [(mAU] %

|
1 12.746 BV 0.1677 5806.44971 514.49261 96.5806
2 13.193 w 0.0963 112.35184 17.17505 1.8688
3 13.310 VB 0.1128 93.22498 12.82330 1.5506

Totals : 6012.02654 544.49097

*** End of Report ***

nstrument 1 5/10/2011 11:09:09 AM PK Page 211 of 1



H4K8ac (4-17) MS report

Display Report - Selected Window Selected Analysis

Analysis Name: 016-1101.D Instrument: LC-MSD-Trap-SL Print Date: 5/10/2011 11:11:27 AM
Method: DCIM.M Operator: Hodges Acq. Date: 5/9/2011 9:28:16 PM
Sample Name: K8Ac PURE

Analysis Info:

Intens. +MS, 13.0min #591

x1081 H H/fif %/2_’

3.04

1311.9
2.5
2.0
656.6
151

1.01

0.5+

OD{-..L_~1-_|IM_1,..I__,L _____ Ao PR ’_-___._L___J._.. ______ L__l__l_---.l_._-__l_l___-_.l T IO R 'y ____L_t _____________________ i

MSD Trap Report v 4 (Let-Opt2) Page 1 of 1 i Agilent Technologies
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H4K12ac (4-17) HPLC report

Biomatik
Tel: (519) 489-7195, (800) 836-8089

-
V' N T Fax: (519) 231-0140, (877) 221-3515
(\J B’OMA ” ( Email: info@biomatik.com

http://www.biomatik.com

HPLC REPORT

Sample Description:

Structure:H4 (4-17)K12ac GR-14

Lot No:P180117-CL633697

Column: 4. 6mm*250mm, Inertsil ODS-SP

Solvent A: 0.1%Trifluoroacetic in 100% Acetonirile
Solvent B: 0.1%Trifluoroacetic in 100% Water

Gradient: A B
0.0lmin 5% 95%
25. 00min 30% 70%
25.0Imin  100% 0%

30. 00min Stop
Flow rate:1.0ml/min
Wavelength:220nm
Volume:10 u 1

W

f-480

[-420

360

7582

300

{-240

f-180

Rank  Time Conc. Area Height
4.594 0. 7907 49364 6442

2 7.079 0. 7209 45008 3761

3 7.582 98. 49 6148640 402218

Total 100 6243012 412421

#1 Source for Bioreagents, ELISA Kits and Custom Gene, Peptide, Protein & Antibody Services
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H4K12ac (4-17) MS report

Biomatik

P Tel: (519) 489-7195, (800) 836-8089
q7 \) r Fax: (519) 231-0140, (877) 221-3515
(\J B’aMA ll ( Email: info@biomatik.com

http://www.biomatik.com

MS REPORT

25-Jan2018 Probe: ES Capillary:3.00KV
16:55:5¢ Cone: v Extractor: v
H4(4-1MK12ac PI180117-CL633697 MW 131156 Desovation Temp :350 GasFlow : 350
180125-B3R-14 171 (3.181) Scan ES+
100+ 857.02 50868
{M+2Hi2+
kS
[M+Na+HJ2+
867.79
[M+K+HR+
584.16 g8 [WsHp+
848,14
55515 55 884.85 1312.88
41350 R0 1 e 8e8.10 112749 154873 1804.48
oLt L L L 7384 TN | sa07s 101308 27 1256 51 I 1410.95 145871 17443070+ 44505 L
vTTYTITTY T LA A T T T T T TT T LI T T T LI T T T T TT T iy T T ™7 L ) T e
400 500 &00 700 800 500 1000 1100 1260 1300 1400 1500 1600 1700 1800 1360

«

#1 Source for Bioreagents, ELISA Kits and Custom Gene, Peptide, Protein & Antibody Services
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H4K12ac (1-15) HPLC report

< IBIOMATIIK

Biomatik

Tel: (519) 489-7195, (800) 836-8089
Fax: (519) 231-0140, (877) 221-3515
Email: info@biomatik.com
hitp://www.biomatik.com

HPLC Report

Sample Description:

