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HXB2 _C__V__S__L__K__C__T__D__L__K__N__D__T__N__T__N__S__S__S__G__R__M__I__M__E__K__G__E__I__K__N__C__S_ 
    
TF TGTGTCACTCTAAACTGTACCAATGCTACTGCCAGCAATAGCAGTATAATAGAGGGAATGAAAAATTGCTCT 
TF _C__V__T__L__N__C__T__N__A__T__A__S__N__S__S__I__I__E__G__M__K__N__C__S_  
                     
TF ACTCTAAACTGTACCAATGCTACTGCCAGCAATAGCAGTATAATAGAG CVTLNCTNATASNSSIIE
 ACTCTAAACTGTACCAATGCTACTGCCAGCAATAGCAGTATA---GAG CVTLNCTNATASNSSI-E    
 
TF ACTCTAAACTGTACCAATGCTACT         GCCAGCAATAGCAGTATAATAGAG CVTLNCTNAT   ASNSSIIE 

ACTCTAAACTGTACCAATGCTACTAATGCTACTGCCAGCAATAGCAGTATAATAGAG CVTLNCTNATNATASNSSIIE  
         
TF ACTCTAAACTGTACCAATGCTACT            GCCAGCAATAGCAGTATAATAGAG CVTLNCTNAT    ASNSSIIE 
 ACTCTAAACTGTACCAATGCTACTACCAATGCTACTGCCAGCAATAGCAGTATAATAGAG CVTLNCTNATTNATASNSSIIE  
 
TF ACTCTAAACTGTACCAATGCTACTGCCAGC               AATAGCAGTATAATAGAG CVTLNCTNATAS     NSSIIE 
 ACTCTAAACTGTACCAATGCTACTGCCAGCAATGCTACTGCCAGCAATAGCAGTATAATAGAG CVTLNCTNATASNATASNSSIIE  
              
TF ACTCTAAACTGTACCAATGCTACTGCCAGCAAT---------------------AGCAGTATAATAGAG CVTLNCTNATASN       SSIIE 
 ACTCTAAACTGTACCAATGCTACTGCCAGCAATACCAATGCTACTGCCAGCAATAGCAGTATAATAGAG CVTLNCTNATASNTNATASNSSIIE   
 
TF ACTCTAAACTGTACCAATGCTACTGCCAG                        CAATAGCAGTATAATAGAG  CVTLNCTNATAS        NSSIIE
 ACTCTAAACTGTACCAATGCTACTGCCAGAAACTGTACCAATGCTACTGCCAGCAATAGCAGTATAATAGAG  CVTLNCTNATARNCTNATASNSSIIE
 
TF ACTCTAAACTGTACCAATGCTACTGCCAGCAATAGC      AGTATAATAGAG      CVTLNCTNATASN  SSIIE 

ACTCTAAACTGTACCAATGCTACTGCCAGCAATAGCAATAGCAGTATAATAGA                      G CVTLNCTNATASN      SNSSIIE  

HXB2 _F__N__S__T__W__F__N__S__T__W__S__T__E__G__S__N__N__T__E__G__S__D__T__I__T__L__P__C_  
   
TF TTTAATAGGACATATATGGCTAATAGTACAGATATGGCTAATAGTACAGAAACTAACAGTACACGAACCATCACAATCCACTGC  
TF _F__N__R__T__Y__M__A__N__S__T__D__M__A__N__S__T__E__T__N__S__T__R__T__I__T__I__H__C_ 
 
TF TTTAATAGGACATATATGGCTAATAGTACAGATATGGCTAATAGTACAGAAACTAACAGTACACGAACCATC CNTSSLFNRTYMANSTDMANSTETNSTRTI

TTTAATAGGACATATATGGCTAATAGT------------------ACAGAAACTAACAGTACACGAACCATC CNTSSLFNRTYMANS------TETNSTRTI

TTT------------------AATAGTACAGATATGGCTAATAGTACAGAAACTAACAGTACACGAACCATC CNTSSLF------NSTDMANSTETNSTRTI  
 
TTTAATAGGACATATATGGCTAATAGTACAGATATGGCTAATAGTACAGAAACTAACAGA------ACCATC CNTSSLFNRTYMANSTDMANSTETNS—-TI

 

HXB2 _T__R__D__G__G__N__S__N__N__E__S__E__I__F__R__P_
 
TF ACAAGGGATGGAGGAAAAAACAATACGGAGACATTCAGACCT 
TF _T__R__D__G__G__K__N__N__T__E__T__F__R__P_     
 
TF ACAAGGGATGGAGGAAAAAACAATACG   GAGACATTCAGACCT TRDGGKNNT ETFRP

ACAAGGGATGGAGGAAAAAACAATACGACGGAGACATTCAGACCT TRDGGKNNTTETFRP 

   

 
TF ACAAGGGATGGAGGAAAAAACAATACGG   AGACATTCAGACCT TRDGGKNNT ETFRP 

ACAAGGGATGGAGGAAAAAACAATACGGCGGAGACATTCAGACCT TRDGGKNNTAETFRP 

  

 
TF ACAAGGGATGGAGGAAAAAACAAT      ACGGAGACATTCAGACCT TRDGGKNN  TETFRP 
    ACAAGGGATGGAGGAAAAAACAATACGGAGACGGAGACATTCAGACCT TRDGGKNNTETETFRP  

  

 
TF ACAAGGGATGGAGGAAAAAACAAT      ACGGAGACATTCAGACCT TRDGGKN  NTETFRP 

ACAAGGGATGGAGGAAAAAACAATAACAATACGGAGACATTCAGACCT TRDGGKNKNNTETFRP 

  
  

 
TF ACAAGGGATGGAGGAAAAAACAATAC   GGAGACATTCAGACCT TRDGGKNNT ETFRP 
 ACAAGGGATGGAGGAAAAAACAATACTACGGAGACATTCAGACCT TRDGGKNNTTETFRP

 
  

 
TF ACAAGGGATGGAGGAAAAAACAA      TACGGAGACATTCAGACCT TRDGGKNN  TETFRP 
   ACAAGGGATGGAGGAAAAAACAATACGGATACGGAGACATTCAGACCT TRDGGKNNDTTETFRP 
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Virus w10 w20
TF_ID50 286 2,397
TF_RID50 (ID50mut/ID50TF) 1 1
N130D V1 0.3 0.6
T234N C2 0.3 1.2
N279D Loop-D <0.1 0.7
V281I Loop-D <0.1 0.7
K302N V3 224.3 51.9
Y330H V3 0.7 1.5
N334S V3C3 0.2 0.4
H417R V4 1.1 1.2
K460E V5 <0.1 1.8

