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Supplementary Table 1 rVSV-ZEBOV-vaccinated subjects (related to Fig. 1).

EV01  EV02  EV03  EV04 EV05  EV06 Mean 

Gender  female  female  male     67% male, 33% female

Age (years) 55  26 42  51 44 45 44 

Sampling post 
immunization (months)

18.5  18.5  24  20.5 25 26 22 

Vaccine dose (pfu) 3 x 10^5  3 x 10^5  3 x 10^6  3 x 10^5 3 x 10^6  3 x 10^5  n.a. 

 

pfu = plaque forming units  

male male male

EV = rVSV-ZEBOV-vaccinated subject

n.a. = not applicable



Supplementary Table 2 Information on clonal and/or produced antibody sequences (related to Fig. 2).

a   EV01

Antibody Clone #
# of 

clonal 
members

Produced IGHV IGHD IGHJ
IGH 

Identity 
(%)

VH CDR3 (aa) VH CDR3 
length (aa)

Light 
chain

IGKV/
IGLV

IGKJ/
IGLJ

IGK/IGL 
Identity 

(%)
VL CDR3 (aa) VL CDR3 

length (aa)

1T0114 1-26 2 yes 3-23*01 3-9*01 4*02 95.9 AKDNSYNEILTGSHGPPDY 19 k 3-11*01 4*01 97.2 QQRSQWPPLT 10
1T0116 1-31 2 yes 3-33*01 3-22*01 4*02 96.9 ARSHNSGYYRYYFDY 15 k 3-15*01 3*01 99.3 QQYNNWPPIT 10
1T0121 1-51 2 no 4-59*08 3-3*01 6*02 92.8 ARAPRHYDFWSGSYYYNGMDV 21 n.d. n.d. n.d. n.d. n.d. n.d.
1T0125 1-52 2 no 5-51*03 2-15*01 5*01 97.3 AKREGHCSGDLCYSVWFDS 19 n.d. n.d. n.d. n.d. n.d. n.d.
1T0126 1-34 2 no 3-7*01 3-10*01 4*02 97 TREVRGSAY 9 n.d. n.d. n.d. n.d. n.d. n.d.
1T0129 1-4 6 yes 1-2*02 1-1*01 4*02 84.9 GTGIPSDIDY 10 k 4-1*01 2*01 84.5 QQYYNTPRT 9
1T0130 1-9 2 yes 1-46*01 3-22*01 3*02 99 ARHDSSGYDAFDI 13 l 3-25*02 2*01 94.8 QSSDSSSTYVV 11
1T0139 1-46 3 yes 4-4*07 5-12*01 4*02 95.9 ARESYRYNAYDIHPFDY 17 l 3-1*01 2*01 93.6 QAWASNTVV 9
1T0144 1-43 2 no 4-39*01 3-10*01 6*02 97.3 ARPIYMVRGVTSMDV 15 n.d. n.d. n.d. n.d. n.d. n.d.
1T0148 1-44 5 no 4-4*07 6-25*01 3*02 94.9 ARGVYRWAAFSAAADNFDS 19 l 3-1*01 2*01 95 QAWDSGTYVV 10
1T0161 1-13 2 no 1-69*04 2-2*01 6*02 97 ARDRYSAEIVVVAGDYYGMDV 21 l 2-23*02 1*01 98 YSYAGSSTYV 10
1T0162 1-8 2 no 1-3*01 6-6*01 6*02 97.2 ASAARRGYYYTLDV 14 n.d. n.d. n.d. n.d. n.d. n.d.
1T0177 1-20 2 no 3-21*01 2-15*01 5*02 93.2 ARVVCGEGSGGYCYSAWLDP 20 n.d. n.d. n.d. n.d. n.d. n.d.
1T0201 1-18 2 yes 3-15*01 3-3*01 6*02 95.3 TTRVDMEWGKYGTDV 15 l 1-40*01 3*02 96.6 QSYDSRLSDSWV 12
1T0211 1-50 2 no 5-51*01 3-3*01 4*02 94.2 AKLQGFWNAYLYFDF 15 l 1-51*01 3*02 94.3 GTWDTSLSTGLYWV 14
1T0221 1-1 7 yes 1-18*01 3-22*01 5*02 95.6 ARHVTMILDGWFDP 14 k 3-20*01 4*01 98.6 QQYGSSPLT 9
1T0222 1-38 2 yes 3-7*01 6-13*01 4*02 98.6 AVGAAAGRY 9 k 1-17*01 1*01 100 LQHNSYPQT 9
1T0225 1-40 2 yes 4-30-2*01 3-16*01 4*02 95 ARDPGGPFDH 10 l 2-14*01 2*01 95.1 SSYTSNFSVV 10
1T0227 1-15 3 yes 3-15*01 6-19*01 4*02 96.7 TTHVPDYNSAYYWVY 15 l 1-40*01 1*01 96.6 QSYDIRLSDNYV 12
1T0242 1-39 5 yes 3-74*01 3-16*01 4*02 94.3 ARDLSWVLFDS 11 l 2-8*01 1*01 93.6 CSYTGRPSFV 10
1T0248 1-25 2 yes 3-23*01 1-26*01 4*02 93.6 AKDKGPRATLGAILDS 16 k 4-1*01 3*01 95 QQYFGTPLT 9
1T0264 1-22 3 yes 3-23*01 1-26*01 4*02 93.9 AKDNVRPSGSYSVVLDY 17 l 1-47*01 2*01 94.8 AAWDDSLSNQGV 12
1T0265 1-48 5 no 4-59*08 5-12*01 5*02 80.5 ARHPSGYEGYDWGYNWFEP 19 l 1-47*01 1*01 87.7 ASWDASVSAYV 11
1T0267 1-45 2 no 4-4*07 4-17*01 4*02 92.2 ASTRPYGDYGGYFAN 15 n.d. n.d. n.d. n.d. n.d. n.d.
1T0301 1-41 2 yes 4-34*12 3-10*01 6*02 95.2 ARSGVLGVYGMDV 13 l 1-47*01 1*01 97.3 AAWDDSLSDYV 11
1T0321 1-Single01 1 yes 1-2*02 4-17*01 6*02 94.5 ATPTMTTRSYYYHMDV 16 k 2-28*01 1*01 98.7 MHALQTPWT 9
1T0322 1-19 2 no 3-15*01 1-26*01 2*01 90.6 TTGPGDF 7 n.d. n.d. n.d. n.d. n.d. n.d.
1T0325 1-23 2 yes 3-23*01 2-2*01 4*02 92.9 AKEREVAFVPGAVFNY 16 k 4-1*01 4*01 98 QQYYSLPLT 9
1T0344 1-30 2 no 3-30-3*01 2-2*01 6*02 91.2 TRGGDIVVPADSLDYYGMDV 20 k 1-17*01 2*01 96.9 LQCNSYPRT 9
1T0351 1-37 2 yes 3-7*01 4-11*01 4*02 96.6 ARTVRFVDY 9 k 2-30*01 1*01 98 MQGTHWPPT 9
1T0361 1-21 2 no 3-21*01 6-19*01 4*02 96.2 ARPGISVAGDATNFDS 16 n.d. n.d. n.d. n.d. n.d. n.d.
1T0371 1-12 3 yes 1-69*09 5-24*01 5*02 94.9 ATLEMATLFA 10 k 1-16*02 4*01 98.6 QQYNSYPFT 9
1T0402 1-27 2 no 3-30*03 n.m. 6*02 98 AIGGSRSVPAMDV 13 n.d. n.d. n.d. n.d. n.d. n.d.
1T0404 1-49 2 no 4-59*01 3-22*01 4*02 95.5 ARAPRWYDRSGYYSLPFDF 19 n.d. n.d. n.d. n.d. n.d. n.d.
1T0451 1-7 3 yes 1-3*01 3-16*01 6*02 89.1 ARGRGTSYYYAFDV 14 k 1-39*01 2*01 93 QQTYRSPLYT 10
1T0455 1-16 3 yes 3-15*01 3-22*01 4*02 94 TTLYH 5 l 1-40*01 2*01 97.3 QSYDSRLSDHVV 12
1T0456 1-17 2 yes 3-15*01 3-10*01 4*02 96 IATPFTLILPESG 13 l 1-51*01 3*02 97 GTWDSSLSTGLYWV 14
1T0473 1-14 5 yes 1-8*01 3-10*01 6*02 94.9 ARGNQWFGELLSSYYGLDV 19 k 3-20*01 3*01 95.4 QQYGSSLIT 9
1T0474 1-29 2 no 3-30*04 2-2*01 6*02 96.3 ARDFAYGRSSYALRVGVDGMDV 22 n.d. n.d. n.d. n.d. n.d. n.d.
1T0476 1-33 2 no 3-53*02 3-9*01 2*01 94.5 ARWSKDEFHDILTGPYYFDL 20 n.d. n.d. n.d. n.d. n.d. n.d.
1T0480 1-42 7 yes 4-39*01 4-11*01 4*02 87.9 ARSWRYRRYSRNFDY 15 l 1-40*01 2*01 89.5 QSYDTNLGDVI 11
1T0546 1-32 2 yes 3-33*01 6-19*01 4*02 93.2 ARAGAAGAIDV 11 k 4-1*01 4*01 96.1 QQYDSIPLT 9
1T0552 1-24 2 yes 3-23*01 3-16*01 3*02 89.5 AKFSQLFGYAFDI 13 k 3-20*01 1*01 93.4 QQYGNSPWT 9
1T0554 1-5 2 yes 1-3*01 2-15*01 6*02 98 ASSGGRYYYVMDV 13 k 3-20*01 4*01 100 QQYGSSPLT 9
1T0565 1-28 5 yes 3-30*03 1-14*01 6*02 90.2 AIGGSTTVPGLDV 13 k 1D-12*01 4*01 90.9 QQAKSFPLT 9
1T0582 1-6 5 yes* 1-3*01 6-6*01 6*02 98.6 ASTSRRGYYYVMDV 14 k 3-20*01 4*01 99.3 QQYGSSPLT 9
1T0614 1-36 3 yes 3-7*01 6-13*01 4*02 94.2 ARSPLAAAGTY 11 k 2-30*02 1*01 97.7 MQGSHWPWT 9
1T0623 1-11 2 yes 1-69*09 2-21*02 3*01 87.2 ATENCGGDCQRPEPDVFDV 19 k 4-1*01 2*01 93.1 QQYYSTPRT 9
1T0653 1-Single02 1 yes 3-7*01 3-16*01 4*02 96.2 AKSPLISNAY 10 k 2-30*01 1*01 97 MQGTHWPWT 9
1T0655 1-10 2 yes 1-46*01 6-19*01 6*02 93.9 ARDRQWLPLNGYSYFNYGMDV 21 k 1-39*01 1*01 91.6 QQSFSSPRT 9
1T0665 1-35 3 yes 3-7*01 6-13*01 6*02 98.6 ARGRQLVLV 9 l 2-14*01 2*01 98 SSYTSRSTLV 10

