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Abstract Fgef+rfpmsefnsr gcosclagle rcaflgosc u_g sqch rm _I_jwxc rfc bytepagrw b grpsarsp_j amknmagrgml

md ~_arcpg j _Ib dsle j djmp_ gl dca_j g knjcg md dnsp _bsjr ~_arpg_I a_kcjg gl @ pisl Amslw Vglhg le pedjcar rfc
af_p_arcpgqrgaq md glrcqrgl_j djmp_ gldcarch “w n_rfmeclga ~_arcpg_ _Ib rfc pcj_rgmlgfgn “cruccl glreqrgl_j djmp_
gk j_lac _Ib ~_arpg_l a_kcj fc_jrf _Ib rfc eclc dslargml u_g npchgarcb _rrfc ~_arcpg_j _Ib dsleg jetcj, Rfc pegsjrg
gfmucb rf_r rfcpe u_q Im qelgdga_Ir byddepclacq gl rfc kgapm™g_j amk ks Igrw grpsarspe af_p_arcpygrgaq _kmle AE,/./
AE,/.1 1b AE,/.2 g knjeg N .,.3 dmp cv_knjc rfc j_pecqr r_vmImkga epmsng _r rfc jetcj md nfwjsk d_kojw
_Ib eclsqgmd ~_arcpg_j amkkslgrw ucpc Dgpkgasrcqg Pskglmamaa_ac_c _Ib @ arcpmgbeq



