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dnustonazdadnyal
ANC absolute neutrophil count
ANN alloimmune neonatal neutropenia
QL chain alpha chain
AIN autoimmune neutropenia
bp base pair
BZ-integrin beta 2-integrin
CR3y C3bi receptor
% chi-square
CML chronic myelogenous leukemia
Fc complement fragment
FcYR complement fragment gamma receptor
°‘Cc degree celsius
dNTPs deoxynucleoside triphosphates
DNA deoxyribonucleic acid
FFP fresh frozen plasma
ep glycoprotein
GPI glycosylphosphatidylinositol
GAT granulocyte agglutination test
GCLT granulocyte chemiluminescence test
GIFT granulocyte immunofluorescence test
HWE Hardy-Weinberg equilibrium
HDFN hemolytic disease of the fetus and newborn
HGH human growth hormone
HNA human neutrophil antigen
Ig immunoglobulin
IC internal control
ISBT International Society of Blood Transfusion

kDa kilodalton
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MgCl,

mM
MPHA
MAIGA
ng
NMLB
o-site
PNH
PaGIA
%AF
%GF
PCR-SSOP
PCR-SSP
PCR-RFLP
PCR-SBT
RCLB
RT-PCR
RA

rpm

SNP
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uPAR
WGS
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leukocyte function antigen-1

magnesium chloride

microliter

millimole

mixed passive hemagglutination assay

monoclonal antibody immobilization of granulocyte antigen
nano gram

nuclear membrane lysis buffer

omega-site

paroxysmal nocturnal hemoglobinuria

particle gel agglutination assay

percentage of allele frequency

percentage of genotype frequency

polymerase chain reaction with sequence specific oligonucleotide probes
polymerase chain reaction with sequence specific primer
polymerase chain reaction-restriction fragment length polymorphism
polymerase chain reaction-sequence based typing

red cell lysis buffer

reverse transcriptase-polymerase chain reaction

rheumatoid arthritis

round per minus

single nucleotide polymorphism

systemic lupus erythrematosus

transfusion related acute lung injury

urokinase type plasminogen activator receptor

whole genome sequencing
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