b   EV03

Antibody Clone #
# of 

clonal 
members

Produced IGHV IGHD IGHJ
IGH 

Identity 
(%)

VH CDR3 (aa) VH CDR3 
length (aa)

Light 
chain

IGKV/
IGLV

IGKJ/
IGLJ

IGK/IGL 
Identity 

(%)
VL CDR3 (aa) VL CDR3 

length (aa)

3T0103 3-5 2 no 1-2*02 3-16*02 4*02 93.6 VRGGSLSGDRSELFKY 16 n.d. n.d. n.d. n.d. n.d. n.d.
3T0123 3-2 2 yes 1-18*01 6-13*01 4*02 87.1 ARGLGDSYSNAWFVYVFDY 19 k 3-15*01 2*01 88.7 QQYSQRPT 8
3T0134 3-27 3 no 3-23*01 6-6*01 4*02 91.1 ARGAAARPSPFDF 13 n.d. n.d. n.d. n.d. n.d. n.d.
3T0135 3-42 2 yes 3-74*01 1-26*01 4*02 94.2 ARGGNYYLDY 10 l 2-18*02 1*01 96.9 SSYTSSATYV 10
3T0147 3-46 2 yes 4-4*02 7-27*01 4*02 93.4 ARSPLGKRGFDF 12 l 1-40*01 3*02 93.9 QSYDSRLRDNWV 12
3T0150 3-25 7 no 3-23*01 2-2*01 4*02 90 AILGNCRSTSYYARGY 16 n.d. n.d. n.d. n.d. n.d. n.d.
3T0159 3-44 2 yes 4-34*01 3-16*01 3*02 84.9 AKSAGWAIYAFDM 13 k 3-20*01 2*01 87.2 QLYGRSPIMYA 11
3T0166 3-31 2 no 3-23*01 6-13*01 4*01 87.5 AKGPAARPSPFDV 13 n.d. n.d. n.d. n.d. n.d. n.d.
3T0182 3-37 2 no 3-49*04 3-16*01 2*01 96 SRKGEDYHWYFDL 13 n.d. n.d. n.d. n.d. n.d. n.d.
3T0183 3-6 37 yes* 1-69*06 3-16*01 6*02 90.1 ARQVRRLGYGMDV 13 k 3-15*01 2*01 92.7 QQYSDWPPYT 10
3T0202 3-12 17 yes* 3-13*01 3-10*01 4*02 94.2 ARAAFGAVFFDY 12 k 3-20*01 5*01 96.5 QQYGNSPIT 9
3T0204 3-33 2 no 3-23*01 6-19*01 4*02 90.9 AKDVFQWLALFDY 13 n.d. n.d. n.d. n.d. n.d. n.d.
3T0209 3-7 12 yes* 1-8*01 3-16*02 6*02 88.2 ARGAIIGGVIALFGMDV 17 k 1-27*01 1*01 93 QKYSSGPRT 9
3T0213 3-4 6 yes 1-2*02 2-8*02 4*02 92.9 ARGRTTAGATGPLYDN 16 l 2-23*02 3*02 93.9 CSLAGRGNWV 10
3T0215 3-35 2 yes 3-48*04 6-13*01 4*01 89.9 ARDTLEAGSWYPFDK 15 l 3-10*01 3*02 96.6 YSTDSSGTQRV 11
3T0216 3-48 2 yes 4-4*02 3-10*01 6*01 88.2 VKIPFGISGMDV 12 k 3-20*01 2*01 91.4 QLYTRPPPRYT 11
3T0245 3-22 3 yes 3-15*01 6-6*01 6*02 89 ATRVHYNGMDV 11 l 1-40*01 3*02 95.6 QSYDSSLRDACV 12



b   EV03 (continued)

Antibody Clone #
# of 

clonal 
members

Produced IGHV IGHD IGHJ
IGH 

Identity 
(%)

VH CDR3 (aa) VH CDR3 
length (aa)

Light 
chain

IGKV/
IGLV

IGKJ/
IGLJ

IGK/IGL 
Identity 

(%)
VL CDR3 (aa) VL CDR3 

length (aa)

3T0253 3-24 3 yes 3-15*01 1-14*01 6*02 93 TTRHHRGMDV 10 l 1-40*01 2*01 97.3 QSYDSSLSDAVV 12
3T0258 3-1 3 yes 1-18*01 6-13*01 3*01 87.6 AWRRSSWFAFDV 12 k 3-20*01 2*01 94.1 QQYVSSPYT 9
3T0265 3-19 2 yes 3-15*01 n.m. 4*02 89.7 LTPPPRRY 8 l 1-40*01 3*02 93.9 QSYDARLRDGEV 12
3T0303 3-10 4 yes 3-11*01 5-24*01 5*01 89.4 ASGTLSKGDGYPLFES 16 k 1-5*03 1*01 90.7 HQYKTWPWA 9
3T0325 3-41 2 yes 3-74*01 3-3*01 6*02 93.9 ARAAYDFRSASYYFGLDV 18 l 2-18*02 1*01 97.3 SSFTTSSTYF 10
3T0331 3-26 4 yes 3-23*01 6-25*01 4*02 90.1 AKSVRLSRPSPFDL 14 k 3-11*01 4*01 94.4 QQRASWPLT 9
3T0338 3-Single02 1 yes 3-15*02 2-21*01 6*02 90.6 TTLNLGGGFPGEWRSV 16 l 1-40*01 3*02 95 QSYDSRLRDSWV 12
3T0350 3-28 3 yes 3-23*01 1-1*01 4*02 90.2 AKDLKGNWNDGPFDY 15 l 1-51*01 3*02 95.2 GTWGNSLSGPEWV 13
3T0353 3-45 3 yes 4-34*01 3-16*01 3*02 85.1 ARTAGWGIYGFDI 13 k 3-20*01 2*01 90.3 QLYGRSPIVYT 11
3T0368 3-49 4 yes 1-2*02 6-13*01 4*02 92.8 AAGLGH 6 l 3-25*02 3*02 95.8 QSVDSSGAWV 10
3T0405 3-34 2 yes 3-30*03 4-17*01 4*02 95.5 AANYRDSELE 10 k 2-30*02 1*01 96.3 MQATLWPWT 9
3T0409 3-43 4 yes 4-34*01 7-27*01 3*01 90 ARTGGWGIYAFDV 13 k 3-20*01 2*01 93.1 QQYGRSPLIMYT 12
3T0411 3-23 2 yes 3-15*01 1-7*01 4*02 94.4 TTGHITGTLF 10 k 4-1*01 4*01 97.7 QQYYSSMIT 9
3T0415 3-30 4 yes 3-23*01 2-8*01 6*02 92.5 AINGGV 6 k 4-1*01 4*01 93.7 QQHYATRVT 9
3T0420 3-29 2 yes 3-23*01 3-9*01 4*02 89.5 ARDPRVATTGTVYFDS 16 l 3-25*02 2*01 92.6 QSADTSGTLVV 11
3T0427 3-38 2 yes 3-64D*06 3-3*01 4*02 86.5 TKDHHWSGQYTDY 13 k 3-11*01 1*01 95.1 QQRSSWRT 8
3T0442 3-32 2 yes 3-23*01 4-17*01 4*02 90.4 AMGYGIYNS 9 k 3-15*01 1*01 94.4 QQYINWPPWT 10
3T0458 3-8 2 yes 1-8*01 3-9*01 3*01 85.8 ARGFEWRSGNRDRAFDV 17 k 1-5*03 1*01 89.9 QHYSGYSPWT 10
3T0465 3-50 2 no 3-33*01 2-15*01 4*02 93.9 ARESCYGGSCFFDH 14 n.d. n.d. n.d. n.d. n.d. n.d.
3T0478 3-47 2 yes 4-59*01 3-22*01 4*02 94.2 ARDKRYYDSSGYSHFDY 17 l 1-47*01 3*02 97.6 AAWDGSLSGPV 11
3T0506 3-39 7 yes 3-72*01 3-22*01 3*02 92.7 VRVADYFDSGGYSLDAFDI 19 l 1-51*01 3*02 94.6 ETWDTGLRGVV 11
3T0527 3-40 2 yes 3-74*03 1-26*01 1*01 90.7 AVVFLGAVR 9 k 4-1*01 1*01 94.7 HQYYDIPWT 9
3T0553 3-Single01 1 yes 3-33*01 2-8*02 6*02 94.9 ARGGDLLVEVDSTDYYGLDV 20 k 1-17*03 1*01 97.9 LQHNRYPWT 9
3T0611 3-36 2 yes 3-48*01 4-17*01 4*02 93.1 AGILDDYRDYGYDY 14 l 3-25*02 3*02 94.8 QSSDNNGSYRVM 12
3T0650 3-20 2 yes 3-15*01 3-3*02 5*02 92.9 VATPHSWSVA 10 l 1-40*01 3*02 96.6 QSYDSSLRDQWV 12
3T0662 3-3 2 yes 1-2*02 5-12*01 5*02 93.5 ASPGYCSTSNCPSP 14 l 3-25*03 2*01 92.2 QSADSAGGSLI 11
3T0673 3-21 4 yes 3-15*01 3-22*01 5*02 87.3 TTYYYDNGGSYSNP 14 l 1-40*01 2*01 94.3 QSYDSRLRDFGI 12

c   EV04

Antibody Clone #
# of 

clonal 
members

Produced IGHV IGHD IGHJ
IGH 

Identity 
(%)

