20244 18] MESEA| LS T A WA

ol HESHATAD | |A

2
ogk

1/3%

1. Al H3Hconjugation)dl] 98] FHER S U2 Fo0 2

A F Aok Joll LRI AT FE2EE 7P £2

rl

227

@O capsule
@ biofilm
® sex pilus
@ lipid A

9. WA B4 olzjo] I AW o sb &) B

O 2EHEFUA(streptokinase): FEH A S 8335}
A MEL ks Z318

®@ Fol#eHA(coagulase): HEH I 5 FEdle] HY
A xe] FEE At

@ IFEF=A(tetanus toxin): SFEZH FHE A
st 2§ olghS A st

@ A7VFs2(shiga toxin): T2 A4S A8l 2EA
AALE fddith

ml

3. <B71>A Aol A (large intestine) W
o] Al B3 (microbiota)o] i AW o2 &2 &

2% & RAX?

g
o
L

PV oﬁ,

o i

B>
7. WK Escherichia coli)°] 3131 Proteobacteria
F(phylum)®] M#E°] +38FS ol&th
L. .:_E(Archaea) ‘_Zﬂ 6}1] =T
F3513, 71 &5 (aerobic
*é M| #(aerobic bacteria)®]

l‘lf‘
rlek
oﬁ‘.
E N

2 A
. 54 2 14 VTS TANA LEo
D 1, c© @ v, =

4. <BA>N NHE AN P $& A2

7]

stAgkate] Abx] 2GR ERY 3o 7 HEFS
HAsty 54 —‘] ol wiek= WAAI7 U, $F5A AASY
2+3} & 2 (oxidase), 7}5‘3}21] (catalase) ¥Hg A golA
% gAure S Hols A YU o] FEAFHA
1817 3 A S ARSI oY X857 AAFF o)A
E3aoh

® Escherichia coli

® Klebsiella pneumoniae
® Haemophilus influenzae
@ Pseudomonas aeruginosa

5. QA 7492 A% J9=(Iymph node)# ¥ (spleen)©]

AAEA Y Y] B JEZF §7} F71ste] @go] A
A Jelde= 94 @3l 7FZ(infectious mononucleosis) <
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® Cytomegalo virus

® Hanta virus

® Rabies virus

@ Epstein-Barr virus
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® Enterococcus faecalis

®@ Enterococcus faecium

® Streptococcus pneumoniae
@ Streptococcus pyogenes

8. ekAl A o] Sl A3 Mycobacterium tuberculosis)
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@ kanamycin, vancomycin

@ streptomycin, tetracycline

® isoniazid, rifampicin

@ rifampicin, kanamycin
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Aol FFAAME FE"’(Wﬂd— ) oFHET @  acetic acid glyoxylate synthase
lac ¥ E9] WHo] AT, ® pyruvic acid isocitrate lyase
@ AFE FYg E}-:— o2 hFaS AZAZE o, ® glucose glyoxylate synthase
cAMP 8- ) A (receptor protein)S &3 88h= @  fatty acid isocitrate lyase
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® mast cells

@ macrophages

@ NK cells

@ T-cytotoxic cells
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A4l 3] Z (Calvin cycle)
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22 7 Z(Entner-Doudoroff pathway)