Virus DH647 DH648
TF_IC50 (ug/ml) 2.2 1.0
N130D V1 3.3 0.9
K302N V3 15.5 >20
Y330H V3 2.5 1.8
N334S V3C3 >20 >20
H417R V4 2.0 2.0

Virus DH650.UCA DH650 CH235.UCA CH235.IA3 CH235.9
TF_IC50 (ug/ml) >20 2.2 >20 3.6 0.4
T234N C2 >20 >20 >20 >20 0.6

>3 fold resistant

N279D Loop-D >20 >20 >20 >20 0.4

>3 fold sensitive

V281I Loop-D >20 3.5 >20 5.6 0.2
K460E V5 >20 >20 >20 13.2 1.3
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Autologous NAb responses to wildtype and V1 deleted variants 
of CH848 TF in SHIV CH848 infected RM plasma

Animal ID
Plasma 

timepoint
CH848

TF

CH848
TFdV1 

(V1 10aa)

w36con 
(V1 10aa+

Mut)
RM6167 w10 220 130 <20

w36 435 948 28

Epitope mapping of autologous, strain-specific neutralizing mAbs from RM6163

Animal ID Antibody ID
CH848

TF

CH848
TFdV1 

( 10aa)
CH848 
N301D

CH848 
N332D

RM6163 DH898.1 2.84 11.49 3.19 >50 IC50, µg/mL
w52 LN DH898.2 6.57 27.38 8.56 >50 <1

DH898.3 3.69 16.35 5.93 >50 1-10
DH898.4 0.64 3.29 0.86 >50 10-50
DH898.5 2.83 12.18 5.40 >50 >50
DH898.6 3.12 21.67 5.74 >50

A

B

CH848
R336G

72
ND
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A B

C

Lo
g

AU
C

Timepoint (weeks)

C
U

A goL
CH505TF gp120
CH505TF gp120 371I

RSC3
RSC3 371I

CH505TF gp120 RSC3

D
E

F

mAb ID
Heavy chain (IGHV) Light chain (IGKV)

IGHV IGHJ CDR3 length
(aa)

Mut. Freq.
(%, nn) IGKV CDR3 length

(aa)
Mut. Freq.

(%, nn)
DH650 IGHV1-H IGHJ4-1 14 4.9% IGKV2-S17 9 3.2%
DH650.1 14 4.9% Unrecovered gene sequence
DH650.2 14 6.2% 9 4.3%
DH650.3 14 4.9% 9 4.3%
DH650.4 14 4.5% 9 2.8%
DH650.5 14 8.7% 9 3.9%
DH650.6 14 4.9% 9 5.3%
DH650.7 14 6.9% 9 3.9%
DH650.8 14 4.9% 9 4.6%
DH650.9 14 6.2% 9 2.5%
DH650.10 14 8.3% 9 3.2%
DH650.11 14 6.2% 9 5.2%
DH650.12 14 5.6% 9 3.5%
DH650.13 14 5.6% 9 3.2%
DH650.14 14 8.0% Unrecovered gene sequence

IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1
IGHV1-H IGHJ4-1

IGKV2-S17
IGKV2-S17
IGKV2-S17
IGKV2-S17
IGKV2-S17
IGKV2-S17
IGKV2-S17
IGKV2-S17
IGKV2-S17
IGKV2-S17
IGKV2-S17
IGKV2-S17

0.02

DH650.5

DH650.3

DH650

DH650.4

DH650.2

DH650.13

UCA

DH650.6

DH650.12
DH650.9

DH650.11
DH650.8

DH650.7

DH650.10

Antibody
ID

CH505TF gp120
binding titer; EC50 (µg/ml)

WT
DH650 0.09 22.66
DH650.3 1.94 No binding
DH650.4 1.09 No binding
DH650.5 2.02 No binding
DH650.6 No binding No binding
DH650.7 0.22 8.72
DH650.8 0.10 7.52
DH650.9 0.16 24.05
DH650.10 0.44 No binding
CH235 0.05 No binding
CH106 0.03 No binding

Concentration (µg/ml)
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A

B

Antibody ID TF TF
gly4 MuLV

DH650UCA >50 >50 >50
DH650IA1 3.8 <0.02 >50
DH650IA2_12 >50 0.06 >50
DH650IA3 4.2 <0.02 >50
DH650IA4 4.6 <0.02 >50
DH650IA5 11.4 <0.02 >50
DH650IA6 >50 <0.02 >50
DH650IA7 >50 <0.02 >50
DH650IA8 20.0 <0.02 >50
DH650IA9_10_11 20.0 0.03 >50
DH650 2.6 <0.02 >50
DH650.2 10.0 <0.02 >50
DH650.3 >50 0.4 >50
DH650.4 >50 <0.02 >50
DH650.5 >50 0.06 >50
DH650.6 >50 >50 >50
DH650.7 3.3 <0.02 >50
DH650.8 2.0 <0.02 >50
DH650.9 3.8 <0.02 >50
DH650.10 10.3 <0.02 >50
DH650.12 9.6 <0.02 >50
DH650.13 8.3 <0.02 >50

CH505TF.6R.SOSIP.664.v4.1 CH505TF.chim.6R.SOSIP.664 CH505TF gp120
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Antibody
ID

HIV-1 isolate/ Tier phenotype/ IC50, µg/mL
CH505

TF
JRFL Q168 Q842 BG1168 SF162 MuLV

2 2 2 2 1 1 n/a
DH650 9.6 >50 >50 >50 >50 >50 >50
DH650.3 >50 >50 >50 >50 >50 >50 >50
DH650.4 >50 >50 >50 >50 >50 >50 >50
DH650.5 >50 >50 >50 >50 >50 >50 >50
DH650.6 >50 >50 >50 >50 >50 >50 >50
DH650.7 5.0 >50 >50 >50 >50 >50 >50
DH650.8 4.5 >50 >50 >50 >50 >50 >50
DH650.9 4.4 >50 >50 >50 >50 >50 >50
DH650.10 23.7 >50 >50 >50 >50 >50 >50
CH235 0.58 1.7 >50 3.9 >50 >50 >50

IC50, µg/mL >50 10-50 1-10 0.1-1 <0.1
C

IC50, µg/mL >50 10-50 1-10 0.1-1 <0.1
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51 72HCDR2
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C
HCDR2HCDR1 HCDR3

D

* *CH235_UCA  
CH235 .D..W.R.N...N....I....
8ANC131    

DH650_UCA INPYNGNTKYAQKFQGRVTMTR
DH650.13   ...RH.RIG.............
DH650.9    ...R..RIG.S.R.........
DH650.12   ...R..RIG.....KD......
DH650      ...R..RIG......D......
DH650.8    ...R..RIG......D......
DH650.11   ...RT.RIG...R..D......
DH650.7    ...R..RIG......D......
DH650.2    ...R..RIG.............
DH650.3    ...R..RIG.....KD......
DH650.10   .D.TY.R.G...R.KD.I....
DH650.5    .D.TH.R.G...R.KD.I....
DH650.4    ...R..RIG.....RD......
DH650.6    ...R..RIG..P..R.......

