Supplementary data
Supplementary Figure 1. Coverage plots of all core histones from the AQUA heavy histone peptide standard from Li et al [15].
[image: ]
Supplementary Figure 2. Mascot example of peptide H2B 1-29 with multiple possible annotations above scoring threshold for the same mass spectrum. The first hit is reported in the spectrum with a score of 63.4 and expectancy value of 4.6 e-6.
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[bookmark: _GoBack]Supplementary Figure 3. Coverage plot of Histone H3 for each workflow highlighting the chemical noise and obscured regions introduced by PropTryp 
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Supplementary Figure 4. Coverage plot of Histone H4 for each workflow highlighting the chemical noise and obscured regions introduced by PropTryp 
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Supplementary Figure 5. Coverage plot of Histone H2A for each workflow highlighting the chemical noise and obscured regions introduced by PropTryp 
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Supplementary Figure 6. Coverage plot of Histone H2B for each workflow highlighting the chemical noise and obscured regions introduced by PropTryp 
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Supplementary Figure 7. Coverage plot of Histone H4 for each workflow with the predicted coverage derived from Uniprot as a reference.
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Supplementary Figure 8. Coverage plot of Histone H2A for each workflow with the predicted coverage derived from Uniprot as a reference.
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Supplementary Figure 9. Coverage plot of Histone H2B for each workflow with the predicted coverage derived from Uniprot as a reference.
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Supplementary Figure 10. Coverage plot of Histone H1 for each workflow with the predicted coverage derived from Uniprot as a reference. The ArgC workflow did not cover Histone H1.
[image: ]
Supplementary Figure 11: feature detectability for different enzymatic treatments. (A-C) Two dimensional consensus representations of the different treatments with retention time in the y-axis from top to bottom and the m/z on the X-Axis. Note that the retention time is representated by scan rate and is not linear. Note that the spread of features across the LC gradient is better for PropTryp. (D) Charge state distribution of all annotated ions.[image: ]
Supplementary Figure 12. Coverage plot of the Semi-specific arginine cleavage search on the ArgC workflow data shows a great coverage of all histone proteins and their modifications. Still, enzymatic aspecificity complicates downstream quantification as shown in Figure 7.
[image: ]
Supplementary Figure 13. Localization of the most prominent peptidoforms of the PropTryp workflow in the 3D ion space of the Progenesis QIP software.
[image: ]
Supplementary Figure 14. Localization of the most prominent peptidoforms of the GRX workflow in the 3D ion space of the Progenesis QIP software.
[image: ]

Supplementary table 1. All features exported from Progenesis QIP for all workflows. Detailed legend can be found in the excel file
Supplementary table 2. All annotated features exported from Progenesis QIP for the ArgC, GRX, and PropTryp workflow. Detailed legend can be found in the excel file.


image18.png
unmodified - IIEEIUERNURROERRRUORRELER TR RO TR TR RR TR RR TR RN R R R
Acetyl K (K) - I [} Ll e 1 [ }
Butyryl (K) - L} I o [N} I

Citrullination (R) - I
Crotonyl (K) - 1 | [ I I |

Dimethy! (KR) - I [l [ I
GG (K) - I 1 [
Methyl (KR) - I | [} I I [ |
Phospho (ST) - | I I I I I I I 1
Trimethyl (K) - | ! |

unmodified - 1IN nm LR 111111 1T T T LTI i I
Acetyl () -

Butyryl (K) - I
Citrullination (R) - 1
Crotonyl (K) -
Dimethy! (KR) -
GG (K) - I
Methyl (KR) - 1 1
Phospho (5T) - | I
Trimethyl (K) -

unmodified - [ININNARINERRNURRRRURRROURRINE 00RO TR
Acetyl (K) - ] | | ] I
Butyryl (K) - Im 1 I [} I
Citrullination (R) - 1 I 1
Crotonyl (K) - ]
Dimethy! (KR) - I n
66.() -
Methy! (KR) - I
Phospho (5T) - | I (BN [ I
Trimethyl (K) - ] I