Structure:H4 SA-15

Lot NO. :P170620-MJ589927
Column:250%4. 6mm, Boston Green 0DS—AQ
Solvent A:0.1%TFA in 100%water
Solvent B:0. 1%TFA in 100%acetonitrile

Gradient : A B
0.1min 92 8
25min 67 - 33
25. 01min0 100
30min 0 100

Flow rate:1.0ml/min
Wavelength (nm) : 220

Volume:10ul
mV

430

420

)

=N

=)
11.080"

-240
180

120

T
60 2 \4 6 3 10 12 14 16 18 20 22 24 min
L : | ! : L 1 ! : 1 1 \

Rank Time Conc. Area Height
1 11.080  99.46 3541495 334837
2 11.390  0.5344 19030 5768

Total 100 3560525 340605

#1 Source for Biochemicals, ELISA Kits and Custom Gene, Peptide, Protein & Antibody Services 25



H4K12ac (1-15) MS report Biomatik
Tel: (519) 489-7195, (800) 836-8089

7 ) : Fax: (519) 231-0140, (877) 221-3515
(N B’DMA' ”( Email: info@biomatik.com
\" ’ http://iwww.biomatik.com

Mass Spectrometry Report

s Syt

b
o

B

B

S s

‘ . . 1

e n % e RS g ENN uns U U WGy IRNUME WA
. stk :

I T Y T Y T O S A A

W

Sl nfrermadee Prohe i Prebetiae 3t

Dt st Fhie o B By Wedeer Gas Fiow 1Sl Do 1

Gse -CHAD K il TR (e

Spigle Ha5a15 BL Teng BT Boer  SOGHIOAIRACH
i Black Targ: iilith

how 130§
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#1 Source for Biochemicals, ELISA Kits and Custom Gene, Peptide, Protein & Antibody Services 26



Data File C:\DATA\DCAPRYDI\1AF-0801.D

Sample Name: #5 H4K16ac (10-20) HPLC report

§11.339

pulc oo

NHz-LGKGGAK(Ac)RHRK-amide

4-09-15 purity>98%

>

-2

Acg. Operator dc Seqg. Line 8
Acy. Instrument Instrument 1 Location P1-A-06
Injection Date 4/9/2015 3:13:23 PM Inj 1
Inj Volume 4 nl
Acg. Method C:\Chem32\1\METHODS\DC1M.m
Last changed 4/9/2015 3:10:04 PM by dc
Analysis Method C:\Chem32\1\METHODS\DC1M.m
Last changed 4/9/2015 3:36:18 PM by dc )
DAD1 C, Sig=210,8 Ref=360,100 (DCAPRID1\1AF-0801.D)
mAU |
‘ ] N
i N~
| 1 S
‘ 800 — N
| 600 |
i ]
| |
400 —
\ ]
! 200
] |
od— J o —
| ey e fr——
0 2 4 6 8 0
Area Percent Report
Sorted By Signal
Multiplier 1.0000
Dilution : 1.0000
Use Multiplier & Dilution Factor with ISTDs
Signal 1: DAD1 C, Sig=210,8 Ref=360,100
Peak RetTime Type Width Area Height Area
# [min] [min] [mAU*s ] [mAU] %
S B P e Lo B R |
1 10.711 BV 0.2268 1.25051e4 764.80334 98.2841
2 11.339 vv 0.1414 218.31677 22.85994 1.7159
Totals 1.27234e4 787.66329

Instrument 1 4/9/2015 3:36:49 PM dc

12 14 16

min

pPage

27
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H4K16ac (10-20) MS report

Display Report - Selected Window Selected Analysis

Analysis Name: 1AF-0801.d Instrument: LC-MSD-Trap-SL Print Date: 4/9/2015 3:58:20 PM

Method: DCIM.m Operator: Hodges Acq. Date: 4/9/2015 3:12:56 PM
Sample Name: #5

Analysis Info:

Intens. +MS, 10.7min #382
x105 ,
8A
6_
625.5
4«
12494
2_
11645 | 13632
N N I A R
T T T T T T T T T T T T T v T T T 4 T T
200 400 600 800 1000 1200 1400 1600 1800 2000 m/z
MSD Trap Report v 4 (Let-Opt2) Page 1of1 7 Agilent Technologics
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H4K5acK8ac (1-10) HPLC report

Sample Name :H4K5acK8ac(1-10)
Sample ID :U3559EH260-3
Time Processed :8:35:14 AM
Month-Day-Year Processed :09/04/2019

Pump A : 0.065% trifluoroacetic in 100% water (v/v)
Pump B : 0.05% trifluoroacetic in 100% acetonitrile (v/v)
Total Flow:1 ml/min

Wavelength:220 nm
<<LC Time Program>>
Time Module Command Value
0.01 Pumps Solvent B Conc. 5
25.00 Pumps Solvent B Conc. 65
25.01 Pumps Solvent B Conc. 95
27.00 Pumps Solvent B Conc. 95
27.01 Pumps Solvent B Conc. 5
35.00 Pumps Solvent B Conc. 5
35.01 Controller Stop
<<Column Performance>>
<Detector A>
Column : Inertsil ODS-3 4.6 x 250 mm
Equipment:ZJ17010508
<Chromatogram>
mV
] = 1 Detector A Channel 1 220nm|
g 4 i
1000 ¥
750
500
] g
B o
] )
250+ 2
: =
o ~
- —
1 T T T T T T T T T ] T T T T "7 —T L T T T T T T
0 5 10 15 20 25
min
<Peak Table>
Detector A Channel 1 220nm ‘
Peak# Ret.Time |  Aea |  Height |  Area% |
1 8.591 7220115 | 1087806 | 98.648
2 | 9.168 . 51513 | 8097 0.704
| 3 9.461 47441 8344 0.648
' Total | 7319069 | 1104247 |  100.000
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H4K5acK8ac (1-10) MS report

Mass Spectrum
Positive
Intensity
100§ 500.6
90— [M+2H]2+
80
703
60-
50-
0’
3(€ [M+H]+
4 999.5
20
10
E 456.9 | 639.7 784.4 ?6l9'4 13710
! 1 L Tt L L | L [
T e e e e e T
400 500 600 700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900
m/z
Sample Information Interface ESI Equipment : GK11010007
Acquired by : Gary Nebulizing Gas Flow :1.5L/min Interface Bias H.5kV
Month-Day Processed : 09/03/19 CDL Temp 250 Drying Gas Flow -5 L/min
Time Processed : 06:45:02 PM Block Temp :200 TFlow :0.2 ml/min
Injection Volume : 04 B.conc :50%H20/50%MeOH
Sample Name : H4KS5acK8ac(1-10)
Sample ID : U3559EH260-3
Theoretical MW : 999.13
Observed MW : 999.2

30



H4K5ac12ac (1-15) HPLC report

Sample Name :H4(1-15)K5acK 12ac-A
Sample ID  :U291REE170-3

Time Processed :2:50:51
Month-Day-Year Processed :06/13/2019

Pump A : 0.065% trifluoroacetic in 100% water (viv)
Pump B : 0.05% trifluoroacetic in 100% acetonitrile (v/v)

Total Flow:1 ml/min

Wavelength:220 nm
Time Unit Command Value Comment
0.01 Pumps Pump B Conc. 5
25.00 Pumps Pump B Conc. 65
25.01 Pumps Pump B Conc. 95
31.00 Pumps Pump B Conc. 95
31.01 Pumps Pump B Conc. 5
40.00 Pumps Pump B Conc. 5
40.01 Controller Stop
<<Column Performance>>
<Detector A>
Column : Inertsil ODS-3 4.6 x 250 mm
Equipment :SS-CM-0310
Chromatogram
mV
| l
1000
750~
500
250
: ® O Q o §§
; g 25 = i
0 = -
{""I""I"‘I""l""l""I""I""I""I"'ﬂ
0.0 2.5 5.0 7.5 10.0 12.5 15.0 17.5 20.0 225 25.0
min
1 Det.A Chl/220nm
Peak Table
Detector A Ch1220nm T -
Peak# Ret. Time Area Height Area %
1 8725 | totois | 826 0874 —]
2 8.857 4764 625 0.041 N
3 | 8o9s8 2870 485 0.025 |
4| 10108 28279 229 0.245 ]
5 10.796 18063 457 0.156 |
6 I 332 265 0.030 R
7| 11539 | 11331469 1136910 | 98067
8 [ 12.642 | 3893 190 0.034
18.933 2296 140 0.020
+ 24108 38861 1287 0336
1 1 | 24.926 | 19904 413 0.172
L Total L [ 11554848 4L 1141887 100.000
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H4K5ac12ac (1-15) MS report