********

CH235UCA_VK EIVLTQSPATLSVSPGERATLSCRASQSV------SSNLAWYQQKPGQAPRLLIYGASTRATGIPARFSGSGSGTEFTLTISSLQSEDFAVYYCQQYNNWWT-FGQGTKVEIK
CH235_VK .............................------R........R...........T......V......R........A...M........L.L.......-..........

DH650UCA_VK DIVMTQTPLSLPVTPGEPASISCRSSQSLLDSEDGNTYLDWYLQKPGQSPQLLIYEVSNRASGVPDRFSGSGSDTDFTLKISRVEAEDVGVYYCMQALEFPYSFGQGTKVEIK
DH650_VK ......S............A...........RA...............................................................G................
DH650.2_VK N.....S............A...........RA...............P........................H......................G................
DH650.3_VK ......S............A...........RA...............................................................G................
DH650.4_VK ......S............A...........RD...............................................................G.............Q..
DH650.5_VK ......S............A...........RD..D..............................................IL..D.......L.G.....R..........
DH650.6_VK ......S............A...........RS.........R...........F...................................I.....G.....R..........
DH650.7_VK ......S............A...........RA.E.............................................................G..Y.............
DH650.8_VK ......S............A...........RA.........................S....................R............F...G.A..............
DH650.9_VK ...................A...........RA...............................................................G..Y.............
DH650.10_VK .....HS.H..........A...........RD...............................................................G................
DH650.11_VK ...................A...........RD..............PA.A.SVL...K.....................................G.G...T..........
DH650.12_VK ......S............A...........RS...............................................................G..Y.............
DH650.13_VK ...................A...........RA.........................S.....................................G................

LCDR1 LCDR2 LCDR3
E

DH650UCA QVQLVQSGAEVKKPGSSVKVSCKASGYTFTDYYMHWVRQAPRQGLEWMGWINPYNGNTKYAQKFQGRVTMTRDTSTSTAYMELSSLRSEDTAVYYCARGRLELTASHFDYWGQGVLVTVSS
DH650.13 ...............A...L.......A..L.SIN......G...........RH.RIG..................I.....G..........F..............V.....P.....
DH650.9 ...............A...L.......A..S.SIN......G...........R..RIG.S.R..............I.....G..........F...........Q..K.....P.....
DH650.12 ...............A...L.......A..I.SIN......G...........R..RIG.....KD...........I.....G..........F...........Q..K.....P.....
DH650 ...............A...L.......G..I.SIN......G...........R..RIG......D...........I.....G...Y......F.T..Q......R..K.....P.....
DH650.8 ...............A...L.......A..I.SIN......G...........R..RIG......D..........NI.....G..........F....Q......R..K.....P.....
DH650.11 ...............D..RL..R....A..I.SIN......G...........RT.RIG...R..D..........NI.....G..........F....Q......R..K.....P.....
DH650.7 .........A.....A...L.......A..L.SIN......G...........R..RIG......D.........M.I....VG..........F..............T.....P.....
DH650.2 ......F........A...L.......A..L.SIN......G...........R..RIG..................IG....G..........F...........Q..K.....P.....
DH650.3 ...............A...L...G...A..I.SIN......G...........R..RIG.....KD...........I.....G..........F..............N.....P.....
DH650.10 ....L..........A...L.......A..S.SIN......G...Q...Y.D.TY.R.G...R.KD.I.........M.....GR.........F..............N.....P.....
DH650.5 ....L..........A...L.......A..S.SIN......G...Q...Y.D.TH.R.G...R.KD.I........NM.....GR.........F..............N.....P.....
DH650.4 ...............A...L.......A..I.SIN......G...........R..RIG.....RD...........I.....G..........F.T............N.....P.....
DH650.6 ...............A...L..R....A..I.SIS......G...........R..RIG..P..R............I.....G..........F.T..Q......R..T..R..P.....
DH650.15_NGS ...............A...L.......N.IS.TIN......G...........K...IG........................G..........F.T..Q.D....R..T.....P.....
DH650.16_NGS ...............A...L...G......S.SVN......G..P........N....D........L...............G..........F.T..Q.D.I..R..T.....P.....
DH650.17_NGS ...............A...........P..P.KIN......G...........A..Q.G.........V.S.....T......G..........F.T..Q.D....R..T.....P.....
DH650.18_NGS ...............A.......T..FI.GN.GIS......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.19_NGS ...............A..RL..........IHSIN......G.........D.R..RIG..P..R...........R......GG.........F.T..Q.D....R..T.....P.....
DH650.20_NGS ...............A..RL..........IHSIN......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.21_NGS E.R.I.......M..A..RL..........IHSIN......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.22_NGS ...............A..RL..........IHSIN......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.23_NGS ...............A..RL..........IHSIN......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.24_NGS .........A.....A..RL..........IHSIN......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.25_NGS ...............A..RL..........IHSIN......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.26_NGS ...............A...L..........IHSIN......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.27_NGS ...............A..RL..........IHSIN......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.28_NGS ...............A..RL..........IHSIN......G.........D.R..RIGD.P..R..................G..........F.T..E.D....R..T.....P.....
DH650.29_NGS ...............A..RL..........IHSIN......G.........V.S..RIG..P..R..................G..........F.T.CQ.D....R..T..H..P.....
DH650.30_NGS ...............A..RL..........IHSIN......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.31_NGS ...............A..RL..........IHSIN......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.32_NGS ...............A..RL..........IHSIN......G.........D.R..RIG..P..R.............................F.T..Q.D....R..T.....P.....
DH650.33_NGS ..R............A..RL..........IHSIN......G.........D.R..RIG..P..R..................G..........F.T..Q.D....R..T.....P.....
DH650.34_NGS ...............A..RL..........IHSIN......G.........D.R..RIG.VP..R..................G..........F.T..Q.D....R..T.....P.....
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C
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PGT145, or CAP256-
VRC26.25