Unmodified - Rn————n—nnm—n
Acetyl (K) - U}
Butyryl (K) - [
Citrulination (R) - I |
Crotonyl (K) - 1}
Dimethy! (KR) - [} I
GG (K) - [
Methy! (KR) - | [ I
Phospho (ST) - I
Trimethyl (K) -

AN MM BER)

300

180
120
60

0

as

150
120
%0
6

30

0
as
30

Pred

Tryp

Prop
Tryp

GRX




image11.png
Unmodified -
Acetyl () -
Dimethy (KR) -
Butyryl (K) - 1
Formyl (K) - 1
Formyl () - 1
Formyl (T) - 1
Methy! (KR) - 1 1 1
Oxidation (M) - 1 1
Propiony (KSTY) -

Unmodified -
Acetyl (K) -
Dimethyl (KR) -

Butyryl (-
Formyl (K) -
Formy (5) -
Formyl () -

Methyl (KR) -

Oxidation (M) -

Propionyl (STY) - 1 1 1 pn 1 1

MARTKQTARKSTGGKAPRKQLATKAARKSAPATGGVKKPHRYRPGTVALRE | RRYQKSTELL I RKLPFQRLVAE | AQDF KTDLRFQSSAVMALQEASEAY LVGLFEDTNLCA IHAKRVT IMPKD | QLARR | RGERA

unmosited - HNHNNE [ 1
Acetyl (0~
Dimethy! (R) -
Bty (0
Formyl 00+
Formy! (5)- 1
Formyl (T) - 1 !
Methyl (KR) - ] 1 1
Oxidation (M) - 1 1
Proplomyl (KSTO=,

MARTKQTARKSTGGKAPRKOATKAARKSAPATGGVKKPHRYRPGTVALRE I RRYQKSTELL i RKLPFQRLVRE | AQDFKTOLRFQSSAVMALQEASEAYLVGL FEDTNLCA I HAKRVT I MPKD| QLARR IRGERA
] | B

Unmodified - Il
Acetyl (K) -
Dimethyl (KR) -
Butyryl (K) - 1
Formyl (K) -
Formyl (5) - 1
Formyl (T) - 1
Methyl (KR) - 1 1

Oxidation (M) - 1 1

Propionyl (KSTY) - T JOTR R

MARTKQTARKSTGGKAPRKQLATKAARKSAPATGGVKKPHRYRPGTVALRE |RRYQKSTELL | RKLPFORLVRE | AQDFKTDLRFQSSAVMALQEASEAYLVGL FEDTNLCA I HAKRVT IMPKD | QLARR I RGERA

60

a5

30

15

250
200
150

100

80

60

a0

20

75

60

a5

30

15

Tryp

Prop-
Tryp

GRX

ArgC




image19.png
0 500 1000 1500

PropTryp

0 10
20
20 30

30
40

50 50

D
.
500% mArgC
-
. B
.
.
o
. Ld._




image14.png
Unmodified - I

Acetyl (K) -
Dimethyl (KR) -

Butyryl (K) - 1

Formyl (K) - i

Formyl (S) - 1 1 1

Formyl (T) -

Methyl (KR) - 1 LI |

Oxidation (M) - i
MPEPAKSAPAPKKGSKKAVTKAQKKDGKKRKRSRKESYSVYVYKVLKQVHPDTG | SSKANG | MNSFVND | FER | AGEASRLAHYNKRST | TSRE | OTAVALLLPGE LAKHAVSEGTKAVTKYTSSK

Unmodified - |
Acetyl (K) -

Dimetny (KR -
Butyy (K1

Formy (K) -

Formyl (5) -

Formy! (T) -

Methyl (KR -
Oxidation (M) -
Propionyl (STY) - 1 1 |
MPEPAKSAPAPKKGSKKAVTKAQKKDGKKRKRSRKE SY SVYV YKV LKQUAPDTG 1 SSKAMG IMNSFVND | FERIAGEASRLARYNKRST I TSRE [QTAVRLLLPGE LAKHAVSEGTKAVTKYTSSK

