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INTRODUCTION
Pemphigusvulgaris (PV) Is a chronic, life threatening, autoimmune blistering

dermatosis, characterisedby autoimmunisationagainst keratinocyte cell surface
membraneproteins,desmosomatadherinsin particular, such as desmogleirR3 and
desmogleinl. Autoantibodiesattack these proteins causing separationof adjacent
epidermallayers It is a diseaseof all racesand geographicalocations Both genetic
andenvironmentafactorsappearto play an importantrole in the pathogenesisf PV.
PV may coexistwith HIV Infection HumanEndogenoufetrovirusegHERVS) seem
to beinvolvedin the pathomechanismf a numberof autoimmunediseasescluding,
amongothers psoriasissystemicsclerosisandlupuserythematosusAlthough mostly
Inactivated, some of these past retroviral infection remnants still possess

transcriptionallyactiveopenreadingframes(ORFSs)
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Fig. 1 A case of coexistence of mucocutaneous PV with ITP. Lesions on the trunk (A). DIF of
plucked scalp hair (IgG4 pemphigus deposits) (B). DIF of perilesional skin (IgG4 pemphigus
deposits) (C). Dsg3 IgG ELISA level 1203 (cut-off - 40), Dsgl IgG ELISA level 74.59 (cut-off - 41).

AIM OF THE STUDY
To assesslifferencedan transcripton levels of threeHERV sequencebetweerPV patientsandcontrolgroup

(A) (B) (C)

Fig.2 Electrophoresis gel of HERV-K envelope
(lane 1), HERV-K10 gag (lane 2) and HERV-H
envelope (lane 4); lane 3 - ladder

Fig. 3 Melting (A), standard (B) and amplification (C) curves of human HERV-H

MATERIALS AND METHODS
Total RNA wasisolatedfrom PBMCsof 12 PV patientsand 15 healthyvolunteerdollowed by cDNA synthesidy reverseranscriptionwith the useof

randomhexameiprimers Threedifferent HERV sequencewereinvestigatecdoy Real Time PCRandnormalisedo GAPDH genetranscriptionlevel.
Theseinclude HERV-K envelopg(104 bp, HERV ID: 29013 8p23.1), HERV-K10 gag (103 bp, GenBankM14123, andHERV-H envelopg(101 bp,
HERV ID: 10816 2924.3). All of the HERVs correspondindo the aforementionedsequenceladbeenpreviouslyinvestigatedandreportedin other

disorders

RESULTS AND CONCLUSIONS
Medianvaluesof cDNA copies(normalisedo GAPDH) in PV patientsdivided by the sameparametefor the controlgroupwerel.22, 0.87, and2.87

for HERV-K, HERV-K10, and HERV-H respectively The Two-Sided P-Valuesof the Two IndependenSampleWilcoxon-MannWhitney (U) test
were 0.31, 0.85, and0.03 respectively The datasugges thatthereis no statisticalevidencefor any relevantchangean the RNA levels of HERV-K

envelopeandHERV-K10 gagin PV, howeverthereis anapparentncreasef the HERV-H envelopeRNA level.
Thesignificanceof HERVsIn PV pathogenesisemainsunclear Thesedataindicatefrequentelevatedevelsof HERV-H transcriptan PV, but further

Investigationsarenecessaryo assesghefunctionalrelevanceof the HERV-H expressionn this dermatosis
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Fig. 4 Relative expression level of HERV-K10 gag, HERV-H and HERV-K mRNA to GAPDH in PV and control group.