E

V2 apex targeted antibodies

Non-V2 apex-
targeted antibodies

* *



A

B

DH1037 DH570.30 RHA1.V2.01

SSA SSB Sm RNP Scl 70 Jo 1 dsDNA Cent B Histone

Positive control 1 - - - - - - - + -
Positive control 2 + + - - - + + - +
Positive control 3 - - + + + - - - -

CH65 - - - - - - - - -
4E10 - + + - - + - + +

RHA1.V2.01 - - - - - - - - -

Autoantigens
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RHA1.V2.01 RHA1.V2.02 RHA1.V2.03 RHA1.V2.04
RM5695     

wk56 plasma

246F3 0.21 0.24 0.31 0.24 109
X1632 0.16 0.12 0.32 0.24 465
25710 0.74 0.33 2.18 1.76 28
CNE55 0.35 0.63 2.75 1.45 20
X2278 0.40 0.41 1.87 1.18 28
BJOX0020000 1.94 0.64 1.99 2.09 22
CNE8 4.09 1.27 6.78 5.76 179
CE0217 3.085 1.77 >50 >50 26
TRO.11 >50 >50 >50 >50 72
CE1176.A3 >50 >50 >50 >50 20
CH119.10 >50 31 >50 >50 <20

BG505.T332N 0.05 0.11 0.11 0.10 139
CAP256SU 0.45 0.27 0.85 0.76 65
ZM233.6 0.01 0.43 0.02 0.01 413
WITO.33 0.03 0.04 0.04 0.03 138
T250-4 0.01 0.01 0.02 0.01 1977
Q23.17 0.005 0.005 0.006 0.003 5051
MT145K 0.13 0.07 0.181 0.15 161

autologous CH505 TF 0.463 0.180 0.648 0.507 421

10-50
1.0-10

0.10-1.0
<0.10

20-100
100-500
500-5000

Rhesus mAbs

Global panel

IC50 ug/mL

Plasma ID50
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Virus ID Clade Virus ID Clade Virus ID Clade RHA1.V2.01
0260.v5.c36 A 13.9 3988.25 B 11.5 286.36 C 0.701
0330.v4.c3 A 0.046 5768.04 B 0.985 288.38 C >50
0439.v5.c1 A >50 6101.10 B >50 0013095-2.11 C >50 IC50 (ug/mL)

3365.v2.c20 A 0.390 6535.3 B 4.16 001428-2.42 C 0.057
3718.v3.c11 A 0.809 45_01dG5 B 3.97 00836-2.5 C >50

.001-.01

398-F1.F6.20 A >50 89.6.DG B >50 0921.v2.c14 C >50
.01-.100

BB201.B42 A 0.010 AC10.29 B 1.17 16055-2.3 C 0.077
.100-1.00

BB539.2B13 A >50 ADA.DG B 8.96 16845-2.22 C >50
1.00-10.0

BG505.W6M.C2 A 0.067 Bal.01 B >50 16936-2.21 C >50
>10.0

BI369.9A A 0.083 BaL.26 B >50 25710-2.43 C 0.856
BS208.B1 A 0.045 BG1168.01 B >50 25711-2.4 C >50

KER2008.12 A 0.043 BL01.DG B >50 25925-2.22 C 0.156
KER2018.11 A 0.013 BR07.DG B >50 26191-2.48 C 0.404
KNH1209.18 A 0.958 BX08.16 B 0.073 3168.v4.c10 C >50

MB201.A1 A 14.7 CAAN.A2 B >50 3637.v5.c3 C >50
MB539.2B7 A 1.36 CNE10 B >50 3873.v1.c24 C 6.10

MI369.A5 A 0.682 CNE12 B >50 426c C >50
MS208.A1 A >50 CNE14 B >50 6322.v4.c1 C >50

Q23.17 A 0.005 CNE4 B >50 6471.v1.c16 C >50
Q259.17 A 0.397 CNE57 B >50 6631.v3.c10 C >50

Q769.d22 A >50 HO86.8 B 43.6 6644.v2.c33 C >50
Q769.h5 A >50 HT593.1 B 6.70 6785.v5.c14 C 0.107

Q842.d12 A 0.020 HXB2.DG B >50 6838.v1.c35 C 0.271
QH209.14M.A2 A >50 JRCSF.JB B 0.015 96ZM651.02 C >50

RW020.2 A >50 JRFL.JB B >50 BR025.9 C 0.051
UG037.8 A >50 MN.3 B >50 CAP210.E8 C 11.2

246-F3.C10.2 AC 0.179 PVO.04 B >50 CAP244.D3 C >50
3301.v1.c24 AC >50 QH0515.01 B >50 CAP256.206.C9 C 0.225

3589.v1.c4 AC >50 QH0692.42 B >50 CAP45.G3 C 0.006
6540.v4.c1 AC 0.199 REJO.67 B 1.06 Ce1176.A3 C >50
6545.v4.c1 AC 0.120 RHPA.7 B >50 CE703010217.B6 C 2.19
0815.v3.c3 ACD >50 SC422.8 B >50 CNE30 C >50

6095.v1.c10 ACD 12.5 SF162.LS B >50 CNE31 C >50
3468.v1.c12 AD >50 SS1196.01 B >50 CNE53 C 6.18

Q168.a2 AD 0.069 THRO.18 B >50 CNE58 C 0.045
Q461.e2 AD >50 TRJO.58 B >50 DU123.06 C 0.281

620345.c1 AE 23.5 TRO.11 B >50 DU151.02 C 1.05
BJOX009000.02.4 AE >50 WITO.33 B 0.019 DU156.12 C 0.350
BJOX010000.06.2 AE >50 X2278.C2.B6 B 0.133 DU172.17 C >50
BJOX025000.01.1 AE >50 YU2.DG B >50 DU422.01 C >50
BJOX028000.10.3 AE >50 BJOX002000.03.2 BC 0.821 MW965.26 C 12.6