Unmodified -
Acetyl (K) -
Dimethyl (KR) -
Butyryl (K) - 1
Formyl (K) - 1

Formyl (S) - n 1 1

Formyl (T) - 1 1

Methy! (KR) - 1 1
Oxidation (M) - i

MPEPAKSAPAPKKGSKKAVTKAQKKDGKKRKRSRKESYSVYVYKVLKQVHPDTG | SSKANG | MNSFVND | FER | AGEASRLAHYNKRST | TSRE | QTAVRLLLPGE LAKHAVSEGTKAVTKYTSSK

Unmodified - |
Acetyl (K) -
Dimethyl (KR) -
Butyryl (K) -
Formy (K) -
Formy1 (5) -
Formyl (T) -

Methyl (KR) - 1 ]
Oxidation (M) - i
Propionyl (KSTY) -

MPEPAKSAPAPKKGSKKAVTKAQKKDGKKRKRSRKESYSVYVYKVLKQVIPDTG | SSKANG I MNSFUND | FER | AGEASRLAHYNKRST | TSRE | QTAVALLLPGELAKHAVSEGTKAVTKYTSSK

80

0

a0

20

2

2

16

Tryp

Prop
Tryp

GRX

ArgC




image15.png
Unmodified
Acetyl K () -
Butymyl (K) -

Citrullination (R) - I
Crotonyl (K) -

Dimethyl (kR) - I
GG (K) -

wmethyl (R)- I

Phospho (5T) -

Trimethyl (K) -

MSGRGKGGKGLGKGGAKRHRKY

Unmodified -
Acetyl () -
Butyyl (K) -
Citrullination (R) -
Crotonyl (K] -
Dimethy (KR) -
GG (K-

Methyl (KR) -
Phospho (ST) -
Trimethyl (K) -

Unmodified -
Acetyl () -
Butyyl (K) -
Citrullination (R) -
Crotonyl (K) -
Dimethy! (KR) -
GG (K) -

Methyl (KR) -
Phospho (ST) -
Trimethy! (€) -

Unmodied -l
Acetyl (K) -
Butyn (K) -
Cirulination (®) -
Crotony (k) -
Dimetny! (KR) -
66 (K) -
Methy! (KR) -
Phospho (ST) -
Trimethyl (K) -

MSGRGKGGKGLGKGGAKRHRKYLRDN|QGI TKPATRRLARRGGVKRISGLIVE

MSGRGKGGKGLGKGGAKRHRKY

LARRGGVKRISGLIVE

TRGVLKVFLENVIRDAVTYTEHAKRKTVTAMDYVYALKRQGRTLYGFGG

ETRGVLKVFLENVIRDAVTYTENAKRKTVTAMDYVYALKRQGRTLYGFGG

unmodified - 1] LI ] [I1]1} nl il L1}
Acetyl () -
Butyry (9 -
Citrullination (R) - L} | ]
Crotonyl (K) - L}
Dimethy! (KR) - (I ] ] ]
660+
Methyl (KR) - L} na 1 [}
Phospho (sT) - Il n s
L L N R T PO
MSGRGKGGKGLGKGEAKRARKYLRDN] QG TKPATRRLARRGGVKR | SGLIYEETRGVLKVF LENVIRDAVTYTERAKRKTVTAMDVYYALKRAGRTLYGF 66

2500
2000
1500
1000

80

0

0

20

125

75

50

25

200

160

80

40

Pred

Tryp

Prop
Tryp

GRX

ArgC




image1b.png
250 500 1000 1500 m/z

T IHI‘II} e . 81 @2
NI ' i ; @3 @4
@25
H2A_4-11
H2A_12-17- %]
H2B_80-86 > |
H4_68-78
20 H4_3-17
. H2AV_1-19
H4_24-35
. wee H1_1-32
20 © H2B_1-29
¢ H2B_100-125
50 1=
H1_33-53





image12.png
Unmodified -
Acetyl () -
Dimethyl (KR) -
Butyryl (K) -
Formyl () -
Formyl (5) -
Formyl (T) - [ ] s L]
Methyl (KR) - | ] n na L} n

