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Table S1. HIV-1-Reactive Antibody Clones Isolated by Single Cell Cloning from Individual IDC561, Related to Figure 1

Heavy Chain Light Chain Activity Single Cell Sort Summary by Clone
Genes CDRH3 Genes CDRL3 Binding (ELISA) Neutralization
Clone Antibody Vy Dy dn Sequence Length  Notes KA Vo Ju Sequence Length  Notes BG505*  Yu2* Global panel*** Clone Cells
| 1 561_01_35 1-2*02 6-19*01 4*02 ARDRPSVGSGWYPGSD 16 aa A 1-47*01 3*02 ASWDDRLSVGV 11 aa - | | 1 2 |
561_09_03 1-69*01 6-19*01 2*01 AREGGSPVAAIYWFFDV 17 aa 1-40*01 1*01  QSYDGNNFV 9 aa - 2 18
41 561_01_18 1-46*01  3-10"01 6*03 ARDPFGDRAPHYNYHMDV 18aa  6aains.in CORH1 « 3-20*01  3*01 QRYGGTPIT 9aa i3 + +
4.1 561_01_21 1-46*01 5-24*01 6*03 ARDPFGDMYPHYNYHMDV 18 aa 6 aains. in CDRH1 «k 3-20*01 3*01  QRYGGTPIT 9 aa + + +
4.1 561_01_33 1-46*01 3-10*01 603 ARDPFGDMYPHYNYHMDV 18 aa 6 aains.in CORH1 « 3-20%01 3*01  QRYGGTPIT 9 aa + + +
41 5610154 1-46*01  3-10"01 6*03 ARDPFGDMYPHYNSHMDV 18aa  6aains.in CDORH1 « 3-20*01  3*01 QRYGGTPIT 9aa + = i
41 561_01_55 1-46*01  3-10"01 6*03 ARDPFGDMYPHYNYHMDV 18aa  6aains.in CDRH1 « 3-20*01  3*01 QRYGGTPIT 9aa i3 + +
4.1 561_02_10 1-46*01 3-10*01 6*03 ARDPFGNMYPHYNYHMDV 18 aa 6 aains.in CDRH1 « 3-20*01 4*01  QRYGGTPIT 9 aa + + +
4.1 561_02_22 1-46*01 3-10*01 603 ARDPFGDMYPHYNYHMDV 18 aa 6 aains.in CORH1 « 3-20*01 3*01  QRYGGTPIT 9aa + + + 41 37
41 561.02 27 1-46*01  3-10"01 6*03 ARDPFGDMYPHYNYHMDV 18aa  6aains.in CDORH1 « 3-20*01  3*01 QRYGGTPIT 9aa + = i
41 561_02_47 1-46*01  3-10*01 6*03 ARDPFGDMYPHYNYHMDV 18aa  6aains.in CORH1 « 3-20*01  3*01 QRYGGTPIT 9aa + + +
4.1 561_03_59 1-46*01 3-10*01 6*03 ARDPFGDRAPHYNYHMDV 18 aa 6 aains. in CDRH1 «k 3-20*01 4*01  QRYGATPIT 9 aa + + +
41 561.05_18 1-46"01  5-24*01 6*03 ARDPFGDMYPHYNYHMDV 18aa  6aains.in CDORH1 « 3-20*01  4*01 QRYGGTPIT 9aa = = +
41 561.08_10 1-46*01  3-10*01 6*03 ARDPFGDRAPHYNYHMDV 18aa  6aains.in CORH1 K 3-20*01  4*01 QRYGGTPIT 9aa = + +
4.1 561_09_23 1-46*01 3-10*01 6*03 ARDPFGERAPHYNYHMDV 18 aa 6 aains. in CDRH1 « 3-20*01 4*01  QRFGATPIT 9 aa + + +
4.1 561_10_07 1-46*01 3-10*01 603 ARDPFGDRAPHYNYHMDV 18 aa 6 aains.in CORH1 « 3-20%01 401 QRYGGTPIT 9 aa + + +
42 56108 52 1-46*01  6-13*01 6*03 ARDPLGEKSPAYSHHMDV 18aa  2aadel.inFWR1 3-20*01  4*01 QTYGAITPIT 10aa  2aains. in FWR3 = = = 42 2
42 56109 89 1-46"01  1-26"01 6*03 ARDPLGEKSPAYSHHMDV 18aa  2aadel.inFWR1 3-20*01  4*01 QTYGAITPIT 10aa  2aains. in FWR3 + + +
561_09_71 1-46*01  3-16*01 6*04 ARDSFGETFRHSGDQPYQMDV 21aa  2aadel.inFWR1 « 3-20*01  4*01 QSYGSITPLI 10 aa + + +
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32 561_05_10 4-34*01  3-16*01 5*02  ARLRAKNGYVDWFDP 15 aa A 1-47*01 101 AAWDDSFDYV 10 aa + + °
34 561_07_60 4-34*01 1-7*01 402 AGRLAGTRNFNS 12 aa K 1-5*03 3*01 _QQYNSIERLFT 11aa + + =
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aa, amino acids; ins., insertion; del., deletion; *, BG505s0sipess; **, YU24140 fold-on trimer; *** Neutralization defined as neutralizing activity detected against at least one viral strain.



