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T
his

section
sum

m
arizes

H
IV

-specific
antibodies

arranged
sequentially

according
to

the
location

of
their

binding
dom

ain,
organized

by
protein.

W
e

attem
pted

to
m

ake
this

section
as

com
prehensive

as
possible.

F
orthe

M
A

bs
ca-

pable
ofbinding

to
linearpeptides,w

e
require

thatthe
binding

site
be

contained
w

ithin
a

region
of30

or
so

am
ino

acids,butnotthatthe
precise

boundaries
be

defined,forinclusion
in

the
m

aps.
M

A
bs

thatcannotbind
to

linearpeptides
are

grouped
by

category
atthe

end
ofeach

protein.
F

orexam
ple,M

A
bs

thatinhibit
sC

D
4

binding
are

grouped
together

at
the

end
of

the
gp120

table.
F

or
m

ore
recent

updates,
epitope

sequence
alignm

ents,
and

search
capabilities,

please
see

our
w

eb
site:

http://hiv-w
eb.lanl.gov/im

m
unology.

A
.TA

B
LE

S
:E

ach
M

A
b

has
an

eight-partbasic
entry:

•
N

um
ber:

O
rder

ofappearance
in

the
database

•
ID

•
Location:

T
he

am
ino

acid
positions

of
the

epitope
boundaries

and
the

reference
sequence

are
listed

as
given

in
the

prim
ary

publication.
F

requently,
these

positions
as

published
are

im
precise,

and
do

not
truly

correspond
to

the
num

bering
ofthe

sequence,butthey
provide

a
reason-

able
guide

to
the

peptide’s
approxim

ate
location

in
the

protein.
A

lso,
in

m
any

cases
the

reference
sequence

identification
w

as
not

provided.
B

inding
sites

that
cannot

be
approxim

ated
through

peptide
binding

or
interference

studies
are

labeled
“dis”

for
“discontinuous”.

T
he

approxi-
m

ate
location

on
the

protein,
sequence

num
ber,

and
reference

sequence
are

listed.
Ifyou

are
interested

in
finding

the
precise

positions
ofepitopes

you
are

studying,
please

try
using

the
interactive

position
locator

at
our

w
eb

site:
http://hiv-w

eb.lanl.gov/N
U

M
-H

X
B

2/H
X

B
2.M

A
IN

.htm
l.

•
W

E
A

U
Location:

P
osition

of
the

binding
site

on
the

viral
strain

W
E

A
U

,used
as

a
reference

strain
throughoutthis

publication.T
he

position
ofthe

defined
epitope’s

location
on

the
sequence

on
the

W
E

A
U

protein
is

indicated.
T

he
num

bering
corresponds

to
the

protein
m

aps.
E

pitopes
that

cannot
be

approxim
ated

through
peptide

binding
or

inter-
ference

are
labeled

“dis”
for

discontinuous.

•
S

equence:
T

he
am

ino
acid

sequence
ofthe

binding
regio

n
o

finterest
as

defined
in

the
reference,

based
on

the
reference

strain
used

in
the

study
defining

the
binding

site.
O

n
rare

occasions,
w

hen
only

the
location

and
not

the
actual

peptide
sequence

w
as

specified
in

the
originalpublication,

and
the

sequences
w

ere
num

bered
inaccurately

by
the

prim
ary

authors,w
e

m
ay

have
m

isrepresented
the

binding
site’s

am
ino

acid
sequence.

T
herefore,epitopes

thatw
ere

notexplicitly
w

ritten
in

the
prim

ary
publication,thatw

e
determ

ined
by

looking
up

the
reference

strain
and

the
num

bered
location,are

follow
ed

by
a

question
m

ark
in

the
table.

•
N

eutralizing:
L

:neutralizes
lab

strains.P:neutralizes
prim

ary
isolates.

n:
does

notneutralize.

•
Im

m
unogen:

T
he

antigenic
stim

ulus
ofthe

B
cellresponse

.