Oxidation (M) -
PrOPom K", L LI L .
MSGRGKGGKGLGKGGAKRHRKVLRON QG I TKPAIRRLARRGGVKR | SGLIYEETRGYLKVF LENY | ROAVTYTEHAKRKTVTAMDVYYALKRQGRTLYGFGG

Unmaiied -
Aceryl (-
Dt IK8) -
Butyryl (K) =
Formyl () LI I I | [ n
Formyl (S) - |
Formyl (1) - ] (N} (N
Methyl (KR) - LI B ] 1 1
Oxidation (M) [
Propiony (5TY) - [] [ [N} ]
MECRGKGGKGLGKGGAKRNRKVLRBN GG 1 TKFATRRLARRGGVKRISGLIVEETRGVLKVF LENVIRBAVTY TENARRKTVT AMDVVYALKRAGRTLYCF GG

Unmodified -
Acetyl (K) -
Dimethyl (KR) -
Butyryl (K) -
Formyl (K) -
Formyl (5) -
Formyl (1)~
Methyl (KR) - L}
Oxidation (M) -
Proplomyl (KSTY) =, |\, \ \\y oy ay s

MSGRGKGGKGLGKGGAKRHRKV LR

VFLENVIRDAVTYTEHAKRKTVTAMDYVYALKRQGRTLYGFGG

NIQGITKPAIRRLARRGGVKRISGLIYEETRGYL
Unmodified -

11} [ 1
Acetyl () -
Dimethyl (KR) - | ] L}
Butyryl (K) -
Formyl () -
Formyl (5) -
Formyl (T) - 1 e
Methyl (KR) - | ] L}
Oxidation (M) - | ]
Propionyl (KSTY) -

MSGRGKGGKGLGKGGAKRHRKVLRON QG I TKPATRRLARRGGVKR | SGLIYEETRGYLKVF LENY | RDAVTYTEHAKRKTVTAMDVYYALKRQGRTLYGFGG

125

100

75

s0

2

0
30

Tryp

Prop-
Tryp

GRX

ArgC




image1c.png
GRX Roadmap

m/z | H3_18-26
0 500 1000 1500 H3_27-40
" HA_3-17
W1 1-32 H4_68-78
H3_64-69 H2B_1-29
H3_54-63 .
H2A_82-88 - —_— H3_73-83
H2A_21-29 : H4_24-35
H4_79-92
H2B_100-125 : - —» H1_54-78
H4_55-66 Lot TE. R S ——— b Y\ 12 VL)
. ~> H2B_34-72
E '
|
o 8 @2
| ! ! ' i @3 @4

H2AV_46-80 —»

H3_83-116




image17.png
Butyryl (K) -

ation (R} - 1

Crotonyl (K) - 1
Dimethyl (KR) -
66K -

Methy! (R) -
Phosgho (ST) -
Trimethy! (K) -

MPELAKSAPAPKKGSKKAVTKAQKKDGKKRKRSRKESY SVYVYKVLKQVHPDTG] SSKAMG IMNS FUND | FER | ASEASRLANYNKRST i TSRE | QTAVRLLLPGELAKHAVSEGTKAVTKYTSSK

Unmodified - [l
Acetyl (K) -
Butyryl (K) -
Gitrulination (R) -
Crotony1 (K) -
Oimethyl (kR) -
66 (K-
Methy! (R) -

Phospho (ST) - [N} 1

Trimethyl (K) -

MPEPAKSAPAPKKGS KKAVTKAQKKDGKKRKRSRKESY SVYVYKVLKQUHPDTG | SSKAMG IMNS FUND | FER| AGEASRLAHYNKRST I TSRE | QTAVALLLPGELAKHAVSEGTKAVTKYTSSK

Unmodified
Acetyl (K) -
Butyryl (K) - 1
Citrullination (R) - 1 1
Crotony (K) -
Dimethyl (KR) -
66 K-
Methy! (R) -
Phospho (ST) - ] )
Trimethyl (K1, ,
MPEPAKSAPAPKKGSKKAVTKAQKKDGKKRKRSRKESY SVYVYKVL KQUHPDTG] SSKAMG I NS FUND | FER | AGEASRLAKYNKRST | TSRE | QTAVRLLLPGELAKHAVSEGTKAVTKYTSSK