VH CDR3 (aa) VH CDR3 
length (aa)

Light 
chain

IGKV/
IGLV

IGKJ/
IGLJ

IGK/IGL 
Identity 

(%)
VL CDR3 (aa) VL CDR3 

length (aa)

4T0115 4-46 2 yes 3-9*01 5-24*01 6*02 94.6 AREGRDGYNLPYYAMDV 17 k 1-9*01 3*01 96.5 QRFNSYPIFT 10
4T0136 4-22 5 no 3-23*01 2-2*01 6*02 94.2 AKGMDCSSTTAPFCFYGMDV 20 l 5-45*02 3*02 96.5 MIWHNLAWV 9
4T0140 4-35 2 no 3-48*01 1-26*01 4*02 92.1 AKLGSGSFHFDS 12 l 2-23*01 3*02 97.6 CSYAGTSAWM 10
4T0145 4-12 5 no 3-11*01 2-2*01 6*02 94.9 ARGERRHQPLFGLDV 15 k 3-15*01 4*01 95.7 QQCNDWPLT 9
4T0149 4-13 2 no 3-11*01 2-8*01 4*02 97.3 ARDGMVYSMILLEHYFDS 18 n.d. n.d. n.d. n.d. n.d. n.d.
4T0154 4-10 2 yes 1-69*02 5-24*01 4*02 89.7 AVEMATPSDT 10 k 1-16*02 2*01 95.8 LQYSTYPYT 9
4T0159 4-49 3 yes* 4-39*01 n.m. 4*01 93.3 ARRFDS 6 k 3-15*01 1*01 96.8 QQYNDWPWT 9
4T0162 4-37 2 no 3-48*01 5-18*01 4*02 92.5 ARVPLRQYSLDF 12 n.d. n.d. n.d. n.d. n.d. n.d.
4T0165 4-5 2 no 1-2*02 4-11*01 5*02 93.6 ATVPTVTMFGWFDP 14 n.d. n.d. n.d. n.d. n.d. n.d.
4T0168 4-Single01 1 yes 3-30*18 6-13*01 4*02 94.2 AKGGATAAVFDS 12 k 4-1*01 1*01 94.4 QQYYNPPWT 9
4T0171 4-39 3 yes 3-72*01 3-22*01 3*02 91 VRVADVFDSSGYSVDAFEM 19 l 1-51*01 2*01 93.9 GTWDTSLRGVI 11
4T0182 4-6 2 yes 1-2*02 3-10*01 6*02 95.9 AAPGETIVRGVIYHYYGMGV 20 k 2-28*01 2*01 97.7 MQALQTPT 8
4T0201 4-23 2 no 3-23*01 3-3*01 6*02 92.6 AKDLGYNFWSGYDGMDV 17 n.d. n.d. n.d. n.d. n.d. n.d.
4T0202 4-45 2 no 3-74*01 3-3*01 5*02 94.9 VRDIGLIYGAWFDP 14 n.d. n.d. n.d. n.d. n.d. n.d.
4T0219 4-29 3 no 3-33*01 2-15*01 4*02 96.3 AREFCFGGSCYFDY 14 n.d. n.d. n.d. n.d. n.d. n.d.
4T0238 4-Single02 1 yes 1-3*01 3-3*02 5*02 92.9 ARDISLFKPGWFDP 14 k 4-1*01 4*01 94.7 QQYSSTPLT 9
4T0243 4-57 3 yes 4-59*01 5-18*01 6*02 92.8 ARAPRGYSSGKYNYYGLDV 19 l 3-25*02 1*01 93.1 QSADSSGGYYV 11
4T0251 4-36 4 no 3-48*01 6-19*01 4*02 96.2 ARGQWLVEDY 10 k 3-15*01 1*01 95.9 QQYDNWPQT 9
4T0258 4-1 2 no 1-18*04 3-22*01 3*02 94.5 ARSISMILVGPFDI 14 n.d. n.d. n.d. n.d. n.d. n.d.
4T0262 4-8 2 yes 1-46*01 3-10*01 5*02 91.5 ARGITMIRDGWFDH 14 k 1-5*01 2*03 95.1 LQYSSSSPYS 10
4T0269 4-Single03 1 yes 3-30*02 3-22*01 3*01 88.8 AKLPTHYRDDNEEVFDV 17 k 1-5*01 2*01 92.2 QQYRNYFRT 9
4T0284 4-2 4 yes 1-18*04 3-10*01 5*02 96.3 ARGITMVRGLDWFDP 15 k 3-15*01 4*01 97.2 QQYKNWPLT 9
4T0306 4-55 4 yes 6-1*01 3-3*01 6*02 90.5 VREYYDLWNGFYPGGAMDV 19 k 1-33*01 2*01 93 QQYDDLPRT 9
4T0312 4-19 2 no 3-15*01 3-22*01 5*02 99.7 TTDWLRISMT 10 l 1-40*01 3*02 97.6 QSYDSRLSDLWV 12
4T0337 4-42 2 yes 3-74*01 5-18*01 4*02 91.5 ARGGSDRAMAHDH 13 k 3-20*01 2*01 95.5 QQYGSAPFT 9
4T0341 4-11 2 yes 1-69*01 3-22*01 6*02 94.9 ARDYRPYYYDGSGYYSYYYALDV 23 k 1-5*03 2*01 98.2 QQYNTYST 8
4T0344 4-24 2 yes 3-23*01 4-11*01 4*02 93.6 VKGSWPRTTVLSTYYFDY 18 k 1-27*01 1*01 96.1 QKYNGAPWR 9
4T0350 4-41 2 yes 3-72*01 n.m. 6*02 92 VRTMDV 6 k 1-5*01 4*01 96.1 QHYNSYPLT 9
4T0351 4-28 2 no 3-30*02 3-22*01 2*01 82.8 AKESRQFDTSGRHTYFDL 18 n.d. n.d. n.d. n.d. n.d. n.d.
4T0365 4-50 2 yes 4-39*01 3-10*01 4*02 91.9 ATSSRGSVSYYSRY 14 l 1-51*01 3*02 92.9 SVWDSSLGSRV 11
4T0369 4-34 4 no 3-48*02 3-10*01 6*02 92.5 ARAPRDLSYAMDF 13 l 1-40*01 3*02 95.6 QTYDDSLSGWV 11
4T0412 4-Single04 1 yes 3-33*01 1-14*01 2*01 92.2 VRETFQPGGEVPPLWYFDV 19 k 1-39*01 1*01 95.1 QQSYGTPRT 9
4T0417 4-31 3 yes 3-33*01 6-13*01 4*02 93.6 ARDAHNSRLDY 11 k 3-20*01 3*01 92.1 QQYGYSPPRIT 11
4T0418 4-56 2 no 3-23*01 2-15*01 4*02 99.7 AKRVVLDY 8 n.d. n.d. n.d. n.d. n.d. n.d.
4T0421 4-21 2 yes 3-15*01 2-21*01 6*02 91.7 TTGDFVWRQYHQYYGMDV 18 l 2-14*01 1*01 94.6 NSYTSGSIPFV 11
4T0423 4-47 3 yes 3-9*01 1-26*01 6*02 93.6 AKENRIELLPGWGMDV 16 l 2-23*02 3*02 95.6 CSYAGTSAFVWV 12
4T0427 4-38 3 yes 3-53*01 6-19*01 6*02 93.9 ARDEEWLFSGYGMDV 15 l 1-47*01 1*01 98.3 AAWDDSLSAYI 11
4T0429 4-48 3 yes 4-34*01 n.m. 6*02 89 ARHGHTGMDV 10 k 2-28*01 4*01 96.3 MQALQTPLT 9
4T0430 4-25 3 no 3-23*01 3-3*01 2*01 93.2 AKDSTFWNGNYFDL 14 l 1-51*01 3*02 98.3 GTWDGSLSVGV 11
4T0433 4-52 2 no 4-4*02 3-16*01 4*02 94.9 ARLSHYGGD 9 n.d. n.d. n.d. n.d. n.d. n.d.
4T0434 4-44 2 yes 3-74*01 6-19*01 4*02 95.3 ARDVGLYNTGWIDY 14 k 4-1*01 4*01 97.7 QQFYSTPLT 9
4T0437 4-Single05 1 yes 3-23*01 2-2*01 6*02 93.8 ASGVDCSSSGRPFCFYGMDV 20 l 5-45*02 3*02 95.2 MTWHNLVWV 9
4T0444 4-15 7 yes* 3-13*01 3-10*01 4*02 92.5 ARARFGDLALDY 12 k 3-20*01 4*01 95.5 HQYSSSPLT 9
4T0452 4-20 3 yes 3-15*06 3-16*01 4*02 88.7 ATEPRGYDWG 10 l 1-40*01 3*02 95.2 QSYDSRLRDNWV 12
4T0460 4-30 2 no 3-33*01 6-13*01 4*02 94.2 ARQSIASNTYYFDD 14 n.d. n.d. n.d. n.d. n.d. n.d.
4T0478 4-54 3 no 4-61*02 7-27*01 6*02 91.3 ARESRTGDQGGYNGMDV 17 n.d. n.d. n.d. n.d. n.d. n.d.