C1080.c3 AE 0.001 CH038.12 BC 1.97 SO18.18 C 0.205
C2101.c1 AE >50 CH070.1 BC 0.052 TV1.29 C 2.28

C3347.c11 AE >50 CH117.4 BC 0.005 TZA125.17 C 40.8
C4118.09 AE 0.049 CH119.10 BC 21.1 TZBD.02 C 4.01

CM244.ec1 AE 0.004 CH181.12 BC 0.009 ZA012.29 C >50
CNE3 AE 0.041 CNE15 BC >50 ZM106.9 C 24.7
CNE5 AE 0.017 CNE19 BC >50 ZM109.4 C >50

CNE55 AE 1.17 CNE20 BC 7.47 ZM135.10a C >50
CNE56 AE >50 CNE21 BC 0.069 ZM176.66 C 0.078
CNE59 AE 0.102 CNE40 BC >50 ZM197.7 C 43.1

CNE8 AE 8.55 CNE7 BC >50 ZM214.15 C >50
M02138 AE >50 ZM215.8 C >50

R1166.c1 AE >50 ZM233.6 C 0.009
R2184.c4 AE >50 ZM249.1 C 0.324
R3265.c6 AE >50 ZM53.12 C 0.589
TH023.6 AE >50 ZM55.28a C >50
TH966.8 AE 0.092 3326.v4.c3 CD 0.162

TH976.17 AE >50 3337.v2.c6 CD >50
235-47 AG 0.251 3817.v2.c59 CD >50
242-14 AG 0.869 191821.E6.1 D 48.6

263-8 AG >50 231965.c01 D >50
269-12 AG >50 247-23 D 0.211
271-11 AG 0.018 3016.v5.c45 D 0.572
928-28 AG >50 57128.vrc15 D >50

DJ263.8 AG 1.06 6405.v4.c34 D >50
T250-4 AG 0.010 A03349M1.vrc4a D >50

T251-18 AG >50 A07412M1.vrc12 D 9.22
T253-11 AG >50 NKU3006.ec1 D >50
T255-34 AG 0.077 UG021.16 D >50
T257-31 AG 30.3 UG024.2 D >50
T266-60 AG 13.5 P0402.c2.11 G 2.14
T278-50 AG 9.27 P1981.C5.3 G >50

T280-5 AG >50 X1193.c1 G >50
T33-7 AG 0.011 X1254.c3 G >50

X1632.S2.B10 G 0.112
X2088.c9 G >50

X2131.C1.B5 G 5.90
SIVmac251.30.SG3 NA >50

SVA.MLV NA >50
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RHA1.V2.01 RHA1.V2.03 RHA1.V2.04

T250-4 wt 0.012 0.019 0.017
T250-4.K169E >25 >25 >25
T250-4.R166S >25 >25 >25
T250-4.N160K >25 >25 >25
246-F3 wt 0.352 0.413 0.243
246-F3.R169E >25 >25 >25
246-F3.N160K >25 >25 >25
BG505.332N wt 0.164 0.268 0.278
BG505.332N.K169E >25 >25 >25
BG505.332N.R166S >25 >25 >25
BG505.332N.N160K >25 >25 >25
CAP256SU wt 0.412 0.791 0.428
CAP256SU.K169E >25 >25 >25
CAP256SU.R166S >25 >25 >25
CAP256SU.T162I >25 >25 >25
X1632 wt 0.433 0.284 0.118
X1632.K169E >25 >25 >25
X1632.N160K >25 >25 >25
MT145K wt 0.16 0.25 0.23
MT145K.K169E >25 >25 >25
MT145K.R166S >25 >25 >25
MT145K.N160D >25 >25 >25
Q23.17 wt 0.007 0.009 0.008
Q23.17.R169E >25 >25 >25
Q23.17.R166S >25 >25 >25
Q23.17.N160K 2.96 1.37 1.00

<0.10 0.10-1.0 1.0-10 10-50
IC50 ug/mL
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; OR=28.39; Acc = 0.66

RHA1
sensitive

RHA1
resistant

PCT64-35M
sensitive 72 17

PCT6-35M
resistant 29 90

p=2.0x10-16; Odd’s ratio (OR) =13.14;
Accuracy (Acc) = 0.78

RHA1
sensitive

RHA1
resistant

CAP256.25
sensitive 84 38

CAP256.25
resistant 17 69

p=1.7x10-12; OR=57.35; Acc = 0.74

RHA1
sensitive

RHA1
resistant

PG9
sensitive 100 68

PG9
resistant 1 39

p=2.3x10-12; OR=57.35; Acc = 0.69

RHA1
sensitive

RHA1
resistant

CH01
sensitive 72 38

CH01
resistant 29 69

p=2.4x10-7; OR=4.51; Acc=0.67

RHA1
sensitive

RHA1
resistant

CAP256.08
sensitive 67 28

CAP256.08
resistant 34 79

p=7.3x10-9; OR=5.56; Acc=0.70

RHA1
sensitive

RHA1
resistant

PGT145
sensitive 96 61

PGT145
resistant 5 46

p=4.4x10-11; OR=14.47; Acc=0.68

RHA1
sensitive

RHA1
resistant

PGDM1400
sensitive 99 68

PGDM1400
resistant 2 39

p=2.8x10-11

A 

B 
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Virus ID Clade
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08
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25 CH01 PG9 PGT145
PGDM 
1400 Virus ID Clade

RHA1. 
V2.01

PCT64-
35M

CAP256-
VRC26.

08

CAP256-
VRC26.

25 CH01 PG9 PGT145
PGDM 
1400 Virus ID Clade

RHA1. 
V2.01

PCT64-
35M

CAP256-
VRC26.

08

CAP256-
VRC26.

25 CH01 PG9 PGT145
PGDM 
1400 Virus ID Clade

RHA1. 
V2.01

PCT64-
35M

CAP256-
VRC26.

08

CAP256-
VRC26.

