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Figure S2

L
]

Bottom

_H m-
;.
£ 3 & s & =
uonejndod jo 9,
(11]
o %
Q,
* 0MO\
O\Ox
>
; _ e e@&
o,‘xo ®
x
>
7
\V
L4 %
\v\vv
: ©
H
,n_v| L
(LA 0} "wuou)
A JUB}SU0D uoielBIN



Figure S3
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Figure S4
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Table S1

# samples detecting phospho-

#samples detecting non-

peptide phospho ctl Detectability (%)

LMNA Peptide sequence LA P LC LA P LC LA P LC
pSerl8 SGAQASSTPLSPTR 0 1 1 4 4 4 0 25 25
pSer19 SGAQASSTPLSPTR 2 1 1 4 4 4 50 25 25
pSer22 SGAQASSTPLSPTR 1 1 1 4 4 4 25 25 25
pSer390 LRLSPSPTSQR 1 1 2 4 4 4 25 25 50
pSerd04,407 ASSHSSQTQGGGSVTK 4 4 4 0 0 0 100 100 100
LMNB1 Peptide sequence LB1 LB1 LB1

pSer23 AGGPTTPLSPTR 0 4 0

pSer391 LSPSPSSR 0 4 0

pSer393 LSPSPSSR 0 4 0

LMNB2 Peptide sequence LB2 LB2 LB2

pSer37 AGGPATPLSPTR 0 4 0

pSer405 LSPSPSSR 0 4 0

pSer407 LSPSPSSR 0 4 0



