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Construction of Appropriate Indicators for Evaluating Humoral Immune Recovery
After Allogeneic Hematopoietic Cell Transplantation
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The objective was to clarify the features of 1gG B-cell receptor (BCR)
repertoire diversity among patients with and without infections caused by encapsulated bacteria such
as S. pneumoniae and H. influenzae after allogeneic HCT. The frequency of the usage of IGHV3-11 (P
= 0.012) and IGHV4-59 (P = 0.04) were significantly lower in Pt. The length of amino acids (AA) in
IGHV-CDR3 of all clones seemed to be symmetrically distributed, and the most frequently observed AA
length was 16 (13.7%) followed by 17 (11.2%). In Rep, 17AA (17.7%) and 21AA (16.7%) were mainly used
while the frequency of 16AA was low (4.4%). Apparently, the decreased diversity in the AA motifs in
17AA and 21AA in Rep was observed. The decreased usage of IGHV3-11 and IGHV4-59, and the change in
frequency of AA Ien?th and its decreased diversity in IGVH-CDR3 might be associated with the
increased vulnerability to encapsulated bacteria.
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Patients with infection caused by encapsulated bacteria

Control group without infection caused by encapsulated

bacteria
No. Age Sex Disease Disease Donor  MAC/RI  Pathogens Days Repeated | No. Age Sex Disease Disease Donor MAC/RI
Risk C after HCT infection Risk C
P1 64 M ALL Standard  MUD RIC S. pneumoniae 385 Yes C1 60 M ALL Standard  MUD RIC
P2 35 F ALL Standard  MUD MAC S. pneumoniae 210 Yes Cc2 38 M AML Standard  MMUD MAC
P3 40 F CML Standard  MMUD MAC S. pneumoniae 169 Yes C3 58 M MDS Standard  MMUD RIC
P4 40 F ALL Standard  MUD MAC S. pneumoniae 691 Yes C4 47 F ALL Standard  MUD MAC
P5 55 M AML High MUD MAC S. pneumoniae 405 No cS 48 M AML High MUD MAC
P6 43 M AML Standard  MUD MAC H. influenzae 502 No C6 42 F AML Standard  MUD MAC
P7 44 M AML Standard  MUD MAC H. influenzae 196 No C7 38 F AML Standard  MUD MAC
P8 33 F AML Standard  MRD MAC S. pneumoniae 609 No C8 28 F AML Standard  MRD MAC
P9 66 M AML Standard  MMRD RIC H. influenzae 187 No C9 45 M AML Standard  MMRD MAC
P10 53 F NHL High CB MAC S. pneumoniae 1007 Yes C10 56 M NHL High CB MAC

matched related donor; MMRD, mismatched related donor; NHL, non-Hodgkin lymphoma; CBT, cord blood.

No., number; MAC, myeloablative conditioning; RIC, reduced-intensity conditioning; M, male; ALL, acute lymphoblastic leukemia; MUD, matched unrelated

donor; F, female; AML, acute myeloid leukemia; MMUD, mismatched unrelated donor; CML, chronic myeloid leukemia; MDS, myelodysplastic syndrome; MRD,
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