Evidence in support of the inference of IGHV3-13*i01
(IGHV3-13*01_G290A_T300C)

VDJbase data set P1_110_S1
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Sequence Count by IGHJ6 allele usage
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Haplotyping of other inferences carrying IGHV3-13*01_G290A_T300C

Inference in VDJbase data set P1_169 S1
Sequence Count by IGHJ6 allele usage
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Inference in VDJbase data set P1_193 S1:
Sequence Count by IGHJ6 allele usage
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