Mass Spectrum

Positive
Intensity
100; 4575
90— [M+3H]3+
80
70
603 685.7
50
40_ [M+2H]2+
302
20
104
] 641.7
j 3529 \508-0 | 761.8827 4 1370.6
:yvlyy".l“ll“llﬂiluruLv[‘lnH'%x,l“y|‘1!‘|'|‘:|u,‘urvu[ﬂluuluurv[uvuu'xv[||‘rvulv|v||vrv|:r|||vv||||1|v—J
400 500 600 700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900
m/z
Sample Information Interface :ESI Equipment : GK11010007
Acquired by : Gary Nebulizing Gas Flow :1.5L/min Interface Bias +4.5kV
Month-Day Processed : 06/12/19 CDL Temp 250 Drying Gas Flow :5 L/min
Time Processed : 10:32:49 AM Block Temp 200 T.Flow :0.2 ml/min
Injection Volume : 03 B.conc :50%H20/50%MeOH

Sample Name :
Sample ID :
Theoretical MW :
Observed MW :

H4(1-15)K5acK12ac-A
U291REE170-3
1370.52
1369.5
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H4KSacl6ac (1-24) HPLC report

Sample Information
Sample Name :H4K5acK16ac res 1-24
Sample ID :U7933DL110-1
Time Processed :15:31:34
Month-Day-Year Processed :12/22/2018

Pump A : 0.065% trifluoroacetic in 100% waters (v/v)
Pump B : 0.05% trifluoroacetic in 100% acetonitrile (v/v)

<<Pump>>
Flow :1.0000 mL/min
<<Detector A>>
Wavelength Chl 1220 nm
<<LC Time Program>>
Time Module Command Value Comment
0.01 Pumps Solvent B Conc. 5
25.00 Pumps Solvent B Conc. 65
25.01 Pumps Solvent B Conc. 95
27.00 Pumps Solvent B Conc. 95
27.01 Pumps Solvent B Conc. 5
35.00 Pumps Solvent B Conc. 5
35.01 Controller Stop
<<Column Performance>>
<Detector A>
Column . Inertsil ODS-3 4.6 x 250 mm
Equipment:Z2J17010210
Chromatogram
mV
B @ Detector A Channel 1 220nm
1 @
150f
100
50|
4 [o0]
1 X
* [Te)
0]
1 T T ‘ T T ‘ T T ‘ T T ‘ T T ‘ T T ‘ T T ‘ T T ‘ T T ‘ T T T
0.0 25 5.0 7.5 10.0 125 15.0 175 20.0 225 25.0
min
Peak Table
Detector A Channel 1 220nm
Peak# Ret. Time Height Area Area%
1 5.258 2192 20353 1.513
2 8.228 179137 1324964 98.487
Total 181328 1345317 100.000
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H4KS5acl6ac (1-24) MS report
Mass Spectrum

Positive
Intensity
100 ] 651.1
9 07 [M+4H]4+
80-
70
3 [M+5H]5+
] [M+3H]3+
60 521.2
E [M+6H]6+ 868.0
S 434.6
40—
30 636.6
20
1279.7 1587.3 1679.
10 790.1 9920 11435 1405.3 149°-9 1072 18214 505
7 i (WMMM
300 400 500 600 700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900
m/z
Samp}e Information Interface :ESI Equipment : GK11010007
Acquired by : Gary Nebulizing Gas Flow :1.5L/min Interface Bias 1 +4.5kV
Month-Day Processed : 12/21/18 CDL Temp 250 Drying Gas Flow ~ :5 L/min
Time Processed : 08:04:06 PM Block Temp 200 T.Flow :0.2 ml/min
Injection Volume : 0.1 B.conc :50%H20/50%MeOH
Sample Name : H4KS5acK16ac res 1-24
Sample ID : U7933DL110-1
Theoretical MW : 2600.91
Observed MW : 2600.4
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H4K8ac12ac (6-15) HPLC report