25 CH01 PG9 PGT145
PGDM 
1400

Q23.17 A 0.005 0.004 0.010 0.002 0.008 0.009 0.002 0.0009 Q168.a2 AD 0.069 0.025 0.148 0.003 2.26 0.072 0.860 0.003 C1080.c3 AE 0.001 0.011 0.0003 0.003 0.033 0.004 0.010 0.0007 CH117.4 BC 0.005 0.008 0.0003 0.0004 1.16 0.004 0.012 0.001
BB201.B42 A 0.010 0.010 0.001 0.001 0.126 0.019 0.030 0.0009 6545.v4.c1 AC 0.120 0.058 0.026 0.009 0.171 0.055 0.003 0.004 CM244.ec1 AE 0.004 0.003 0.002 0.043 0.016 0.004 0.0006 0.0004 CH181.12 BC 0.009 0.002 0.0003 0.0005 0.494 0.014 0.0003 0.002

KER2018.11 A 0.013 0.094 0.0003 0.001 0.159 0.017 0.003 0.003 246-F3.C10.2 AC 0.179 0.029 >50 0.019 2.06 0.024 17.4 0.003 CNE5 AE 0.017 0.015 0.0003 0.002 0.104 0.010 0.002 0.0009 CH070.1 BC 0.052 0.004 0.0008 0.004 >50 0.009 0.003 0.0006
Q842.d12 A 0.020 0.013 >50 0.008 0.223 0.028 0.067 0.001 6540.v4.c1 AC 0.199 0.106 0.077 0.009 0.465 0.033 0.003 0.005 CNE3 AE 0.041 0.013 >50 >50 >50 0.134 0.252 0.045 CNE21 BC 0.069 0.008 0.001 0.001 >50 0.067 0.002 0.002

KER2008.12 A 0.043 0.062 >50 0.014 0.802 0.019 8.33 0.001 6095.v1.c10 ACD 12.5 0.984 0.0007 0.003 >50 0.279 0.002 0.011 C4118.09 AE 0.049 0.014 0.0003 0.002 0.254 0.052 0.002 0.003 BJOX002000.03.2 BC 0.821 0.048 0.003 0.002 41.2 0.045 0.434 0.005
BS208.B1 A 0.045 0.010 0.0003 0.001 0.045 0.021 0.001 0.002 3301.v1.c24 AC >50 3.31 0.0003 0.004 >50 0.372 0.193 0.040 TH966.8 AE 0.092 0.019 0.0003 0.018 0.049 0.040 0.002 0.004 CH038.12 BC 1.97 >50 0.009 0.003 >50 0.775 46.5 >50

0330.v4.c3 A 0.046 0.083 >50 0.011 0.468 0.011 0.697 0.004 Q461.e2 AD >50 >50 0.502 0.046 >50 3.86 16.0 0.161 CNE59 AE 0.102 0.018 >50 >50 2.61 0.070 0.018 0.002 CNE20 BC 7.47 >50 >50 0.005 1.18 0.045 0.042 0.004
BG505.W6M.C2 A 0.067 0.042 0.589 0.002 0.777 0.032 0.010 0.004 3589.v1.c4 AC >50 >50 >50 >50 7.29 0.023 >50 >50 CNE55 AE 1.17 0.078 0.0003 0.002 >50 0.241 0.002 0.006 CH119.10 BC 21.1 >50 >50 0.019 1.98 0.326 0.089 0.146

BI369.9A A 0.083 0.373 0.0003 0.002 0.387 0.024 0.018 0.004 3468.v1.c12 AD >50 >50 >50 >50 31.5 18.2 >50 >50 CNE8 AE 8.55 0.780 2.46 0.019 >50 0.464 0.052 0.004 CNE19 BC >50 0.269 11.1 0.001 0.864 0.024 0.068 0.002
3365.v2.c20 A 0.390 0.324 0.100 >50 1.00 0.077 0.339 0.019 0815.v3.c3 ACD >50 >50 >50 >50 >50 >50 >50 >50 620345.c1 AE 23.5 0.234 0.001 0.013 >50 1.68 0.056 0.565 CNE15 BC >50 1.24 >50 1.27 0.356 0.009 2.60 0.004

Q259.17 A 0.397 0.206 0.001 0.005 >50 0.099 45.0 0.034 R2184.c4 AE >50 0.475 19.8 0.022 >50 0.472 0.050 0.007 CNE7 BC >50 0.887 0.003 0.005 >50 1.07 0.259 0.026
MI369.A5 A 0.682 0.335 0.039 0.005 0.849 0.125 0.010 0.009 C2101.c1 AE >50 22.7 >50 >50 1.62 0.050 0.005 0.010 CNE40 BC >50 >50 >50 0.020 >50 1.44 0.214 0.505

3718.v3.c11 A 0.809 0.188 0.105 0.044 0.272 0.075 0.046 0.004 JRCSF.JB B 0.015 >50 >50 >50 0.782 0.004 0.001 0.007 TH023.6 AE >50 0.636 26.4 >50 >50 0.309 0.022 0.010
KNH1209.18 A 0.958 >50 >50 0.910 38.9 15.1 >50 20.8 WITO.33 B 0.019 2.57 >50 >50 0.013 0.009 0.001 0.004 R3265.c6 AE >50 >50 >50 >50 0.608 0.091 0.011 0.015
MB539.2B7 A 1.36 1.17 31.9 0.747 >50 0.114 1.19 0.012 BX08.16 B 0.073 >50 >50 0.005 0.590 0.052 0.007 0.020 C3347.c11 AE >50 10.2 >50 >50 4.44 0.081 0.004 0.024 CAP45.G3 C 0.006 0.004 0.0003 0.001 0.105 0.007 0.0008 0.002
0260.v5.c36 A 13.9 >50 >50 >50 >50 0.999 >50 0.018 X2278.C2.B6 B 0.133 >50 >50 0.005 0.052 0.010 0.002 0.012 BJOX025000.01.1 AE >50 >50 >50 >50 >50 0.154 1.44 0.055 ZM233.6 C 0.009 0.089 >50 0.0009 0.074 0.013 0.011 0.001

MB201.A1 A 14.7 >50 >50 >50 0.243 0.104 2.49 0.228 5768.04 B 0.985 >50 >50 >50 0.825 0.243 0.020 0.043 BJOX028000.10.3 AE >50 >50 >50 >50 >50 0.686 4.00 0.061 CNE58 C 0.045 0.035 0.0003 0.001 0.047 0.020 0.062 0.002
Q769.h5 A >50 >50 >50 >50 39.4 0.012 0.023 0.002 REJO.67 B 1.06 >50 >50 >50 0.620 0.018 0.0004 0.003 BJOX009000.02.4 AE >50 >50 >50 18.8 10.1 1.00 0.099 0.177 BR025.9 C 0.051 0.009 >50 1.47 0.224 0.042 8.67 0.003