c  EV04 (continued)

Antibody Clone #
# of 

clonal 
members

Produced IGHV IGHD IGHJ
IGH 

Identity 
(%)

VH CDR3 (aa) VH CDR3 
length (aa)

Light 
chain

IGKV/
IGLV

IGKJ/
IGLJ

IGK/IGL 
Identity 

(%)
VL CDR3 (aa) VL CDR3 

length (aa)

4T0479 4-27 2 no 3-23*01 3-10*01 4*02 94.9 AKDVWPGPRGNLDY 14 n.d. n.d. n.d. n.d. n.d. n.d.
4T0484 4-43 2 no 3-74*01 6-13*01 4*02 91.5 ARGPSSNWYGLDY 13 n.d. n.d. n.d. n.d. n.d. n.d.
4T0520 4-32 4 yes 3-33*01 5-12*01 4*02 95.2 ARQATISDFYYLDS 14 k 1-39*01 4*01 94.4 QQTYSRPL 8
4T0525 4-Single06 1 yes 1-69*08 3-16*01 4*02 93.8 AGGGTGLFDS 10 k 1-16*02 4*01 96.1 QQYNTLPFT 9
4T0541 4-Single10 1 yes 3-23*01 3-16*02 4*02 91.5 AKVSDYLWGSHRYFDY 16 k 1-5*01 1*01 96.2 QQYNSYSPT 9
4T0551 4-3 2 no 1-18*04 3-9*01 4*02 84 ARGIGQGTGYHY 12 n.d. n.d. n.d. n.d. n.d. n.d.
4T0563 4-51 2 yes 4-39*01 6-19*01 4*02 97.7 ARRRSSSGRFPFDY 14 k 3-20*01 5*01 98.6 QQYGSSPLT 9
4T0570 4-7 2 yes 1-46*01 2-21*02 3*02 91.5 ARALPFRVTGARDVFDI 17 k 1-16*02 4*01 95.8 QQYYTYPLT 9
4T0577 4-9 2 no 1-69*01 2-21*01 4*02 94.9 ARSEGGDSYFDY 12 n.d. n.d. n.d. n.d. n.d. n.d.
4T0635 4-16 2 no 3-13*01 3-10*02 3*02 94.5 VRAIFGSHAFDI 12 n.d. n.d. n.d. n.d. n.d. n.d.
4T0657 4-58 3 yes 3-23*01 3-3*01 4*02 92.2 AKNDDFWGGPTFDY 14 l 1-51*01 3*02 97.3 GTWDITLSEGV 11
4T0675 4-53 2 no 4-61*02 5-18*01 6*02 93 ARDGGYTHAYAMDV 14 n.d. n.d. n.d. n.d. n.d. n.d.
4T0764 4-Single07 1 yes 4-59*01 3-10*01 4*02 92.8 ARGLLGSQDS 10 l 2-14*01 2*01 96.3 SSYRTRNTHVI 11
4T0770 4-Single08 1 yes 3-74*01 3-22*01 4*02 91.2 ARGGNYYNDY 10 l 2-18*02 1*01 96.6 SSFTSSNTYV 10
4T0784 4-Single09 1 yes 3-33*01 2-2*01 6*02 96.9 VRGGDLLLLPDSIDYYGMDV 20 k 1-17*01 3*01 94.7 LQHNTYPFS 9

d   EV05

Antibody Clone #
# of 

clonal 
members

Produced IGHV IGHD IGHJ
IGH 

Identity 
(%)

VH CDR3 (aa) VH CDR3 
length (aa)

Light 
chain

IGKV/
IGLV

IGKJ/
IGLJ

IGK/IGL 
Identity 

(%)
VL CDR3 (aa) VL CDR3 

length (aa)

5T0101 5-36 19 yes 3-33*01 3-16*01 4*02 92.9 ARDTLGVFDY 10 k 2-24*01 2*01 95.7 VQSTQFPPS 9
5T0104 5-1 10 yes 1-18*01 3-22*01 6*02 91.5 ARISPSSYDRSGDFYNYYQSMDV 23 k 4-1*01 2*01 97.7 QQYYNSPYT 9
5T0106 5-20 2 no 3-15*01 3-22*01 4*02 94.9 FYMMVGA 7 n.d. n.d. n.d. n.d. n.d. n.d.
5T0107 5-35 2 yes 3-30*18 6-13*01 4*02 88.9 AKDRYCDAGTCSGSLDY 17 k 2-28*01 1*01 93.4 MQSLAARPT 9
5T0119 5-38 3 no 3-33*01 1-14*01 4*02 91.9 ARDQFHHE 8 n.d. n.d. n.d. n.d. n.d. n.d.
5T0122 5-31 2 no 3-23*04 3-3*01 3*01 95.6 AKGVDFWSPYSFALDL 16 n.d. n.d. n.d. n.d. n.d. n.d.
5T0124 5-49 2 yes 4-4*07 2-8*01 6*02 90.8 ARESCTNIECYSIHYYGMDV 20 l 1-47*01 3*02 93.8 ASWDDRLSARL 11
5T0139 5-28 2 yes 3-23*01 3-3*01 4*02 92.9 VKWKGFGHN 9 k 3-20*01 2*01 96.9 QQYGGPPRT 9
5T0140 5-32 2 no 3-23*04 2-15*01 4*02 85.8 AKVLHPVGKKAAPSFDN 17 n.d. n.d. n.d. n.d. n.d. n.d.
5T0147 5-39 5 yes 3-49*04 5-12*01 4*02 85.4 TRGSGRYEY 9 k 2-24*01 5*01 87 FQATEFPRT 9
5T0149 5-29 6 no 3-23*04 1-1*01 4*02 92.2 ARGSATTSYFFDF 13 n.d. n.d. n.d. n.d. n.d. n.d.
5T0160 5-2 2 no 1-18*01 3-9*01 5*02 98.6 ARDITIFSGGWFDP 14 n.d. n.d. n.d. n.d. n.d. n.d.
5T0165 5-10 2 no 3-15*01 4-11*01 4*02 94.7 ATDTVAIVRVLTTSG 15 n.d. n.d. n.d. n.d. n.d. n.d.
5T0180 5-17 2 yes 3-15*01 3-22*01 4*02 94.7 VRGPFYCDTCGPNDY 15 l 1-40*01 2*01 96.6 QTYDSRLRDQWV 12
5T0181 5-47 4 yes 3-74*01 3-10*02 4*02 93.5 VRTRYVASSADY 12 k 2-28*01 3*01 97.7 MQALQVPPL 9
5T0202 5-18 3 yes 3-15*01 3-16*02 4*02 89.7 TTSLNIWGTYRDC 13 l 1-40*01 3*02 94.9 QSYDSRLRDSWV 12
5T0209 5-13 3 yes 3-15*01 3-22*01 4*02 94.4 ATDYYESRGY 10 l 1-40*01 3*02 97.3 QSYDSRLSDHWV 12
5T0223 5-16 6 yes 3-15*01 2-8*02 5*02 90.4 TKGGPGAHS 9 l 1-40*01 3*02 93.9 QTYDSRLSDHWV 12
5T0246 5-0 1 yes 3-15*01 3-10*01 4*02 95 TTVMDFDSSG 10 l 8-61*01 3*02 96.3 LLYMGSGISV 10
5T0256 5-24 2 no 3-15*01 3-22*01 4*02 96.7 TTDYYASRGY 10 l 1-40*01 3*02 97.7 QSYDSRLSDSWV 12
5T0257 5-0 1 yes 3-23*01 3-3*01 4*02 98.6 AKDDDFWSGPYFDY 14 l 1-51*02 3*02 98.6 GSWDSSLSTGV 11
5T0259 5-15 4 yes 3-15*01 3-16*01 6*02 90.5 TVVLMSFGYGYYGMGV 16 k 2-28*01 5*01 98 MQALETSMT 9
5T0278 5-23 2 yes 3-15*01 3-9*01 5*02 91.2 YTLRFFGPGNS 11 l 1-40*01 2*01 94.5 QSYDARLRDQVV 12
5T0305 5-34 3 no 3-30*18 3-3*01 6*01 94.6 AQDGGGPTYFFYGMAV 16 n.d. n.d. n.d. n.d. n.d. n.d.
5T0322 5-41 10 yes 3-7*03 2-15*01 6*03 88.4 ARRSCSAAPCFFASNHCMDA 20 l 2-11*01 2*01 92 SSITDFNKLV 10
5T0337 5-25 2 yes 3-15*01 3-16*01 2*01 92.7 MTGFEHTYSYFDL 13 l 1-40*01 3*02 95.9 QSYDSRLRDAWV 12
5T0347 5-19 4 no 3-15*01 n.m. 6*02 93.3 TTRYYSGMDV 10 l 1-40*01 2*01 97.6 QSYDSSLRDHVV 12
5T0376 5-0 1 yes 4-59*01 2-21*02 4*02 93.8 ARGLLGPGDS 10 l 2-14*01 2*01 96.2 SSYKTGSTPVV 11
5T0377 5-50 2 yes 4-59*01 3-9*01 4*02 96.2 ARMSRYFDWLSQQWSFPLVLD 21 l 2-14*01 1*01 94.9 SSYTRTTTF 9
5T0378 5-48 2 yes 4-39*01 n.m. 4*02 98.7 ARRFDY 6 k 3-15*01 1*01 100 QQYNNWPWT 9
5T0404 5-7 3 yes 1-69*09 2-2*01 6*03 90.1 ARLYCSSSSCSIYNYMDV 18 k 1-33*01 2*03 95.8 QQYDSLPYS 9
5T0406 5-8 3 yes 1-69*01 3-3*01 6*02 91 ARFRFFQGGGSFYYYGLDL 19 l 1-44*01 1*01 98 AAWDDRLNGPGYV 13
5T0409 5-14 2 no 3-15*01 3-22*01 4*02 95.7 TRGPYDYDSGPHDY 14 l 1-40*01 3*02 95.6 QSYDSRLRDQWV 12
5T0425 5-9 3 no 3-15*01 3-22*01 4*02 95.9 LYMIVGT 7 n.d. n.d. n.d. n.d. n.d. n.d.
5T0429 5-21 4 no 3-15*01 3-16*01 4*02 94.4 NRGPFDHQSGPHDY 14 l 1-40*01 3*02 94.9 QSYDSRLRDQVV 12
5T0431 5-40 2 no 3-66*01 5-12*01 3*02 95.9 ARGATPDAFDI 11 n.d. n.d. n.d. n.d. n.d. n.d.
5T0432 5-44 2 no 3-73*02 3-10*01 4*02 96.4 SRHGVI 6 n.d. n.d. n.d. n.d. n.d. n.d.
5T0435 5-37 2 no 3-33*01 6-19*01 4*02 99 ARDLWLVRYYFDH 13 n.d. n.d. n.d. n.d. n.d. n.d.
5T0436 5-5 2 no 1-2*02 1-1*01 3*02 92.5 ARPSRYNWNDFAFEI 15 n.d. n.d. n.d. n.d. n.d. n.d.
5T0438 5-45 9 yes 3-74*01 4-17*01 4*02 89.9 VRDFTGERDF 10 l 1-47*01 1*01 95.2 VAWDDRLSGYV 11
5T0440 5-12 2 no 3-15*05 3-22*01 5*02 94.4 TKGGSSGHS 9 l 1-40*01 3*02 95.9 QTYDSRLSDHWV 12
5T0451 5-11 3 yes 3-15*01 3-9*01 4*02 89.7 TRGPYDNFSGWRDY 14 l 1-40*01 3*02 94.6 QSYDARLRDSWV 12
5T0459 5-46 2 yes 3-74*03 1-26*01 4*02 91 AQSGNYRFDY 10 l 2-14*01 1*01 93.5 TSYTPINTFV 10
5T0464 5-6 3 yes 1-46*01 3-22*01 6*02 88.1 ARSGYYPRGMDV 12 l 2-14*01 1*01 94.2 TSFASTTSYV 10
5T0465 5-0 1 yes 4-59*01 6-19*01 6*02 95.9 ARAPRGYSSGWYYYYGMDV 19 l 3-1*01 2*01 96.8 QAWDSSTAVV 10
5T0474 5-27 3 yes 3-23*01 1-1*01 4*02 90.8 AKTGQFDY 8 k 2-30*01 1*01 97.7 MQGMNWPRT 9
5T0544 5-26 3 no 3-15*01 2-15*01 3*02 95.7 TTRKGGFDI 9 n.d. n.d. n.d. n.d. n.d. n.d.
5T0584 5-30 3 no 3-23*01 1-7*01 4*02 90.4 ARGENGNYEY 10 n.d. n.d. n.d. n.d. n.d. n.d.
5T0623 5-33 2 no 3-23*03 3-22*01 4*02 98 ANSPYYYDSSGYYGSFDY 18 l 1-44*01 3*02 99.7 AAWDDSLNGWV 11