Unmodified - I
Acetyl (K) -
Butyryl (K) -
Citrulination (R) -
Crotony (K) -
Dimethyl (KR) -
66K -
Methy! (R) -
Phosgho (ST) -

Trimetny1 (K) - ,
MPE TS5k

Unmodified -
cetyl (0 -
Butyry ) -
Girulination () -
Crotony! 00 1 1 1
Dimethyl (KR) -
66 0
Methy! (KR) -
Phospio (5T) - 1
TnmethyHK"H”HI A RN R AR
HPEPAKSAPAPKKGSKKAVTIAGK | DGKKRKRSRKESYSVYVY KV KQVIPOTG] SSKAMG IS FUND | FER | AGEASRLARYRKRST I TSRE | GTAVRL L PGELAKHAVSEGTRAVTKYTSAK

16000

12000

8000

4000

100

80

60

0

250

200

150

100

Pred

Tryp

Prop
Tryp

GRX

ArgC




imagef.png
sl 1111 TTTTTTTTITETTETT RN RN 111111 1T LT Inimmm

a0
a0~
- il
] 1

ATGGVKKPHRYRPGTVALRE | RRYQKSTELL | RKLPFORLVRE | AQDFKTDLRFQSSAY

Trimethyl (K) -

Phospho (ST) -

EDTNLCA| HAKRVT IPKD | QAR | RGERA

Unmodified
Acetyl (K) -
Butyryl (K) -
Dimethyl (K) -
Trimethyl (K) -
Phospho (ST) -

MSGRGKGGKGLGKGGAKRHRKVLRON QG I TKPATRRLARRGGVKRISGLIVEETRGVLKVFLENVIRDAVTYTERAKRKTVTAMBVVYALKRGGRTLYGFGG

e NN 1

oo
a0 I

omemioa- | [ 111
wmamoa- || 1]

Phospho (ST) -
RAGAGKB KA KAV SR SORASLGF PG AL KSR TSIGRVGTARYSAA] LEVLTAEVLE LAGUABKBLIVAR HHoRRLGLA RGDEELOSL ki 1RGOV IS GhkbbakTY
— \
Acetyl (K) -
Butyryl (K) -
Dimethy! (K) -
Trimethyl (K) -

Phospho (ST) -

H31

H4

H2AZ

H2AY




image13.png
Unmoified -
Acetyl (K) -
Dimetny (KR) -
Butyryl (K) - ]
Formyl (K) - 1
Formy (5) -
Formy (T) - 1 1
Methyl (KR) - 1 1 ]
Oxidation (M) -
Propionyl (KSTY) -

MSGRGKQGGKARAKAKTRSSRAGLQF PVGRVHRL LRKGNYAERVGAGAPVY LAAVLEYLTAE | LE LAGNAARDNKKTR | | P

RHLQLA] RNOEELNKLLGKVT | AGGGYLPN | QAVL LPRKTESHIKAKGK
Unmodified -
Acetyl (K] -
Dimethyl (KR) -
Butyry! (K1 -
Formyl (K) - 1
Formyl (5) -
Formyl (T) - 1
Methyl (KR) - 1
Oxidation (M) -
Propionyl (STY) -
MSGRGKQGGKARAKAKTRSSRAGLQT PUGRVHRLLRKGNYAERVGAGAPVY LAAVLEY LTAE | LELAGNAARDNKKTR| | PRHLQLA | RNDEE LNKLLGKVT |AGGGVLPN 1 QAVLLPKKTESHHKAKGK

Unmodified -l
Acetyl (K) -
Dimethyl (KR) -
Butyryl (K) -
Formy (K) -
Formyl (S) - 1
Formyl (T) -
Methy! (KR) - 1
Oxidation (M) -
MSGRGKQGGKARAKAKTRSSRAGLOF PVGRVHRLLRKGNYAERVGAGAPYY LAAVLEY LTAE | LELAGNAARDNKKTR | | PRHLOLA | RNDEELNKL LGKVT | AGGGVLPN | QAVLLPKKTESHHKAKGK

—
Acetyl (K) -
e 1)
Baom 1)
Formyl (K) -
(9
-
oo
oxiamar -
Propionyl (KSTY) - i ! ! !