Q769.d22 A >50 >50 >50 >50 >50 0.011 0.151 0.003 AC10.29 B 1.17 >50 >50 0.111 16.3 0.058 0.006 0.102 M02138 AE >50 >50 >50 24.7 8.29 0.306 >50 0.290 001428-2.42 C 0.057 0.244 30.9 3.01 0.074 0.004 0.0006 0.002
BB539.2B13 A >50 1.02 0.194 0.005 6.34 0.109 0.077 0.010 45_01dG5 B 3.97 >50 >50 0.136 0.705 0.202 0.002 0.074 R1166.c1 AE >50 >50 >50 >50 13.1 0.526 4.44 0.587 16055-2.3 C 0.077 0.020 0.0003 0.001 >50 0.017 0.008 0.002

MS208.A1 A >50 0.098 0.0007 0.003 3.05 0.147 0.231 0.015 6535.3 B 4.16 >50 >50 >50 0.428 0.206 >50 >50 BJOX010000.06.2 AE >50 >50 >50 >50 1.57 0.268 >50 4.26 ZM176.66 C 0.078 0.018 0.0003 0.001 1.89 0.017 0.032 0.002
RW020.2 A >50 >50 >50 >50 >50 0.140 5.17 0.016 HT593.1 B 6.70 >50 >50 >50 >50 0.587 0.058 0.456 CNE56 AE >50 >50 >50 >50 >50 >50 1.63 9.02 6785.v5.c14 C 0.107 0.311 0.0003 0.003 0.879 0.031 0.105 0.008

3415.v1.c1 A >50 >50 >50 >50 5.46 0.121 >50 0.075 ADA.DG B 8.96 >50 >50 >50 >50 0.925 0.005 0.108 TH976.17 AE >50 >50 >50 0.056 >50 >50 >50 >50 25925-2.22 C 0.156 0.027 0.0003 0.002 2.10 0.026 0.003 0.002
UG037.8 A >50 >50 >50 >50 0.287 0.026 2.33 0.078 3988.25 B 11.5 >50 >50 0.048 >50 0.080 0.007 0.059 SO18.18 C 0.205 0.010 0.0003 0.001 9.73 0.017 0.002 0.001

QH209.14M.A2 A >50 >50 >50 >50 >50 >50 0.004 0.089 HO86.8 B 43.6 >50 >50 >50 0.186 0.055 0.002 0.051 CAP256.206.C9 C 0.225 0.028 0.0003 0.002 1.81 0.041 3.95 0.005
0439.v5.c1 A >50 >50 >50 >50 >50 >50 3.78 37.8 THRO.18 B >50 >50 >50 >50 9.32 12.4 0.006 0.070 T250-4 AG 0.010 0.009 0.0003 0.0008 0.042 0.003 0.0004 0.0006 6838.v1.c35 C 0.271 >50 0.001 0.003 0.137 0.018 0.215 0.011

398-F1.F6.20 A >50 >50 >50 >50 0.517 >50 >50 >50 BaL.26 B >50 >50 >50 >50 >50 0.108 1.41 0.077 T33-7 AG 0.011 0.134 >50 >50 0.323 0.043 4.97 0.006 DU123.06 C 0.281 0.383 0.015 0.018 0.515 0.119 0.024 0.014
Bal.01 B >50 >50 >50 >50 >50 0.143 >50 0.137 271-11 AG 0.018 0.134 >50 >50 1.44 0.100 35.7 0.008 ZM249.1 C 0.324 0.143 0.0009 0.005 >50 0.047 1.99 0.013

SS1196.01 B >50 >50 >50 >50 >50 0.303 19.4 0.220 T255-34 AG 0.077 1.07 >50 >50 21.1 0.035 >50 0.012 DU156.12 C 0.350 0.234 0.006 0.004 0.305 0.046 0.008 0.005
YU2.DG B >50 >50 >50 >50 >50 1.81 0.035 0.224 235-47 AG 0.251 0.210 0.265 0.117 1.14 0.382 3.38 0.010 26191-2.48 C 0.404 0.100 0.001 0.002 3.00 0.113 0.053 0.006
RHPA.7 B >50 >50 >50 >50 8.33 10.7 0.028 0.416 242-14 AG 0.869 0.078 0.0003 0.002 >50 0.040 0.033 0.004 ZM53.12 C 0.589 0.070 0.0003 0.002 >50 0.038 0.154 0.003
TRO.11 B >50 >50 >50 >50 >50 27.9 0.029 0.616 DJ263.8 AG 1.06 0.057 0.0007 0.006 2.99 0.109 0.018 0.003 286.36 C 0.701 0.110 0.0003 0.008 8.92 0.225 0.003 0.011

SC422.8 B >50 >50 >50 >50 >50 0.957 0.027 0.737 T278-50 AG 9.27 >50 >50 10.4 1.59 1.26 19.5 0.173 25710-2.43 C 0.856 0.033 0.0003 0.002 2.50 0.042 0.002 0.003
7165.18 B >50 >50 >50 >50 2.30 >50 0.056 1.24 T266-60 AG 13.5 >50 1.78 0.073 2.49 0.433 0.071 0.531 DU151.02 C 1.05 0.866 0.006 0.002 0.671 0.024 0.006 0.007
PVO.04 B >50 >50 11.8 0.065 24.2 8.34 0.143 1.29 T257-31 AG 30.3 >50 0.0003 0.002 0.768 0.029 3.49 0.003 CE703010217.B6 C 2.19 3.94 5.82 0.010 0.351 0.009 0.051 0.005
JRFL.JB B >50 >50 >50 >50 >50 >50 4.90 >50 928-28 AG >50 >50 0.097 0.006 4.51 0.088 >50 0.062 TV1.29 C 2.28 0.372 >50 0.493 2.05 0.015 3.34 0.002

CAAN.A2 B >50 >50 >50 >50 >50 8.93 5.53 >50 T253-11 AG >50 6.69 49.5 0.022 3.06 0.213 >50 0.011 TZBD.02 C 4.01 >50 0.0009 0.009 20.0 0.236 0.035 0.011
CNE10 B >50 >50 >50 >50 >50 0.264 >50 >50 263-8 AG >50 >50 0.031 0.014 >50 0.345 13.2 0.016 3873.v1.c24 C 6.10 0.224 0.0003 0.004 >50 >50 0.002 0.006

