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Overall Results for sample 10: Ecoli711 o
RNA Area: 201.8
RNA Concentration: 403 ng/pL
rRNA Ratio[23S/16S]: 1.2
RNA Integrity Number(RIN): 7.9 [B.02.07,Anomaly Threshold(s) manually adapted]
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Overall Results for sample 10 —#FEA 10 1 B 25 8
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RNA Area ——RNA BT L 45 & 8 2 8 =5 i S AR
RNA Concentration —RNA [ ;
rRNA Ratio[ 23S/16S] ——23S 1 16S i) rRNA 14 ;

RNA Integrity Number(RIN) — % %% A &5 H A9 — N 80E .18 F T RNA 58 %44,
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Overall Results for sample 8: A62 .
RNA Area: 90. 2
RNA Concentration: 60 ng/uL
rRNA Ratio[28S/18S]: 1.0
RNA Integrity Number(RIN): 6.8 (B.02.07)
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Overall Results for sample 8 —FREAR 8 [ g
A62 —REARLIRL AT LD E R AR A4 B R sample 8;
RNA Area ——RNA 11 £, 48 ] v i 77 36 119 i A
RNA Concentration —RNA ¥ E ;
rRNA Ratio[ 285/18S] ——28S 1 18S Y rRNA 18 ;
RNA Integrity Number(RIN) — AU A — A EUE L R T RNA 58 89k,
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Overall Results for sample 8: Ld1 o
RNA Area: 298.0
RNA Concentration: 244 ng/ulL
rRNA Ratio[28S/18S]: 0.1
RNA Integrity Number(RIN): N/A (B.02.07)
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RNA Area —RNA A1 FR 48 P v g B 87 56 /Y 8 1 R 5
RNA Concentration —RNA 1 E;
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Overall Results for sample 3: HBRR-L1 .
RNA Area: 345.5
RNA Concentration: 228 ng/uL
rRNA Ratio[28S/18S]: 1.3
RNA Integrity Number(RIN): 7.5 (B.02.07)
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