MSGRGKQGGKARAKAKTRSSRAGLQF PVGRVHRLLRKGNYAERVGAGAPVY LAAVLEYLTA

£ LELAGNARRDNKKTR | | PRHLQLA | RNDEE LKL LGKVT | AQGGVLPN | QAVL LPKKTESHHKAKG

80

0

a0

20

0

as.

20

0

a0

30

20

10

s
w0
2
2
1

Tryp

Prop-
Tryp

GRX

ArgC




image16.png
Unmocified
Acetyl (K) -
syt 1 i
Crulinaton (®) - I 1
cotony (- 1 no
e R T ] 1
66 (- 1
e N [ |
Phospho () - I 1
Trimetny ()

MSGRGKQGGKARAKAKTRS SRAGLQF PVGRVHRLLRKGNYAERVGAGAPVY LARVLEY LTAE | LELAGNAARDNKKTR | 1 PRALQLA | RNDEELNKLLGKVT | AQGGVLPN | QAVL

Unmodied -
Acetyl (K) -
Butyryl (K) -
Cirulination (R) - 1 1 1 1
Crotonyl (K1 -
Dimethy! (KR) - 1 1 1
66 (K- 1 1
Methy (kR) - 1 1
Phospho (5T) - 1 1
Trimethyl (K) -

MSGRGKQGGKARAKAKTRSSRAGLOF PVGRVHRLLRKGNYAERVGAGAPVYLAAVLEY LTAE | LELAGNAARDNKKTR | PRHLQLA | RNDEELNKLLGKVT | AQGGVLPN 1 QAVL LPKKTESHHKAKGK

Unmodified - I
Acetyl (K) -
Butyryl (K) -
Citrulination (R) -
Crotonyl (K) -
Dimethyl (KR) -
GG (K) -

Methyl (KR) - 1

Phospho (ST) -

Trimethyl (K) -

MSGRGKQGGKARAKAKTRS SRAGLQF PVGRVHRL LRKGNYAERVGAGAPVY LAAVLEY LTAE | LELAGNAARDNKKTR | | PRHLQLA| RNDEELNKLLGKVT | AQGGVLPN | QAVLLPRKTESHHKAKGK

Unmodified - Il
Acetyl (K) -
Butyryl (K) -
Citrulination (R) - 1
Crotonyl (K) - 1
Dimethy! (KR) -
GG (K) - 1
Methy! (KR) -
Phospho (ST) - 1 1
Trimethy (K) -

MSGRGKQGGKARAKAKTRSSRAGLQF PVGRVHRLLRKGNYAERVGAGAPVYLAAVLEY LTAE | LELAGNAARDNKKTR | | PRHLQLA | RNDEELNKLLGKVT | AQGGVLPN 1 QAVL LPKKTESHHKAKGK

Unmodified - 1
Acetyl (K) -
Butyryl (K) -
Gitrulination (8) - 1 1
Crotonyl (K) - 1
Dimethyl (KR) -
66 (k) - 1
Methy! (KR) -
Phospho (ST) - 1 1
Trimetnyl (K) -

MSGRGKQGGKARAKAKTRSSRAGLQF PVGRVHRLLRKGNYAERVGAGAPVYLAAVLEY LTAE | LELAGNAARDNKKTR | | PRHLQLA | RNDEELNKLLGKVT | AQGGVLPN 1 QAVL LPKKTESHHKAKGK