Shown are exemplary sequences of every identified clone.
single = non-clonal sequence that was produced as monoclonal antibody
n.m. = no match
n.d. = not determined
* = additional member/s of clone was/were produced as antibody



Supplementary Table 3 Information on sequences sharing characteristics between donors (related to Fig. 3).

Shared 
#

Donor Antibody Clone # Produced IGHV IGHD IGHJ
IGH 

Identity 
(%)

VH CDR3 (aa) VH CDR3 
length (aa)

Light 
chain

IGKV/
IGLV

IGKJ/
IGLJ

IGK/IGL
Identity 

(%)
VL CDR3 (aa) VL CDR3 

length (aa)

1T0221 1-1 yes 1-18*01 3-22*01 5*02 95.6 ARHVTMILDGWFDP 14 k 3-20*01 4*01 98.6 QQYGSSPLT 9
1T0281 1-1 no 1-18*01 3-10*01 4*02 95.3 AREITMVRRGWLDY 14 k 3-15*01 2*01 99.3 QQYNNWAT 8
1T0465 1-1 yes 1-18*01 3-10*01 4*02 95.6 ARDITMVRGGWLDY 14 k 3-15*01 2*01 96.1 QQYNTWAT 8
1T0478 1-1 no 1-18*01 3-10*01 5*02 96.3 ARGITMVRGEHWLDP 15 k 4-1*01 4*01 94.9 QQFYSTPLT 9
1T0527 1-1 no 1-18*01 3-10*01 4*02 94.3 ARDIVMVRGVGYFDY 15 k 3-20*01 1*01 91.9 HQYGSSGPST 10
1T0645 1-1 no 1-18*01 3-10*01 4*02 95.9 ARDITMVRGGWLDY 14 n.d. n.d. n.d. n.d. n.d. n.d.
1T0676 1-1 no 1-18*01 3-10*01 4*02 97 AREITMVRRGWLDY 14 n.d. n.d. n.d. n.d. n.d. n.d.
4T0173 4-2 no 1-18*04 3-10*01 5*02 91.2 ARSITMIRGGWFDP 14 k 1-5*01 1*01 96.4 QDYNGPT 7
4T0284 4-2 yes 1-18*04 3-10*01 5*02 96.3 ARGITMVRGLDWFDP 15 k 3-15*01 4*01 97.2 QQYKNWPLT 9
4T0510 4-2 no 1-18*01 3-10*01 5*01 96.9 ARGVTMVRELNWFDS 15 n.d. n.d. n.d. n.d. n.d. n.d.
4T0726 4-2 yes 1-18*04 3-22*01 5*02 93.5 ARTITMILLGWFDP 14 k 3-20*01 3*01 96.9 QQYGTSPLT 9
5T0160 5-2 no 1-18*01 3-9*01 5*02 98.6 ARDITIFSGGWFDP 14 k 3-20*01 1*01 100 QQYGSSPRT 9
5T0605 5-2 no 1-18*01 3-9*01 5*02 98.6 ARDITIFSGGWFDP 14 k 3-20*01 1*01 100 QQYGSSPRT 9

EV01 1T0241 1-0 no 3-13*01 3-10*01 4*02 97.9 ARASFGQVFFDY 12 n.d. n.d. n.d. n.d. n.d. n.d.
3T0128 3-12 no 3-13*01 3-10*01 5*02 92.1 ARAAFGAVYYDL 12 n.d. n.d. n.d. n.d. n.d. n.d.
3T0158 3-12 no 3-13*01 2-8*01 4*02 90.8 ARAAFGAVYFDL 12 k 1-39*01 4*01 99.6 QQSYSTLT 8
3T0202 3-12 yes 3-13*01 3-10*01 4*02 94.2 ARAAFGAVFFDY 12 k 3-20*01 5*01 96.5 QQYGNSPIT 9
3T0226 3-12 no 3-13*01 2-8*01 4*02 92.8 ARAAFGAVYFDY 12 n.d. n.d. n.d. n.d. n.d. n.d.
3T0277 3-12 no 3-13*01 3-16*01 4*02 92.1 ARAAFGHIFYDI 12 n.d. n.d. n.d. n.d. n.d. n.d.
3T0344 3-12 no 3-13*01 4-17*01 4*02 95.5 ARAAFGDVFYDN 12 n.d. n.d. n.d. n.d. n.d. n.d.
3T0351 3-12 no 3-13*01 2-8*01 4*01 90.1 VRAAFGAVYFDL 12 n.d. n.d. n.d. n.d. n.d. n.d.
3T0360 3-12 no 3-13*01 3-16*01 4*02 89 VRAAFGHVFYDI 12 k 3-15*01 2*01 99.3 QQYNNWAT 8
3T0370 3-12 no 3-13*01 3-10*01 5*02 94.4 VRAAFGEIYYDL 12 k 3-20*01 5*01 94.4 QQYGSSPIT 9
3T0375 3-12 no 3-13*04 2-21*01 4*02 95.5 VRAAFGAVYYDF 12 n.d. n.d. n.d. n.d. n.d. n.d.
3T0460 3-12 no 3-13*01 2-15*01 4*02 89.7 VRAAFGHVFFDS 12 n.d. n.d. n.d. n.d. n.d. n.d.
3T0468 3-12 yes 3-13*01 2-21*01 4*02 91.1 ARAAFGAVYYDN 12 k 3-20*01 5*01 92.3 QQYGRSPIT 9
3T0517 3-12 no 3-13*01 3-10*01 4*02 90.8 VRAAFGHVFFDV 12 n.d. n.d. n.d. n.d. n.d. n.d.
3T0533 3-12 no 3-13*01 3-10*01 4*02 95.2 ARAAFGHVFFDS 12 k 3-20*01 5*01 94.4 QQYGSSPIT 9
3T0641 3-12 no 3-13*01 2-8*01 4*02 92.8 ARAAFGAVYFDQ 12 k 3-20*01 5*01 96.9 QHYHNSPIT 9
3T0674 3-12 no 3-13*01 2-8*01 4*02 89.4 VRAAFGAVYYDS 12 n.d. n.d. n.d. n.d. n.d. n.d.
3T0681 3-12 no 3-13*01 4-17*01 4*02 96.6 ARAAFGDVYFDS 12 k 3-20*01 5*01 99 QQYGSSPIT 9
4T0134 4-15 no 3-13*01 2-21*02 4*02 95.5 ARASFGDLYFDY 12 n.d. n.d. n.d. n.d. n.d. n.d.
4T0357 4-15 no 3-13*01 3-10*01 4*02 93.2 ARASFGDLFFDY 12 n.d. n.d. n.d. n.d. n.d. n.d.
4T0371 4-15 no 3-13*01 3-10*01 4*02 94.5 ARARFGDLALDY 12 k 3-20*01 4*01 96.9 HQYGSSPLT 9
4T0444 4-15 yes 3-13*01 3-10*01 4*02 92.5 ARARFGDLALDY 12 k 3-20*01 4*01 95.5 HQYSSSPLT 9
4T0501 4-15 no 3-13*01 3-10*01 4*02 98.3 ARARFGDLVFDY 12 n.d. n.d. n.d. n.d. n.d. n.d.
4T0578 4-15 yes 3-13*01 2-21*02 2*01 95.5 ARASFGDLYFDL 12 k 4-1*01 3*01 95.4 QQYYNSPLT 9
4T0766 4-15 no 3-13*01 3-10*01 3*01 92.1 ARARFGDLVYDV 12 k 3-20*01 5*01 96.5 QQYGSSPIT 9