Data File C:\CHEM32\1\DATA\DC05212017\1FC-0701.D
~Sample Name: #4 pure

dc
Instrument 1
5/21/2017 11:45:16 AM

Acqg. Operator
Acqg. Instrument
Injection Date

C:\Chem32\1\METHODS\DC2M.m
5/21/2017 11:43:28 AM by dc
C:\Chem32\1\METHODS\DC2M.m
5/21/2017 5:57:01 PM by dc

Acg. Method
Last changed
Analysis Method
Last changed

Seq. Line : 7
Location P1-F-03
Inj : 1

Inj Volume

NH2-GGK(Ac)GLGK(Ac)GGA-amide

H4(6-15)K8acK12ac, purity>98%

DAD1 C, Si =.21 0,8 Ref=360,100 (DC05212017\1FC-0701.D)
} ° 5-23-2017 MW 885
mAU
800
1 ©
[ee]
J ©
600
400
\
1 !
200
0 4 VNV\p‘w/\/\MN-\/v\‘\M’\/MWW\J\/W;ﬁWw<Ww/\NM\N~v¢ e el S ek A
. ; : : . ; ; | : , -
0 2 4 6 8 min
Area Percent Report
Sorted By Signal
Multiplier 1.0000
Dilution : 1.0000
Use Multiplier & Dilution Factor with ISTDs
Signal 1: DAD1 C, Sig=210,8 Ref=360,100
Peak RetTime Type Width Area Height Area
# [min] [min] [mAU*s] [mAU] %
1 6.831 VB 0.1313 5988.06836 638.97620 100.0000
Totals 5988.06836 638.97620
**% End of Report ***
Instrument 1 5/21/2017 5:57:11 PM dc Page 1 of 1
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H4K8ac12ac (6-15) HPLC report

Display Report - Selected Window Selected Analysis

Analysis Name: 1FC-0701.D Instrument: LC-MSD-Trap-XCT Print Date: 5/21/2017 5:58:15 PM
Method: DC2M.M Operator:  Hodges Acq. Date: 5/21/2017 11:45:14 AM
Sample Name: #4 pure
Analysis Info:
Intens. +MS, 6.9min #609
x107
884.6
6..
4_
2-
443.0
796.5 |
E! 5205 6825 | 1767.8
I}
0__AL_-J.-lL.‘_.-Li-umu_..‘ﬂiL_\LLLL.._L_L.J_J_.A._L‘Jx_ JJ..._LLLL - ——
200 400 600 800 1000 1200 1400 1600 1800 2000 miz
MSD Trap Report v 4 (Let-Opt2) Page 1of1 - Agilent Technologies
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H4K8acl6ac (1-20) HPLC report

Sample Name: H4K8acK16ac (res 1-20)
Sample ID: U931EEK130-1

Time Processed :13:17:34
Month-Day-Year Processed :11/23/2019

Pump A : 0.065% trifluoroacetic in 100% water (v/v)

Pump B : 0.05% trifluoroacetic in 100% acetonitrile (v/v)