1250

1000

75

s0

25

7
60
as
30

15

50

a0

30

20

10

-
w0
E
2
16

Pred

Tryp

Prop
Tryp

GRX

ArgC




image1a.png
Unmodified -

Acetyl (K) -

Butyryl (K) -

Citrullination (R) - 1 1 1 1
Crotonyl (K) -

Dimethyl (KR) - 1 1
GG (K) -

Methyl (KR) - 1

Phospho (sT) -

MR RTTTTTITe

MARTKQTARKS TGGKAPAKQLATKAARKSAPATGGVKKPHRYRPGTVALRE | RRYQKSTELLIAKLPFORLURE | AGDFKTDLRFQSSAVMALGEASEAY LVGLF EBTNLCA I HAKRVT INPKD [ QLARR | RGERA

Unmodiied - NEN WE_N n [] ]
Acetyl(K) -
Butyryl () -

Citrulination (R) -

Crotonyl (K] - L}
Dimethyl (KR -
66 K-
Methyl (KR) - 1
Phospho (T~ Il
Trimethyl (K) - A |
MSGRGKGEKGLGKGGAKRNRKYLRDN | QG TKPAIRRLARRGGVKRISGLIVEETRGVLKVF LENY I RDAVTYTERAKRKTVTAMDVYYALKRQGRT (V6766

Unmodified -
Acetyl (K) -
Butyyl (K) -
Citrullination (R) - 1

Crotonyl (K) - 1 i

Dimethy! () -
6w - noonn
Methy! (kR) - 1
Pnospho (s - 1 1 1
Ty (K = Ly 4ty s L L s U e e s
HSCRGKOGEKARAKAKTRSSRAGLOF PUCRVRLLRKGNYAERVGAGAPYY LAAVLEVLTAE | LELAGRAARGRKKTR] | PRALOLAI RNDEELNKLLGKVT | AQGGVL N GAVLLPKKTESHIKAKGK

Unmodified -
Acetyl (K) -
Butyryl (K] - 1 1
Citrullination (R) - 1
Crotonyl (K} - 1 1
Dimethyl (KR) - 1
1

GG (K) -
Methyl (KR) -
Phospho (sT) -
Trmethyl 19, |

MPEPAKSAPAPKKGSKKAVTKAQKKDGKKRKRSRKESY SVYVYKVLKQVHPDTG | SSKAMG IMNSFUND | FER | AGEASRLAHYNKRST | TSRE | QTAVALLLPGELAKNAVSEGTKAVTKYTSSK

H3

H4

H2A

H2B




image10.png
% of base peak

| immonium-P

o

- v(1)
b(2)

Q
Q

b(5)

y(22)

|- 80

y(23)
y(24)
o
5
jua4und uol

b(17)

500 1000 1500

| I
2000 2500 3000 observed

Score

Mr(calc)

Delta

Sequence

63.4

3731.1350

-0.0253

PEPAKSAPAPKK GSKKAVTKAQKKDGKKR

Methyl KR K16, Crotonyl K12, GG Prop K20, Dimethyl KR K15; 0.02%

63.4

3731.0986

0.0111

PEPAKSAPAPKK GSKKAVTKAQKKDGKKR

63.4

3731.1350

-0.0253

PEPAKSAPAPKKGSKKAVTKAQKKDGKKR

Methyl KR K11, Crotonyl K12, GG Prop K20, Dimethyl KR K15; 0.02%

60.4

3731.1350

-0.0253

PEPAKSAPAPKKGSKKAVTKAQKKDGKKR

Methyl KR K20, Crotonyl K12, GG Prop K16, Dimethyl KR K15; 0.01%

60.4

3731.0986

0.0111

PEPAKSAPAPKK GSKKAVTKAQKKDGKKR

60.4

3731.1350

-0.0253

PEPAKSAPAPKKGSKKAVTKAQKKDGKKR!

60.4

3731.1350

-0.0253

PEPAKSAPAPKK GSKKAVTKAQKKDGKKR

60.4

3731.1602

-0.0505

PEPAKSAPAPKK GSKKAVTKAQKKDGKKR

60.4

3731.1350

-0.0253

PEPAKSAPAPKKGSKKAVTKAQKKDGKKR!

60.4

3731.1350

-0.0253

PEPAKSAPAPKK GSKKAVTKAQKKDGKKR

Methyl KR K20, Crotonyl K12, GG Prop K11, Dimethyl KR K15; 0.01%