3T0155 3-22 no 3-15*01 n.m. 6*02 91.3 ATRYYYNGMDV 11 l 1-40*01 3*02 96.3 QSYDSSLRDSTV 12
3T0236 3-22 no 3-15*01 2-2*01 6*02 88.3 TTRYQYNGMDV 11 l 1-40*01 2*01 93 QSYDSRLRDSAV 12
3T0245 3-22 yes 3-15*01 6-6*01 6*02 89 ATRVHYNGMDV 11 l 1-40*01 3*02 95.6 QSYDSSLRDACV 12
5T0347 5-19 no 3-15*01 n.m. 6*02 93.3 TTRYYSGMDV 10 l 1-40*01 2*01 97.6 QSYDSSLRDHVV 12
5T0477 5-19 no 3-15*01 3-9*01 6*02 96.7 TTRYYYNGMDV 11 l 1-40*01 2*01 97.6 QSYDSRLRDHVV 12
5T0604 5-19 no 3-15*01 n.m. 6*02 97 TSRYYYYGMDV 11 l 1-40*01 2*01 97.6 QSYDSRLSDLVV 12
5T0680 5-19 no 3-15*01 n.m. 6*02 93 TTRYSYNGMDV 11 n.d. n.d. n.d. n.d. n.d. n.d.

EV03 3T0479 3-0 no 3-23*01 3-3*01 4*02 95.6 AKDDDFWSGTGTWDY 15 n.d. n.d. n.d. n.d. n.d. n.d.
4T0144 4-58 no 3-23*01 3-3*01 4*02 95.6 AKGEDFWSGYPFDY 14 l 1-47*01 1*01 98.3 AAWDDSLSGYV 11
4T0468 4-58 no 3-23*01 3-3*01 6*02 94.5 AKGDDFWSGSPDV 13 l 1-51*01 1*01 97.6 GTWDSSLSTFYV 12
4T0657 4-58 yes 3-23*01 3-3*01 4*02 92.2 AKNDDFWGGPTFDY 14 l 1-51*01 3*02 97.3 GTWDITLSEGV 11

EV05 5T0257 5-0 yes 3-23*01 3-3*01 4*02 98.6 AKDDDFWSGPYFDY 14 l 1-51*02 3*02 98.6 GSWDSSLSTGV 11

EV04 4T0636 4-0 no 3-23*03 3-22*01 4*02 97.6 ANSPYYYGSSGNYGSFDY 18 k 4-1*01 1*01 96.4 QQYYYTPRT 9
5T0623 5-33 no 3-23*03 3-22*01 4*02 98 ANSPYYYDSSGYYGSFDY 18 l 1-44*01 3*02 99.7 AAWDDSLNGWV 11
5T0693 5-33 no 3-23*03 3-22*01 4*02 97.6 ANSPYYYDSSGYYGSFDY 18 l 1-44*01 3*02 99.7 AAWDDSLNGWV 11

1T0218 1-30 no 3-30-3*01 2-2*01 6*02 95.2 ARGGDIVVPAGSLDYYGMDV 20 k 1-17*01 2*01 99.7 LQHNSYPRT 9
1T0344 1-30 no 3-30-3*01 2-2*01 6*02 91.2 TRGGDIVVPADSLDYYGMDV 20 k 1-17*01 2*01 96.9 LQCNSYPRT 9

EV03 3T0131 3-0 no 3-30-3*01 2-15*01 6*02 96.6 ARGGDIVVEVGARPDYYGMDV 21 k 1-17*03 1*01 98.9 LQHNRYPWT 9

EV01 1T0616 1-0 no 3-33*01 2-2*01 6*02 97.6 ARGGDILLLPDANDYYGMDV 20 n.d. n.d. n.d. n.d. n.d. n.d.
EV04 4T0784 4-0 yes 3-33*01 2-2*01 6*02 96.9 VRGGDLLLLPDSIDYYGMDV 20 k 1-17*01 3*01 94.7 LQHNTYPFS 9

3T0465 3-50 no 3-33*01 2-15*01 4*02 93.9 ARESCYGGSCFFDH 14 l 3-1*01 2*01 95.8 QAWDSRTVV 9
3T0680 3-50 no 3-33*01 2-21*02 4*02 89.9 AREFCSGGDCSLDY 14 n.d. n.d. n.d. n.d. n.d. n.d.
4T0219 4-29 no 3-33*01 2-15*01 4*02 96.3 AREFCFGGSCYFDY 14 n.d. n.d. n.d. n.d. n.d. n.d.
4T0611 4-29 no 3-33*01 2-15*01 4*02 98 AREYCSGGGSCVFDY 15 n.d. n.d. n.d. n.d. n.d. n.d.
4T0639 4-29 no 3-33*01 2-15*01 4*02 95.6 AREYCSGGTCYCDY 14 l 3-1*01 2*01 95.8 QTWDSRTVV 9

EV05 5T0682 5-0 no 3-33*01 1-26*01 4*02 97.6 AREEAFGGSYYIDY 14 n.d. n.d. n.d. n.d. n.d. n.d.

3T0319 3-39 no 3-72*01 3-22*01 3*02 93.4 VRVGDYWDSSGYSLDAFDI 19 l 1-51*01 3*02 94.9 ETWDTSLRGVV 11
3T0417 3-39 no 3-72*01 3-22*01 3*02 90 VRVGDYWDSSGYSLDAFDI 19 l 1-51*01 3*02 93.2 ETWDTSLRGVV 11
3T0454 3-39 no 3-72*01 3-22*01 3*02 90.7 VRVGDYWDSSGYSLDAFDI 19 l 1-51*01 3*02 92.9 ETWDTSLRGVV 11
3T0506 3-39 yes 3-72*01 3-22*01 3*02 92.7 VRVADYFDSGGYSLDAFDI 19 l 1-51*01 3*02 94.6 ETWDTGLRGVV 11
3T0557 3-39 no 3-72*01 3-22*01 3*02 90 VRVGDYWDSSGYSLDAFDI 19 l 1-51*01 3*02 95.6 ETWDTSLRGVV 11
3T0561 3-39 no 3-72*01 3-22*01 3*02 90 VRVGDYWDSSGYSLDAFDI 19 l 1-51*01 3*02 92.9 ETWDTSLRGVV 11
3T0652 3-39 no 3-72*01 3-22*01 3*02 92.7 VRVGDYFDNSGYSLDAFDI 19 l 1-51*01 3*02 95.6 ETWDTSLRGVV 11
4T0171 4-39 yes 3-72*01 3-22*01 3*02 91 VRVADVFDSSGYSVDAFEM 19 l 1-51*01 2*01 93.9 GTWDTSLRGVI 11
4T0324 4-39 no 3-72*01 3-22*01 3*02 91 VRVADVFDSSGYSVDAFEM 19 n.d. n.d. n.d. n.d. n.d. n.d.
4T0545 4-39 no 3-72*01 3-22*01 3*02 91 VRVADVFDSSGYSVDAFEM 19 n.d. n.d. n.d. n.d. n.d. n.d.

EV03

EV04

EV03

EV04

EV03

EV05

EV04

EV05

EV01

EV01

EV04

EV05

EV03

EV04

s1

s3

s4

s5

s6

s8

s9

s10

s11



Supplementary Table 3 (continued) Information on sequences sharing characteristics between donors (related to Fig. 3).

