IHC25-P0O-225: Characterisation of cadmium SR
exposure and epigenetic changes in cluster headache
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/Background: \

Higher tobacco usage Heavy metal exposure

Cluster headache

Metallothionein Heavy metals cause
sequesters heavy metals DNA Methylation/

<Aim: To elucidate if tobacco use exposes individuals with cluster headache to heavy metals which contribute to epigenetic modifications >

ﬁesults: \

Increased expression of nicotinic Increase in markers for heavy metal exposure
acetylcholine receptor subunits in blood | e s, NS NS T NS NS NS | : :
NS, NS. . . NS. T 02 '
< I I— — ] — 1 7 - ool
[ , o , . |
8020 F ) g
e c . - % €
5015 e ' % I | ;
@ " _ © 0.1 | o %
g 3 ‘ . . % ;tg N - o S5
O 0.101 . -
< : Z i.ﬁ E 3
% . n: * | . é_
pe et 3 :
8005 o O * L %ﬂ = . ‘
S © ) = :
c c 0.3
chio_oo Z .y
(ol .
i 0 0.1 ﬁ E%Jg ‘
cl S S* o0 S & S i Kol = - : - - - p &
s Ry ¥ s ¥ K s & & R N N N N N N N N N NN § 5 §
c:;‘?‘q_e & Ge@_e Sl cﬁ‘@ Sl oQ‘QS\ 3 oQ‘Q'e ol ,\\Y”O G ,\r&o ,\'\Q’O ,\(<O /\'30 & ,\'\C”O ,\&?‘O & > Sy ,\'i@O N O N 7 i > /\fﬁ’“o & Gz?”@ &
Nicotinic receptor subunit genes in blood samples N NS S . N
Metallothionein Genes in blood samples Participant group

Altered markers for global DNA Methylation
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o evidence for liver or kidney damage Correlation between significant RNA expressions
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ﬁ’lethods: Demographics \
* RTgPCR used to quantify RNA expression of: housekeeping gene (TBP), nicotinic acetylcholine receptor subunits . Tissue Sex  Average  Smoker
(CHRNA4, CHRNA5, CHRNAG6, CHRNA7, CHRNB2) heavy metal exposure genes (MT1A, MT1E, MT1F, MT1G, MT1H, PP sample Male Female (yaeg?s) o | B | [MEVES
MT1M, MT1X, MT2A), DNA methylation (DNMT1, DNMT3a, DNMT3b), DNA demethylation (TET1, TET2, TET3) and cistor | s (16| 12 | s 2 o | s
markers of liver/kidney damage (Alb, ALT, NGAL) in blood collected in PAX tubes Headache |
e Human MT3 (metallothionein 3) ELISA kit to quantify MT3 protein in Cerebrospinal fluid samples H(C::I i Bl . n i U R
ealthy Blood 16 9 6 35.5 0 2 13
* Pyromark Q96 CpG LINE-1 kit used to evaluate methylation of 4x CpG sites in Long interspersed nuclear element-  control cor |13
K 1 (LINE-1) gene in bisulfite transformed DNA () /
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