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2   HRNA 

RNA      (%)      (%)  F  (%)  ( ) 

Tar 16 00/100  00/100  00/100   09/1 e -6 
Tar* 16 00/100  00/100  00/100   97/1 e-6 
R1inv   21 00/100  00/100  00/100  01/2 e-6 
R2inv 19 00/100  00/100   00/100  89/1 e-6 
DIS 35 00/100  00/100  00/100   7/3 e-6 
CopA 56 30/92  00/100  00/96  35/1 e-5 
CopT 57 00/100  00/100   00/100  47/5 e-6 
IncRNA54  54 00/100  57/78   91/87   61/5 e-6 
RepZ 61 57/78  33/73  85/75  86/6 e-6 
Average   76/96  66/94   71/95  65/4 e-6 
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