Table S2. Variable region sequence of mAb 2F5 and 4E10 as well as their 

inferred reverted and unmutated heavy- and light-chain genes.

>2F5VH
AGGATCACGTTAAAGGAATCGGGTCCTCCGCTGGTGAAACCCACACAGACTCTCACGCTGACCTGTTCCTTCTCTGGGTTCTCACTGTCCGATTTTGGAGTGGGTGTAGGCTGGATCCGTCAGCCCCCAGGAAAGGCCCTAGAGTGGCTTGCAATCATTTATTCGGATGATGATAAGCGCTACAGCCCATCGCTGAACACCAGACTCACCATCACCAAGGACACCTCCAAAAATCAAGTTGTCCTTGTCATGACTAGGGTGAGTCCTGTGGACACAGCCACGTATTTCTGTGCACACCGACGGGGGCCAACCACACTCTTTGGAGTGCCGATTGCCCGGGGACCAGTGAACGCGATGGACGTCTGGGGGCAAGGGATCACGGTCACCATCTCCTCA_
>2F5VK
GCCCTCCAACTGACCCAGTCTCCGTCCTCCTTGTCTGCATCTGTTGGAGACAGAATCACCATCACTTGTCGGGCAAGTCAGGGCGTTACCAGTGCTTTAGCCTGGTATCGACAGAAGCCAGGAAGTCCTCCTCAACTCCTAATCTATGATGCCTCCTCTTTAGAAAGTGGGGTCCCATCGAGGTTCAGCGGCAGTGGTTCTGGGACGGAGTTCACTCTCACCATCAGCACCCTGCGGCCTGAAGATTTTGCAACTTATTACTGTCAACAATTACATTTTTACCCTCACACTTTCGGCGGAGGGACCAGGGTGGATGTCAGA_
>2F5VH_RUA1

CAGATCACCTTGAAGGAGTCTGGTCCTACGCTGGTGAAACCCACACAGACCCTCACGCTGACCTGCACCTTCTCTGGGTTCTCACTCAGCACTAGTGGAGTGGGTGTGGGCTGGATCCGTCAGCCCCCAGGAAAGGCCCTGGAGTGGCTTGCACTCATTTATTGGAATGATGATAAGCGCTACAGCCCATCTCTGAAGAGCAGGCTCACCATCACCAAGGACACCTCCAAAAACCAGGTGGTCCTTACAATGACCAACATGGACCCTGTGGACACAGCCACATATTACTGTGCACACAGACGGGGGCCAACCACACTTTTTGGAGTGGTTATTGCCCGGGGACCAGTGAACGGTATGGACGTCTGGGGGCAAGGGACCACGGTCACCGTCTCCTCA_
>2F5VH_RUA3

CAGATCACCTTGAAGGAGTCTGGTCCTACGCTGGTGAAACCCACACAGACCCTCACGCTGACCTGCACCTTCTCTGGGTTCTCACTCAGCACTAGTGGAGTGGGTGTGGGCTGGATCCGTCAGCCCCCAGGAAAGGCCCTGGAGTGGCTTGCACTCATTTATTGGGATGATGATAAGCGCTACGGCCCATCTCTGAAGAGCAGGCTCACCATCACCAAGGACACCTCCAAAAACCAGGTGGTCCTTACAATGACCAACATGGACCCTGTGGACACAGCCACATATTACTGTGCACACAGACGGGGGCCAACCACACTTTTTGGAGTGGTTATTGCCCGGGGACCAGTGAACGGTATGGACGTCTGGGGGCAAGGGACCACGGTCACCGTCTCCTCA_

>2F5VK_RUA
GCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGCAGTGCTTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCTCCTAAGCTCCTGATCTATGATGCCTCCAGTTTGGAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACTGTCAACAGTTTAATAATTACCCTCACACTTTCGGCGGAGGGACCAAGGTGGAGATCAAA_

>4E10VH
CAGGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAGGCCTGGGTCCTCGGTGACGGTCTCCTGCAAGGCTTCTGGAGGCTCCTTCAGCACCTATGCTCTCAGCTGGGTGCGACAGGCCCCTGGACGAGGGCTTGAGTGGATGGGAGGGGTCATCCCTCTCTTAACTATAACAAACTACGCACCGAGGTTCCAGGGCAGAATCACGATTACCGCGGACAGATCCACGAGCACAGCCTACCTGGAGCTGAACAGCCTGAGACCTGAGGACACGGCCGTGTATTACTGTGCGAGAGAAGGGACTACTGGCTGGGGCTGGCTGGGCAAACCCATAGGGGCGTTTGCCCACTGGGGCCAGGGCACCCTGGTCACCGTCTCCTCA_
>4E10VK
GAAATTGTGTTGACGCAGTCTCCAGGCACCCAGTCTTTGTCTCCAGGGGAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGTTGGCAACAACAAATTAGCCTGGTACCAGCAGAGACCTGGCCAGGCTCCCAGGCTCCTCATCTATGGTGCATCCAGCAGGCCCAGTGGCGTCGCAGACAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATTACTGTCAGCAGTATGGTCAATCACTCTCAACGTTCGGCCAAGGGACCAAGGTGGAAGTCAAA_
>4E10VH_RUA
CAGGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGTCCTCGGTGAAGGTCTCCTGCAAGGCTTCTGGAGGCACCTTCAGCAGCTATGCTATCAGCTGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGAGGGATCATCCCTATCTTTGGTACAGCAAACTACGCACAGAAGTTCCAGGGCAGAGTCACGATTACCGCGGACAAATCCACGAGCACAGCCTACATGGAGCTGAGCAGCCTGAGATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGAAGGGACTACTGGCTGGGGCTGGCTGGGCAAACCCATAGGGGCGTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCA_
>4E10VK_RUA
GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGTTAGCAGCAGCTACTTAGCCTGGTACCAGCAGAAACCTGGCCAGGCTCCCAGGCTCCTCATCTATGGTGCATCCAGCAGGGCCACTGGCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATTACTGTCAGCAGTATGGTAGCTCACCTTGGACGTTCGGCCAAGGGACCAAGGTGGAAATCAAA_