Shared 
#

Donor Antibody Clone # Produced IGHV IGHD IGHJ
IGH 

Identity 
(%)

VH CDR3 (aa) VH CDR3 
length (aa)

Light 
chain

IGKV/
IGLV

IGKJ/
IGLJ

IGK/IGL 
Identity 

(%)
VL CDR3 (aa) VL CDR3 

length (aa)

3T0135 3-42 yes 3-74*01 1-26*01 4*02 94.2 ARGGNYYLDY 10 l 2-18*02 1*01 96.9 SSYTSSATYV 10
3T0273 3-42 no 3-74*01 1-26*01 4*02 94.2 ARGGNYYLDY 10 l 2-18*02 1*01 96.3 SSYTSSATYV 10

EV04 4T0770 4-0 yes 3-74*01 3-22*01 4*02 91.2 ARGGNYYNDY 10 l 2-18*02 1*01 96.6 SSFTSSNTYV 10

EV03 3T0279 3-0 no 4-31*03 1-26*01 5*01 87.7 ARGVRDLVSFWFDS 14 l 3-19*01 1*01 96.5 NSRDSTINHYV 11
EV04 4T0544 4-0 no 4-31*03 3-16*01 5*02 87.2 ARGNRDIVVFWFDP 14 k 5-2*01 4*01 100 LQHDNFLYT 9

4T0133 4-49 no 4-39*01 n.m. 4*02 92.6 ARRFDL 6 n.d. n.d. n.d. n.d. n.d. n.d.
4T0159 4-49 yes 4-39*01 n.m. 4*01 93.3 ARRFDS 6 k 3-15*01 1*01 96.8 QQYNDWPWT 9
4T0176 4-49 yes 4-39*02 n.m. 4*02 96.6 VRRFDY 6 k 3-15*01 1*01 96.8 QQYNKWPWT 9
5T0378 5-48 yes 4-39*01 n.m. 4*02 98.7 ARRFDY 6 k 3-15*01 1*01 100 QQYNNWPWT 9
5T0420 5-48 yes 4-39*02 n.m. 4*02 93.6 ARRFDL 6 k 3-15*01 1*01 94.7 QQYNIWPWT 9

EV04 4T0764 4-0 yes 4-59*01 3-10*01 4*02 92.8 ARGLLGSQDS 10 l 2-14*01 2*01 96.3 SSYRTRNTHVI 11
EV05 5T0376 5-0 yes 4-59*01 2-21*02 4*02 93.8 ARGLLGPGDS 10 l 2-14*01 2*01 96.2 SSYKTGSTPVV 11

4T0243 4-57 yes 4-59*01 5-18*01 6*02 92.8 ARAPRGYSSGKYNYYGLDV 19 l 3-25*02 1*01 93.1 QSADSSGGYYV 11
4T0511 4-57 no 4-59*01 3-10*01 6*02 96.2 ARAPRSYGRGSYYYYGIDV 19 l 3-1*01 2*01 96.8 QAWDSSTFQVV 11
4T0571 4-57 no 4-59*01 5-18*01 6*02 95.9 ARAPRGYNYNNYYYSHIDV 19 n.d. n.d. n.d. n.d. n.d. n.d.

EV05 5T0465 5-0 yes 4-59*01 6-19*01 6*02 95.9 ARAPRGYSSGWYYYYGMDV 19 l 3-1*01 2*01 96.8 QAWDSSTAVV 10

n.m. = no match
n.d. = not determined

EV04

EV05

EV04

EV03

s13

s14

s15

s16

s12



Antibodies Epitope Peptide sequence Antibodies Epitope Peptide sequence 

SP LPRDRFKRTSFFLWVIIL GP1 AENCYNLEIKKPDGSECL
GP1 SASSGKLGLITNTIAGVA MLD AVSHLTTLATISTSPQPP
SP LPRDRFKRTSFFLWVIIL SP LPRDRFKRTSFFLWVIIL
SP TSFFLWVIILFQRTFSIP GP1 SVGLNLEGNGVATDVPSA
SP MGVTGILQLPRDRFKRTS GP1 VNYEAGEWAENCYNLEIK

GP1 EPVNATEDPSSGYYSTTI HR1/2 LLQRWGGTCHILGPDCCI
SP LPRDRFKRTSFFLWVIIL HR1/2 CHILGPDCCIEPHDWTKN
SP TSFFLWVIILFQRTFSIP IFL PNLHYWTTQDEGAAIGLA

1T0221 GP1 EPVNATEDPSSGYYSTTI IFL QDEGAAIGLAWIPYFGPA
SP LPRDRFKRTSFFLWVIIL 4T0243 HR1/2 CHILGPDCCIEPHDWTKN

MLD DNSTHNTPVYKLDISEAT GP1 IPLGVIHNSTLQVSDVDK
MLD VYKLDISEATQVGQHHRR Gly-cap AFWETKKNLTRKIRSEEL
SP LPRDRFKRTSFFLWVIIL GP1 VNYEAGEWAENCYNLEIK

MLD ATQVGQHHRRADNDSTAS GP1 FFSSHPLREPVNATEDPS
SP LPRDRFKRTSFFLWVIIL Gly-cap NETIYASGKRSNTTGKLI

MLD DNSTHNTPVYKLDISEAT Gly-cap KRSNTTGKLIWKVNPEID
MLD ATQVGQHHRRADNDSTAS Gly-cap LIWKVNPEIDTTIGEWAF
SP LPRDRFKRTSFFLWVIIL Gly-cap IDTTIGEWAFWETKKNLT
SP TSFFLWVIILFQRTFSIP 4T0365 HR1/2 LLQRWGGTCHILGPDCCI

MLD DNSTHNTPVYKLDISEAT HR1/2 LLQRWGGTCHILGPDCCI
MLD VYKLDISEATQVGQHHRR HR1/2 CHILGPDCCIEPHDWTKN

1T0451 MLD VYKLDISEATQVGQHHRR MLD PPTTKTGPDNSTHNTPVY
GP1 AENCYNLEIKKPDGSECL MLD DNSTHNTPVYKLDISEAT

HR1/2 LLQRWGGTCHILGPDCCI MLD DNSTHNTPVYKLDISEAT
HR1/2 CHILGPDCCIEPHDWTKN MLD VYKLDISEATQVGQHHRR

SP MGVTGILQLPRDRFKRTS SP LPRDRFKRTSFFLWVIIL
SP LPRDRFKRTSFFLWVIIL SP TSFFLWVIILFQRTFSIP

MLD PPTTKTGPDNSTHNTPVY 4T0541 SP LPRDRFKRTSFFLWVIIL
MLD DNSTHNTPVYKLDISEAT MPER KNITDKIDQIIHDFVDKT
SP LPRDRFKRTSFFLWVIIL MPER QIIHDFVDKTLPDQGDND

GP1 AENCYNLEIKKPDGSECL 4T0578 SP LPRDRFKRTSFFLWVIIL
MLD EDHKIMASENSSAMVQVH GP1 IKKPDGSECLPAAPDGIR
MLD ENSSAMVQVHSQGRKAAV Gly-cap AFWETKKNLTRKIRSEEL

1T0655 MPER KNITDKIDQIIHDFVDKT HR1/2 TELRTFSILNRKAIDFLL
3T0215 Gly-cap IDTTIGEWAFWETKKNLT GP1 AENCYNLEIKKPDGSECL

SP LPRDRFKRTSFFLWVIIL HR1/2 TELRTFSILNRKAIDFLL
GP1 AENCYNLEIKKPDGSECL 5T0257 SP MGVTGILQLPRDRFKRTS
GP1 ILPQAKKDFFSSHPLREP 5T0278 GP1 VIYRGTTFAEGVVAFLIL
GP1 ETAGNNNTHHQDTGEESA GP1 IKKPDGSECLPAAPDGIR

3T0331 IFL VAGLITGGRRTRREVIVN Gly-cap AFWETKKNLTRKIRSEEL
GP1 SVGLNLEGNGVATDVPSA 5T0377 SP LPRDRFKRTSFFLWVIIL
GP1 NGVATDVPSATKRWGFRS 5T0378 HR1/2 LLQRWGGTCHILGPDCCI

3T0368 SP LPRDRFKRTSFFLWVIIL 5T0420 GP1 SVGLNLEGNGVATDVPSA
Gly-cap LTRKIRSEELSFTAVSNG SP LPRDRFKRTSFFLWVIIL

MLD ELSFTAVSNGPKNISGQS SP TSFFLWVIILFQRTFSIP
3T0411 SP LPRDRFKRTSFFLWVIIL GP1 IPLGVIHNSTLQVSDVDK

Gly-cap TPQFLLQLNETIYASGKR Gly-cap IDTTIGEWAFWETKKNLT
Gly-cap NETIYASGKRSNTTGKLI HR1/2 LNRKAIDFLLQRWGGTCH

MLD ENSSAMVQVHSQGRKAAV HR1/2 CHILGPDCCIEPHDWTKN
MLD VHSQGRKAAVSHLTTLAT ADI15758 MPER KNITDKIDQIIHDFVDKT
GP1 GPCAGDFAFHKEGAFFLY SP TSFFLWVIILFQRTFSIP
GP1 FHKEGAFFLYDRLASTVI GP1 IPLGVIHNSTLQVSDVDK

Gly-cap NETIYASGKRSNTTGKLI IFL RRTRREVIVNAQPKCNPN
GP1 AENCYNLEIKKPDGSECL IFL VNAQPKCNPNLHYWTTQD

HR1/2 LLQRWGGTCHILGPDCCI SP LPRDRFKRTSFFLWVIIL
3T0611 GP1 HHQDTGEESASSGKLGLI GP1 IPLGVIHNSTLQVSDVDK
4m0361 SP MGVTGILQLPRDRFKRTS GP1 LITNTIAGVAGLITGGRR
4m0368 GP1 SATKRWGFRSGVPPKVVN IFL RRTRREVIVNAQPKCNPN
4m0373 HR1/2 CIEPHDWTKNITDKIDQI HR1/2 LQLFLRATTELRTFSILN

SP MGVTGILQLPRDRFKRTS SP MGVTGILQLPRDRFKRTS
SP LPRDRFKRTSFFLWVIIL Gly-cap AFWETKKNLTRKIRSEEL
SP TSFFLWVIILFQRTFSIP

GP1 IPLGVIHNSTLQVSDVDK
GP1 STLQVSDVDKLVCRDKLS
GP1 SVGLNLEGNGVATDVPSA

SP: signal peptide

4T0159

mAb114

Supplementary Table 5 Peptide sequences detected by library epitope screening (related to Fig. 4, Extended Data Fig. 6 and 
Supplementary Table 4).
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3T0468
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5T0376

3T0350
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1T0546
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4T0284
1T0264
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1T0325
4T0423
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4T0182



Supplementary Table 6 Sequence information of clonal IgG sequences obtained with alternative sorting bait EBOV GPΔTMΔMLD (related to Extended Data Fig. 4).