Total Flow:1 ml/min

Wavelength:220 nm
Time Unit Command Value Comment
0.01 Pumps Pump A B.Conc 5
25.00 Pumps Pump A B.Conc 65
25.01 Pumps Pump A B.Conc 95
32.00 Pumps Pump A B.Conc 95
32.01 Pumps Pump A B.Conc 5
40.00 Pumps Pump A B.Conc 5
40.00 Controller Stop
<<Column Performance>>
<Detector A>
Column : Inertsil ODS-3 4.6 x 250 mm
Equipment: GK1101009
Chromatogram
mV
500+ g
400-]
300
200
100
o J\/
L e B B S B e e T e A T
0.0 25 5.0 75 10.0 125 15.0 175 20.0 22.5 25.0
min
1 Det.A Ch1/220nm
Peak Table
Detector A Chl 220nm -
Peak# Ret. Time Area [ Height Area %
1 12.721 18139 | 2080 0434
\ 2 13.125 4133139 \ 476832 98.840
3 13.400 23275 | 5808 0.557
4 13.895 1355 | 216 0.032 1
[ 5 14.257 | 5738 \ 82 0.137
| Total | 4181647 ] 485016 100.000 j
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H4K8acl6ac (1-20) MS report

Mass Spectrum
Positive
Intensity
00 1 285

90 [M+5H]5+

80-

709 353.8

60— [M+6H]6+ 5303

5 0— [M+4H]4+

@

304 [M+3H]3+

E 706.7
20
10_ 558.8
E | | 744.8 1116.6
IylI Ih”';IL”lJlI hl"”‘l’ vllll I| ‘l!‘ |II||'l|1 T l\l T \‘ llyl 1‘ I L I‘,—l‘l T I W
400 500 600 700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900
m/z

Sample Information Interface ‘ESI Equipment : GK11010007
Acquired by : Gary Nebulizing Gas Flow :1.5L/min Interface Bias S +4.5kV
Month-Day Processed : 11/22/19 CDL Temp :250 Drying GasFlow  :5 L/min
Time Processed : 07:49:24 PM Block Temp :200 T.Flow :0.2 ml/min
Injection Volume : 0.4 B.conc :50%H20/50%MeOH
Sample Name : H4K8acK16ac (res 1-20)
Sample ID ; U931EEK130-1
Theoretical MW : 2117.42
Observed MW : 21175
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H4K12acl6ac (1-20) HPLC report

Biomatik
Tel: (519) 489-7195, (800) 836-8089

,“ ) Fax: (519) 231-0140, (877) 221-3515
( ” ( Email: info@biomatik.com
2 IBIOMAT

http://www.biomatik.com

HPLC Report

Structure : H4 LK-11

LotNo :P170620-MJ589926

Column :4.6mm*250mm, Kromasil 100-5 C18
Solvent A : 0.1% trifluoroacetic in 100% acetonitrile
Solvent B : 0.1% trifluoroacetic in 100% water

Gradient : A B
0.0lmin 5% 95%
25min 30% 70%
25.1min  100% 0%
30.0min STOP

Flow rate : 1.0ml/min
Wavelength : 220nm
Volume : Sul

125
120
15
10
108
100
95
Eu
8
80
75
0]
654
60
55
50
5
)
35
30

Intensity(mv)

254
2.
15
10
5
o

| SRRRESY
o5

¥
F-z0

2 3 4 5 6 7 5 8 10 1 2 1 14 15 16 7 18 19 20 21 2 ENRE R
Time(min)

Peak No. Ret Time Height Area Conc.

1 13.130 804.222 8519.718 0.6521

2 13.652 113478.391 1287781.125 98.5605
3 18.052 857.111 7259.892 0.5556

4 20.562 404.389 3028.215 0.2318
Total 100.0000

Page 3 of 3

#1 Source for Biochemicals, ELISA Kits and Custom Gene, Peptide, Protein & Antibody Services
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H4K12acl6ac (1-20) MS report

Biomatik
Tel: (519) 489-7195, (800) 836-8089

A ) Fax: (519) 231-0140, (877) 221-3515
G\ 7 B’OMA" ”( Email: info@biomatik.com
\‘ : http://www.biomatik.com

: Mass Spectrometry Report
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il
Saznple Infuseation Frebe Bl Peohedis 3%
Dtasd Tume GRTET 1N Hebslor Gas Flow L3 Detmtor Ll
Dsey (CHAD ek Jily TPl i
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Page Zofl

#1 Source forBiochemicals, ELISA Kits and Custom Gene, Peptide, Protein & Antibody Services
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Data File C:\CHEM32\1\DATA\DCMAY6\003-0501.D

Sample Name: H3 nat.

