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AEHEFBRENSIEENF human whole genome methylation sequencing
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FROEFR R RS standard methylation dataset
T Nk PR AEL b v O ) R 1 v LA R I AR 2
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DO T AR sensitivity #9553, sensitivity 75 A4 SO 45 IR s R G 28 R ) R BREE .

4ahkia)

N4 S T A S

DNA: i BEi%ER (Deoxyribonucleic Acid)

TET2: —+—+— 5 H JE s i U482 (Ten-Eleven Translocation Methylcytosine Dioxygenase 2)
APOBEC: #fIg £ [ Bf5 MAX B RZ B S HEAL 2 Ik (Apolipoprotein B mRNA Editing Catalyzed Polypeptide)
TET: +-+—51if§ (Ten-Eleven Translocation)

DHU: & JRMEnE (Dihydrouracil)

PCR: REEFsEX XM (Polymerase Chain Reaction)

bp: BEIERXT (base pair)

CG: HnEpAFIfumsrE (Guanine and Cytosine)

PC: #EWHE (Precision)

TP: EPBH (True Positive)

FP: {BH (False Positive)

SE: REUEE (Sensitivity)

FN: {fFH (False Negative)

kb: THEIEXF (kilo base pair)

RNA: HZWERZZ (Ribonucleic Acid)

OD: Y% ¥ (Optical Density)

A260/280: 26044K 528044 K MG HUfE (Absorbance Ratio at 260 nm to 280 nm)

A260/230: 26044K 523044 K 1M e E LL{E (Absorbance Ratio at 260 nm to 280 nm)

pH: &8 TWETES (Potential of Hydrogen)

PE: X (Paired—End)
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A SR . 38 Q304N T-85%.
5.4.4 HFRERDE
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245K FH BB R 5 S 2 BR85S JE AT I P IsE - BRS 1R 20 38 N 457 I S0 B 3 TR
5.5 BMRNFHIBREBEXK
5.5.1 WBEES=

IS g S B A I K BT ) BARE AR N 4 3 R 2H B A v I R B AR A R
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