•
S

pecies(Isotype):

•
R

eferences:
A

llpublications
thatw

e
could

find
thatrefer

to
the

use
ofa

specific
antibody.F

irstis
a

listofallreferences.
S

econd
is

a
listof

the
donors.

T
his

com
es

from
the

prim
ary

publications,
and

is
m

eant
to

serve
as

a
potentialguide

to
a

source
ofinform

ation
aboutan

antibody
or

how
to

obtain
it,as

w
ellas

to
provide

credit.
T

hen
com

es
a

listofnotes
describing

the
context

of
the

antibodies
use

in
each

study.
M

A
b

often
have

severalnam
es.

F
orexam

ple
punctuation

can
lostornam

es
are

often
shortened

(M
-70

in
one

paper
can

be
M

70
in

another).
W

e
attem

pt
to

include
allofthe

A
b

“nicknam
es”

w
e

encounter
in

the
literature,

so
the

search
tools

on
the

w
eb

site
can

find
a

given
antibody.

B
.M

A
P

S

T
he

nam
es

ofM
A

bs
and

the
location

ofw
ellcharacterized

linearbinding
sites

of21
am

ino
acids

orless
are

indicated
on

protein
sequences

ofthe
W

E
A

U
clone

1.60.
T

his
m

ap
is

m
eant

to
provide

the
relative

location
of

epitopes
on

a
given

protein,
but

the
W

E
A

U
sequence

m
ay

not
actually

bind
to

the
M

A
b

of
interest,

as
it

m
ay

vary
relative

to
the

sequence
for

w
hich

the
epitope

w
as

defined.
F

or
m

ore
inform

ation
concerning

the
W

E
A

U
sequence,

see
the

C
T

L
“H

ow
to

use
this

section”
guide

in
partI.

Tw
o

indices
are

provided.
T

he
first

lists
the

M
A

bs
ID

s
in

alphabetical
order

so
one

can
find

their
location

in
the

database.
T

he
second

provides
a
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concise
listofthe

M
A

bs
in

order
oftheir

appearance
in

the
database,

ordered
by

the
protein

coding
regions

spanning
H

IV
-1.

C
.A

LIG
N

M
E

N
T

S

B
ecause

ofspace
lim

itations,alignm
ents

thatcorrespond
to

the
epitopes

are
only

available
from

the
w

eb
site,notin

the
hard

copy
ofthe

com
pendium

.
A

ll
epitopes

are
aligned

to
the

W
E

A
U

sequence,
w

ith
the

sequence
used

to
define

the
epitope

indicated
directly

above
it.

In
consensus

sequences
an

up-
per

case
letter

indicates
the

am
ino

acid
w

as
present

in
allsequences,

a
low

er
case

letter
indicates

the
am

ino
acid

w
as

present
in

m
ost

sequences
in

a
given

position,
and

a
question

m
ark

indicates
tw

o
or

m
ore

am
ino

acids
w

ere
repre-

sented
w

ith
equalfrequency.

T
he

m
asteralignm

entfiles
from

w
hich

the
epitope alignm

ents
w

ere
created

are
available

as
the

1998
w

eb
site

protein
align-

m
ents

(http://hiv-w
eb.lanl.gov/A

LIG
N_

98/A
LIG

N
-IN

D
E

X
-98.htm

l),
and

w
e

restricted
ourselves

to
fullgene

region
sequences

forthese
alignm

ents,exclud-
ing

short
fragm

ents
of

sequences.
T

he
subtype

designation
and

the
country

of
isolation

are
indicated

along
w

ith
the

com
m

on
nam

e
of

the
sequence.

T
he

alignm
ents

w
ere

m
odified

in
som

e
cases

to
optim

ize
the

alignm
entrelative

to
the

defined
epitope

and
m

inim
ize

insertions
and

deletions.
A

dash
indicates

identity
to

the
consensus

sequence,and
a

period
indicates

an
insertion

m
ade

to
m

aintain
the

alignm
ent.

S
top

codons
are

indicated
w

ith
a

$,and
fram

eshifts
by

a
#;they

are
inserted

to
m

aintain
the

alignm
ents.
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