Acqg. Operator
Acg. Instrument
Injection Date

Acg. Method
Last changed
Analysis Method
Last changed
Sample Info

] PMP1, SolventB

pure H3 unmodified (1-12) HPLC report
WH Seqg. Line : 5
Instrument 1 Location : Vial 3
5/6/2011 5:01:36 PM Inj : 1

Inj Volume : 6 nl
C:\Chem32\1\METHODS\DC1M.M
5/6/2011 4:58:04 PM by WH
C:\Chem32\1\METHODS\ 15MINAT50C.M
5/9/2011 9:42:28 AM by WH
Zorbax C18 300SB SN USFS003194
15-30%B over 15min NH,-ARTKQTARKSTG-amide
WJH3002 Control Peptide for D16 5“16'11ff3naﬁvepurﬁy>9696

[_ ] DAD1C, Sig=210,8 Ref=360,100 (DCMAY6\003-0501.D) Ui b o
- : Mi= {204

8-236

Sorted By
Multiplier
Dilution

Signal
1.0000
1.0000

Use Multiplier & Dilution Factor with ISTDs

Signal 1: DAD1 C,

Peak RetTime Type
# [min}

1 8.236 BB
2 8.639 BB
3 8.932 BB

Totals

Instrument 1 5/9/2011

Sig=210,8 Ref=360,100

Width Area Height Area
[min] [MAU*s] [mAU] %

0.1373 7240.80908 850.53595 96.5261
0.0837 63.10513 11.20973 0.8412
0.0659 197.48430 46.13001 2.6326

7501.39851 907.87569

*** End of Report ***
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. H3 unmodified (1-12) MS report

Display Report - Selected Window Selected Analysis

Analysis Name: 003-0501.D Instrument: LC-MSD-Trap-SL Print Date: 5/9/2011 3:43:22 PM
Method: DC1IM.M Operator: Hodges Acq. Date: 5/6/2011 5:01:31 PM

Sample Name: H3 nat. pure

Analysis Info: Zorbax C18 300SB SN USFS003194
15-30%B over 15min
WJH3002 Control Peptide for D16

Intens. | +MS, 8.4min #373

- Hil=4 50y

304
13038 4~

2.54

2.0+

6526 f—

1.57

1.0+

0.51

O O _______ 1 et T g SO U
. T T T ¥

MSD Trap Report v 4 (Let-Opt2) Page 1of 1 3 Agilent Technologies
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Data File C:\CHEM32\1\DATA\DCMAY6\002-0401.D

Sample Name: K9Ac

Acqg. Operator
Acg. Instrument
Injection Date

Acg. Method
Last changed
Analysis Method
Last changed
Sample Info

H3K9ac (1-12) HPLC report

pure
WH Seq. Line : 4
Instrument 1 Location : Vial 2
5/6/2011 4:33:07 PM Inj : 1

Inj Volume : 6 ul
C:\Chem32\1\METHODS\DC1M.M
5/6/2011 4:29:34 PM by WH
C:\Chem32\1\METHODS\15MINAT50C .M
5/9/2011 9:42:28 AM by WH

Zorbax C18 300SB SN USFS003] NHZ-ARTKQTARKSTG-amide

20-80%B over 30min
, 5/06/11 H3(1-12)K9Ac
Purity>96%
[T "'DAD1C, Sig=210,8 Ref=360,100 (DCMAY6\002-0401.D) C e
] PMP1, Solvent B /\»f W= {344
mAU ] Sr
] c:_§
700 - 7
600 -
500
400 -
300
200 -
100 ) 518
] S |3
J N LR _ﬁ
6} W Tt t e
T L S L A
0 i 4 6 8 10 12 14 B 16 min
Area Percent Report
Sorted By Signal
Multiplier 1.0000
Dilution 1.0000

Use Multiplier & Dilution Factor with ISTDs

Signal 1: DAD1 C,

Peak RetTime Type
# {min]

