M s g 111 B &5 _2 BHATE LR B
FE KL g1 [ ~Hrg)| 40
msER = EsL
PR B DAL FI- &) (5445
O 271 &%)+ (718 L 51)
e S 5= 56 &= E e A e 2
220 T % %
PR L [ATHTREEE
e EY LI Genomics Data Science
K ET Fm L ek R
wWope iz A e

IR FREE Ry P T

Feizm

"i%ﬁsﬂ@?émfﬁjﬁﬁ%%ﬁ oo Ae g L AR A 47 A TR il
BIrF AR E Y ER S B RN EE R AREE o &
WA S L S o TR Jal? A E e P

BB

AgAREE D LR Ao R AT TR OME e B0 2 3
hefm AR T L R L] 1A L EFMAELE > e R
T FALGEEIT AT AR T o s R W TS ERY o

R L e L LA SR ER s e
Egﬁ‘iﬁﬁ‘ﬁ ERCE S5 §F $ooE i g S
rﬁ;fig FdE F 5k HuEEH B N 0 s UFEERO AT o
AHFHRFR LG oGl T FAL L .

P AE-BLoNAE B 2R F 2 - ko

e

Handout were generated by the lecturers.
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Handout and assigned reading from literatures and reference books (R
for Data Science)
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