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0.0 4.0 8.0 12.0 16.0 20.0 24.0 28.0 32.0 36.0 40.0
kb
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kb

80.0 84.0 88.0 92.0 96.0 100.0 104.0 108.0 112.0 116.0 120.0
kb

120.0 124.0 128.0 132.0 136.0 140.0 144.0 148.0 152.0 156.0 160.0
kbkb
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