1 10.187 BV
2 10.402 VB
3 10.860 BV

nstrument 1 5/9/2011

Sig=210,8 Ref=360,100

width Area Height Area
[min] {mAU*s] [mAU] %

|
0.1007 133.63661 22.03868 2.1583
0.1261 5978.96338 741.55465 096.5632
0.0972 79.16403 11.96026 1.2785

6191.76402 775.55363

***% End of Report ***

10:17:55 AM WH
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H3K9ac (1-12) MS report

Display Report - Selected Window Selected Analysis

Analysis Name: 002-0401.D Instrument: LC-MSD-Trap-SL Print Date: 5/9/2011 3:35:54 PM
Method: DCIM.M Operator: Hodges Acq. Date: 5/6/2011 4:33:01 PM
Sample Name: K9Ac pure

Analysis Info: Zorbax C18 3005B SN USFS003194
20-80%B over 30min

Inte1rz)36._ +MS, 10.5min #475
X
MW= 1346

3.07

13458 +

2.51 P
6736 A +
2.0

1.5

1.0

0.5

00 ........... l.__: ________________ L__.n__-l_ __________________________________

MSD Trap Report v 4 (Let-Opt2) Page 1of1 %% Agilent Technologies
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H3K14ac (8-19) HPLC report

Data File C:\CHEM32\1\DATA\DC05202017\1CB-3101.D
Sample Name: #1 pure

Acqg. Operator : dc Seq. Line : 31
Acqg. Instrument : Instrument 1 Location : P1-C-02
Injection Date : 5/20/2017 7:53:18 PM Inj : 1
Inj Volume : 3 pul
Different Inj Volume from Sequence ! Actual Inj Volume : 5 pul
Acg. Method : C:\Chem32\1\METHODS\DC2M.M
Last changed : 5/20/2017 7:50:55 PM by dc
Analysis Method : C:\Chem32\1\METHODS\30MINWASH50C.M
Last changed : 5/21/2017 8:24:21 AM by dc -
DAD1 C, Sig=210,8 Ref=360,100 (DC05202017\1CB-3101.D) ‘
mAU ] NH2-RKSTGGK(Ac)APRKQ-amide
o0, H3(8-20)K14ac purity>98%
] 5-23-2017 MW 1355
600
500 - i
l [Tl
b (o]
400 ©
| 1 <
| i ’
300 - |
} |
200f
100
] e AN
A A A AT N NN
O —:~‘ > e \f\,f/\.N\ANV_,-«A.\/\/\\/\-/VJ\A/\/\A/WI )
|
1 : : | : : : : : , . : —
0 2 4 6 8 min
Area Percent Report
Sorted By : Signal
Multiplier : 1.0000
Dilution : 1.0000
Use Multiplier & Dilution Factor with ISTDs
Signal 1: DAD1 C, Sig=210,8 Ref=360,100
Peak RetTime Type Width Area Height Area
# [min] [min] [mMAU*s] [mAU] %

1 4.365 VvV 0.1261 3208.54541 373.84125 100.0000

Totals : 3208.54541 373.84125

**% End of Report ***

Instrument 1 5/21/2017 8:25:04 AM dc Page 1 of 1
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H3K14ac (8-19) MS report

Display Report - Selected Window Selected Analysis

Analysis Name: 1CB-3101.D Instrument: LC-MSD-Trap-XCT Print Date: 5/21/2017 8:25:59 AM
Method: DC2M.M Operator: Hodges Acq. Date: 5/20/2017 7:53:19 PM
Sample Name: #1 pure

Analysis Info:

Intens7. +MS, 4.4min #392
x10/4

678.1

2.5+

2.0

1.5

1.07 4527

0.5+

1354.8
I
I

810.7
3215 ; 981.6

0.04~—-=- T Lot selial MJL.J I} ]. Wl .Iiullll ) .ll_l_g__,i“__._..__._,l | P i Al e e e e ]
200 400 600 800 1000 1200 1400 1600 1800 2000 i

MSD Trap Report v 4 (Let-Opt2) Page 1of 1 “i# Agilent Technologies
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1H NMR (500 MHz, CD;0D)

A
8L
8

AN

L2v0’)

[Ppm]

[
2
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