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dsRhA Dicnable 1l 10
RISC monomoasr Dioable 2 100
sIEMA - RISC - mBEMNA
Dicuble m3 0
coraplenr
BEIMA nuclel Dicnble 1 1000
sIREMA Dicnble ms ]
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mBEMNA cytoplasoo Dicable oY 8]
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BELT ol Dicalble = 1
wate
Rate of raRINA synthesis Dioalble h 10000
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dzREIMNA clesvage  |[comtinuouns and. a*ml
Diicer cleavaze oomtinuons and a*n*ms
i . X SEMass ol
Tetameri=ation comtinuous and
H0001 00,20
Clombination comtinuous and bFaS*a’
Diegradation comtinuons and. dr*os
Srxnthesis dsEMNA [continuons and p*ma?
TInpriraed,
. X comtinuonus and =43
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mo6’(t) = —a*m6(t) + p*m3 (14)
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