TRJO.58 B >50 >50 >50 >50 >50 0.349 >50 >50 T280-5 AG >50 >50 >50 0.052 1.85 0.549 0.029 0.443 CNE53 C 6.18 >50 >50 >50 0.236 0.094 0.019 0.043
HXB2.DG B >50 >50 >50 >50 >50 0.685 >50 >50 269-12 AG >50 >50 >50 0.190 7.68 2.36 4.36 0.673 CAP210.E8 C 11.2 0.970 0.0003 0.002 15.7 0.160 >50 0.015
6101.10 B >50 >50 >50 >50 >50 >50 >50 >50 T251-18 AG >50 >50 >50 >50 2.23 27.5 0.318 4.50 MW965.26 C 12.6 >50 0.003 0.063 >50 2.10 0.147 0.065
89.6.DG B >50 >50 >50 49.9 >50 >50 >50 >50 ZM106.9 C 24.7 0.479 0.010 0.006 >50 0.370 0.016 0.011

BG1168.01 B >50 >50 >50 >50 >50 >50 >50 >50 TZA125.17 C 40.8 >50 0.018 0.006 >50 0.186 0.115 0.039
BL01.DG B >50 >50 >50 >50 >50 >50 >50 >50 3326.v4.c3 CD 0.162 0.285 0.0003 0.001 >50 0.034 0.009 0.003 ZM197.7 C 43.1 3.17 0.002 0.008 >50 0.616 0.523 0.071
BR07.DG B >50 >50 >50 >50 >50 >50 >50 >50 3337.v2.c6 CD >50 >50 0.0003 0.0005 >50 >50 >50 >50 ZM215.8 C >50 >50 >50 >50 >50 0.033 >50 0.001

CNE12 B >50 >50 >50 >50 >50 >50 >50 >50 3817.v2.c59 CD >50 >50 >50 >50 0.092 0.011 >50 >50 0013095-2.11 C >50 >50 0.021 0.044 0.981 0.026 16.6 0.003
CNE14 B >50 >50 >50 >50 >50 >50 >50 >50 0921.v2.c14 C >50 0.799 0.0003 0.001 0.382 0.007 0.011 0.004

CNE4 B >50 >50 >50 >50 >50 >50 >50 >50 6322.v4.c1 C >50 1.20 0.0003 0.004 >50 >50 0.073 0.011
CNE57 B >50 >50 >50 >50 >50 >50 >50 >50 247-23 D 0.211 0.478 0.005 0.002 >50 0.177 0.017 0.004 0077.v1.c16 C >50 3.51 0.001 0.005 42.9 0.104 0.194 0.016
MN.3 B >50 >50 >50 >50 >50 >50 >50 >50 3016.v5.c45 D 0.572 0.454 0.005 0.002 >50 0.433 25.4 4.30 ZM109.4 C >50 >50 >50 0.006 >50 0.270 0.012 0.016

QH0515.01 B >50 >50 >50 >50 >50 >50 >50 >50 A07412M1.vrc12 D 9.22 >50 0.068 0.007 >50 3.84 0.003 0.057 ZM55.28a C >50 2.72 0.005 0.017 >50 0.706 0.687 0.031
QH0692.42 B >50 >50 >50 >50 >50 >50 >50 >50 191821.E6.1 D 48.6 >50 >50 0.006 >50 7.64 3.35 0.048 00836-2.5 C >50 >50 >50 >50 >50 >50 0.887 0.044

SF162.LS B >50 >50 >50 >50 >50 >50 >50 >50 231965.c01 D >50 >50 >50 1.32 >50 0.495 0.122 0.016 3168.v4.c10 C >50 >50 >50 >50 1.18 0.282 0.028 0.172
57128.vrc15 D >50 >50 >50 0.129 >50 0.195 0.118 0.025 CNE31 C >50 >50 >50 >50 >50 27.5 0.068 0.199

A03349M1.vrc4a D >50 >50 2.68 0.021 >50 >50 4.60 0.106 96ZM651.02 C >50 >50 2.63 0.839 >50 >50 7.33 0.209
UG024.2 D >50 6.85 0.843 0.166 >50 >50 >50 0.592 16936-2.21 C >50 0.205 0.250 0.003 >50 >50 5.14 0.222

6405.v4.c34 D >50 >50 >50 >50 >50 >50 >50 >50 Ce1176.A3 C >50 >50 31.9 0.065 0.181 0.022 >50 0.369
NKU3006.ec1 D >50 >50 >50 >50 >50 >50 >50 >50 25711-2.4 C >50 >50 >50 >50 2.78 0.734 7.46 0.514

UG021.16 D >50 >50 >50 >50 >50 >50 >50 >50 288.38 C >50 >50 >50 >50 8.83 4.31 2.61 0.727
ZA012.29 C >50 >50 >50 2.25 >50 14.6 1.26 1.31

DU172.17 C >50 >50 >50 >50 7.70 0.291 >50 1.94
X1632.S2.B10 G 0.112 0.058 0.0003 0.003 5.25 0.157 0.006 0.005 CAP244.D3 C >50 >50 46.0 >50 0.655 0.073 12.0 4.92

P0402.c2.11 G 2.14 2.35 0.0003 0.002 >50 0.413 0.007 0.017 16845-2.22 C >50 >50 >50 >50 5.74 2.86 46.7 >50
X2131.C1.B5 G 5.90 >50 >50 0.007 0.668 0.097 0.017 0.079 6644.v2.c33 C >50 >50 >50 >50 >50 0.044 >50 >50

P1981.C5.3 G >50 >50 0.0003 0.003 >50 0.276 1.08 0.076 DU422.01 C >50 >50 1.12 0.018 >50 1.02 >50 >50
X1193.c1 G >50 >50 0.343 0.032 >50 0.158 0.015 0.187 ZM214.15 C >50 >50 3.23 0.011 >50 >50 >50 >50
X1254.c3 G >50 >50 >50 >50 18.5 0.050 1.27 37.5 3637.v5.c3 C >50 >50 >50 >50 >50 >50 >50 >50
X2088.c9 G >50 >50 >50 >50 >50 >50 >50 >50 426c C >50 >50 >50 >50 >50 >50 >50 >50

6471.v1.c16 C >50 >50 >50 >50 >50 >50 >50 >50
6631.v3.c10 C >50 >50 >50 >50 >50 >50 >50 >50

CNE30 C >50 >50 >50 >50 >50 >50 >50 >50
ZM135.10a C >50 >50 >50 >50 >50 >50 >50 >50

Subtype A AC, AD, ACD

B

AE BC

C

CD

D

G

AG
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A   
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RHA1.V2.01 & other V2 apex bNAb signatures  
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