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TABLE 4-1 ) e
immunoglobul
Heavy Light Molecular
Class chain Subclasses chain formula
T
lgG v v1, 92,43, v4 keori V2K
Yaha
IgM He None Kork (WaKa}n
(F"Z)\ﬂn
n=1lor5>
1gA a at, a2 KoOrh (oK)
{ahz)n
n=123o0r4
igk € None Korh €K
€27,
gD i} None K OF h uK3 3
62?\2

*

TABLE 4-2 |

nd -(_)_Iiééi(_-:é'l";aréfiyj;ies ofiglé :

and subclasses of human serum immunog

Property/Activity IgG1 igG2 1gG3 1gG4 IgAl IgA2 igM¥ IgE gD

Molecular weight'r 150,000 150,000 150,000 150,000 150,000 150,000—- 200,000 190,000 150,000
600,000 600,000

Heavy-chain ¥1 v2 ~3 4 al w2 I € 8
component

Normal serum 9 3 1 0.5 3.0 0.5 1.5 0.0003 0.03
tevel (mg/ml)

In vivo serum 23 23 8 23 6 6 5 25 3
half life {days)

Activates classical + +/— ++4 - - — +++ -
complement
pathway

Crosses placenta + +/— + + - - - - —

Present on - - - - - - + - +

membrane of
mature B cells

Binds to Fc ++ +/- ++ + - ’ — > -~ _
receptors of
phagocytes
Mucosal transpart - - - - ++ Lt + _ _
Induces mast-cell — — — — - — _ + A

degranulation

“Activity levels indicated as follows: ++ = high; + = moderate; +/— = minimal; — = nane; ? = questionable.

TtgG, 1gE, and 1gD always exist as monamers; IgA can exist as a monomer, dimer, trimer, or tetramer. Membrane-bound
IgM is a monomer, but secreted IgM in serum Is a pentamer.

FigM is the first isctype produced by the neonate and during a primary immune response. /
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(a) Structure of secretory IgA
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Antibody
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Self MHC - @ Self MHC @
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21 l ! l

Killing No killing No killing
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(2) Hen egg-white lysosome
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T-cell epitopes of hen egg~white lysozyme

34 45 51 61 78 93

Protrusion index

W]

O e RO R UL S 0N

1 10 20 30 40 50 60 70 80 90 100 110 120 129

Residue number

23

aﬂ;_T{eu-rqcéptor

o-chain B-chain
NH, NH;

—
@
i=}
o

Connecting
sequence 5
2k ')
8 B Transmembrane +2 8+
o B region (F,) +8 B
Cytoplasmic COOH
il (CT) COOH (782)
(248)



r——
a B
NH, NH,
22 + + 23
907  To1 ed
— —N—
NH, NH, NH, NH,
134 140 )
v 1] oy W oy
5o 5o 5
184 201 T
£ ¢
fssdo 22 575 235 90 105 105 80
ey 5
4 - 4 - 2 -
d s > s g § §
0 .
3 COOH COOH 116 130 130 106
248 282
Q48) 282 160 150
COOH 185 185 COOH
COOH COOH
—ITAM
143
COOH COOH
TABLE 9-1
Feature of T cells 43 T cells
Proportion of CD3™ 90-99% 1-10%
cells ‘
TCRV gene germ- Large Smail
line repertoire
Cb4/CDhs
phenotype
cDa*r ~60% <1%
alnl: ~30% ~30%
cD4 Ccps” <1% <1%
CD4~CD8™ <1% -60%
MHC restriction CDa*: MHC Mo MHC
class I restriction
Chg™: MHC
class
Ligands Peptide + MHC Phospholipid
antigen
SOURCE: D. Kabelitz et al., 1999, Springer Seminars in Immunopathology -
21:55, p. 36. aﬂ? 5
i ) bindis:
Weak trong binding
€A Affinity constant
B I | | T T ! | (mol/L)
1074 107 1076 1077 108 107 10710 10
i Teell reééptors | l Adhesion Molecules l |
[ Antibodies
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Ty cell Antigen-presenting cell Te cell Target cell

cD2

D2 LFAS l
LEA-L ICAM-1 .
LFA-1 e B P (000 ~—-1CAM-1 Peptide
TCR- Class I MHC
|~
TCR— [~ Class 11 D3
CD8
CD4 CD22

A

TABLE 9-4

- Setected T-cell accessory molecules -

FUNCTION
Signal Member of
Name Ligand Adhesion transduction Ig superfamily
Ccb4 Class !l MHC + + +
CcD8 Class | MHC + + +
CD2 (LFA-2) CD58 (LFA-3) + + +
LFA-1 (CD11a/CD18) ICAM-1 (CD54) + > +1{=)
cb28 B7 ? + +
CTLA-4 B7 ? + -
CL45R CcDz22 + + +
cos co72 ? + ~ 28
CDS
o B

Lc-51
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