Antibody Clone #
# of 

GP∆MLD
members

# of 
GP∆TM 

members
Produced IGHV IGHD IGHJ

IGH 
Identity 

(%)
VH CDR3 (aa) VH CDR3 

length (aa)
Light 
chain

IGKV/
IGLV

IGKJ/
IGLJ

IGK/IGL 
Identity 

(%)
VL CDR3 (aa) VL CDR3 

length (aa)

4m0302 4-44 1 2 no* 3-74*01 6-19*01 4*02 96.3 ARDVGLYNTGWIDY 14 n.d. n.d. n.d. n.d. n.d. n.d.
4m0314 4-69 2 0 yes 1-2*02 1-1*01 6*02 89.7 ASPPQNWNRLYFYGMDV 17 l 1-51*01 2*01 94.2 GTWDTSLRGVI 11
4m0331 4-65 2 0 no 3-21*01 3-10*01 3*02 93.6 AREGARSNYFLGDATDI 17 n.d. n.d. n.d. n.d. n.d. n.d.
4m0333 4-58 2 3 yes* 3-23*01 3-3*01 6*02 94.9 AKGDDFWSGSPDV 13 l 1-51*01 1*01 97.6 GTWDSSLSTFYV 12
4m0334 4-42 2 2 no* 3-74*01 5-18*01 4*02 87.9 ARGGSDTAMAHDY 13 n.d. n.d. n.d. n.d. n.d. n.d.
4m0342 4-60 2 1 no 3-21*02 4-11*01 6*02 90.2 ARDNDYHDDSAGGMDV 16 n.d. n.d. n.d. n.d. n.d. n.d.
4m0344 4-71 1 1 no* 3-74*01 3-22*01 4*02 92.2 ARGGNYYNDY 10 n.d. n.d. n.d. n.d. n.d. n.d.
4m0349 4-64 2 0 no 3-30*18 3-22*01 6*02 96.6 AKDRARGYYGYYGMDV 16 n.d. n.d. n.d. n.d. n.d. n.d.
4m0354 4-27 1 2 no* 3-23*01 3-16*01 4*02 90.2 AKDVWPGPRGSLDW 14 n.d. n.d. n.d. n.d. n.d. n.d.
4m0357 4-63 2 0 yes 3-7*01 3-10*01 4*02 93.6 ARGGSGIVPAIFF 13 l 3-10*01 3*02 97.9 YSTDSSGYHFWV 12
4m0361 4-59 2 1 yes 4-39*01 4-17*01 4*02 85.8 ARVTMKNFFDS 11 l 3-21*02 1*01 94.2 QVWDNTYV 8
4m0365 4-62 1 1 yes 3-74*01 2-21*02 5*02 100 ARAVLGVVTTRYNWFDP 17 k 1-39*01 1*01 99.7 QQSYSTPRT 9
4m0367 4-66 1 1 no 3-15*05 2-8*01 4*02 87.7 ITEMVFPTGY 10 n.d. n.d. n.d. n.d. n.d. n.d.
4m0368 4-52 1 2 yes 4-4*02 3-16*01 5*02 92.5 LRLSHYGGA 9 k 1-39*01 1*01 95.8 QQTYNTPRT 9
4m0373 4-12 1 5 yes 3-11*01 2-2*01 6*02 94.6 ARGERRHQVLSGMDV 15 n.d. n.d. n.d. n.d. n.d. n.d.
4m0387 4-68 1 1 yes 1-2*02 2-21*02 3*02 95.2 ARLTVVTAISAFDI 14 k 1-5*01 1*01 95.4 QHYFDYYYGA 10
4m0394 4-39 1 3 no* 3-72*01 3-22*01 3*02 91 VRVADVFDSSGYSVDAFEM 19 l 1-51*01 2*01 93.9 GTWDTSLRGVI 11
4m0401 4-1 1 2 no 1-18*01 3-22*01 4*02 97.6 ARVISMILVGPFDN 14 n.d. n.d. n.d. n.d. n.d. n.d.
4m0407 4-2 1 4 no* 1-18*04 3-22*01 5*02 97.6 ARTITMIFLGWFDP 14 n.d. n.d. n.d. n.d. n.d. n.d.
4m0410 4-46 1 2 no* 3-9*01 5-24*01 6*02 95.6 TREGRDGNNLPYYAMDV 17 n.d. n.d. n.d. n.d. n.d. n.d.
4m0422 4-67 2 0 no 3-11*01 3-22*01 4*02 96.6 ARKGSIYDSPY 11 n.d. n.d. n.d. n.d. n.d. n.d.
4m0437 4-61 1 1 no 4-59*01 6-13*01 4*02 92.1 ARGRSSNWYEGTFEY 15 n.d. n.d. n.d. n.d. n.d. n.d.
4m0443 4-15 1 7 no* 3-13*01 3-10*01 4*02 95.9 ARARFGDLAFDY 12 n.d. n.d. n.d. n.d. n.d. n.d.
4m0447 4-31 1 3 no* 3-33*01 6-13*01 4*02 92.9 ARDAHNSRLDY 11 n.d. n.d. n.d. n.d. n.d. n.d.
4m0450 4-70 1 1 no* 1-3*01 3-3*02 5*02 98.6 ARDISLFNPGWFDP 14 n.d. n.d. n.d. n.d. n.d. n.d.
4m0492 4-57 1 3 no* 4-59*01 3-3*01 6*02 96.6 ARAPRGYSFWSGQYYYYGVDV 21 n.d. n.d. n.d. n.d. n.d. n.d.

Shown are exemplary sequences of every identified clone.

n.d. = not determined
GPΔMLD members = sequences obtained with alternative bait EBOV GPΔTMΔMLD
GPΔTM members = sequences obtained with bait EBOV GPΔTM
* = clonal member obtained with EBOV GPΔTM bait was produced as antibody



Supplementary Table 7 (related to Fig. 6). 
 
a Cryo-EM data collection, refinement and validation statistics 
 
 GP/3T0331 

(EMDB-EMD-4520) 
(PDB 6QD7) 

GP/4M0368 
(EMDB-EMD-4521) 
(PDB 6QD8) 

Data collection and processing   
Magnification    96,000 96,000 
Voltage (kV) 300 300 
Electron exposure (e–/Å2) 40 40 
Defocus range (μm) -0.5 – -2.3 -0.5 – -2.3 
Pixel size (Å) 0.85 0.85 
Symmetry imposed C3 C3 
Initial particle images (no.) 239,806 184,548 
Final particle images (no.) 109,407 123,880 
Map resolution (Å) 
    FSC threshold 

3.09  
0.143 

3.33  
0.143 

Map resolution range (Å) 30-1.82 30-1.81 
   
Refinement   
Initial model used (PDB code) 6QCU, 5JQ3 5JQ3 
Model resolution (Å) 
    FSC threshold 

2.95 
0.143 

3.25 
0.143 

Model resolution range (Å) 30-1.82 30-1.81 
Map sharpening B factor (Å2) -91.52 -117.0 
Model composition 
    Non-hydrogen atoms 
    Protein residues 
    Ligands 

 
14445 
1815 
45 

 
14154 
1785 
39 

B factors (Å2) 
    Protein 
    Ligand 

 
54.72 
81.49 

 
55.54 
76.16 

R.m.s. deviations 
    Bond lengths (Å) 
    Bond angles (°) 

 
0.009 
1.659 

 
0.015 
1.677 

 Validation 
    MolProbity score 
    Clashscore 
    Poor rotamers (%)    

 
2.04 
4.23 
4.53 

 
2.22 
5.68 
3.96 

 Ramachandran plot 
    Favored (%) 
    Allowed (%) 
    Disallowed (%) 

 
95.11 
4.72 
0.17 

 
92.8 
6.69 
0.51 

 
 
 
 
 
 
 
 
 



b Data collection and refinement statistics (molecular replacement) 
 
 3T0331- Fab (PDB 6QCU)  
Data collection   
Space group P6522  
Cell dimensions     
    a, b, c (Å) 91.1 91.1 215.4  
    D� E� J  (q)  90 90 120  
Resolution (Å) 1.56 (1.616  - 1.56) *  
Rmerge 0.1322 (0.8877)  
I / VI 10.32 (1.98)  
Completeness (%) 99.99 (100.00)  
Multiplicity 13.0 (13.2)  
   
Refinement   
Resolution (Å) 1.56  
No. reflections 75845  
Rwork / Rfree 0.177/0.203  
No. atoms   
    Protein 3804  
    Ligand/ion 20  
    Water 506  
B-factors   
    Protein 26.6  
    Ligand/ion 53.2  
    Water 37.2  
R.m.s. deviations   
    Bond lengths (Å) 0.011  
    Bond angles (q) 1.41  
*Values in parentheses are for highest-resolution shell. 
 
A single crystal was used for data collection. 


