
• 	  	  Sample	  104	  is	  detected	  as	  posi1ve	  by	  4	  PCR	  MM	  (IGH	  FR1,	  IGK	  Tubes	  A	  and	  B,	  and	  TRG)	  

 

 

 	  
•  Sample	  284	  is	  detected	  as	  posi1ve	  by	  all	  6	  PCR	  MM	  (IGH	  FR1,	  FR2	  and	  FR3,	  IGK	  Tubes	  A	  and	  

B,	  and	  TRG)	  
 

•  The	  clonal	  	  (Pos),	  polyclonal	  (Neg)	  and	  not	  testable	  (N/A)	  rate	  detected	  by	  different	  PCR	  MM	  	  	  
for	  200	  AML	  samples.	  	  Combining	  mul1ple	  PCR	  MM	  increased	  posi1ve	  detec1on	  rate.	  

 
 

 * N/A: not amplifiable 

•   The	  concurrent	  posi1ve	  rates	  for	  different	  PCR	  MM	  combina1ons	  

•   Among	  the	  99	  posi1ve	  (clonal)	  samples,	  the	  exclusive	  rate	  by	  specific	  target	  combina1ons.	  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Introduc1on	  

•  DNA	   was	   extracted	   from	   a	   random	   sampling	   of	   200	   AML	   anonymized	   pa1ent	   residual	  
peripheral	  blood	  (PB)	  or	  bone	  marrow	  (BM)	  specimens	  using	  Qiagen	  Blood	  Mini	  Kit.	  	  

•  DNA	  was	  quan1fied	  with	  NanoDrop	  and	  normalized	  to	  10	  ng/µL.	  
•  Each	  DNA	  sample	  (50	  ng	  DNA)	  was	  tested	  with	  6	  different	  PCR	  master	  mixes	  (MM)	  from	  the	  

Invivoscribe	  Assay	  kits:	  Iden1Clone®	  IGH	  Tubes	  A,	  B,	  C,	  which	  target	  the	  framework	  (FR)	  1,	  
2,	  and	  3	  regions,	  respec1vely;	  Iden1Clone®	   	  IGK	  Tube	  A,	  IGK	  Tube	  B,	  and	  Iden1Clone®	  TRG	  
2.0.	   	  Amplicon	  products	  were	   analyzed	  using	   the	  ABI	   3500	  XL	   instrument.	   	   Based	  on	   the	  
florescent	  signals,	  clonal	  (posi1ve)	  or	  polyclonal	  (nega1ve)	  were	  assessed.	  

	  
 

•  200	  AML	  samples	  were	  tested	  for	  clonal	  rearrangements	  within	  the	  immunoglobulin	  heavy	  
(IGH)	  and	  light	  (IGK)	  chains,	  and	  the	  chain	  (IGK),	  T-‐cell	  receptor	  gamma	  (TRG)	  loci.	  

•  Approximate	   50%	   of	   AML	   samples	   demonstrated	   at	   least	   one	   clonal	   IGH	   or	   TCR	   gene	  
rearrangement.	  	  

•  While	   it	   is	   unclear	   if	   it	   is	   the	   malignant	   myeloid	   cells	   or	   companion	   lymphoid	   cells	   that	  
harbor	   these	   soma1c	   gene	   rearrangements,	   the	   rela1vely	   high	   percentage	   of	   clonal	  
rearrangements,	   and	   their	   poten1al	   for	  monitoring	   in	   AML	  makes	   this	   an	   area	  worthy	   of	  
further	  inves1ga1on.	  	  	  

Results	  Results	  

Conclusions	  

Acute	  myeloid	  leukemia	  (AML)	  carries	  a	  high	  mortality	  rate	  and	  economic	  burden.	  Elucida1ng	  
the	   heterogeneity	   of	   AML	   will	   aid	   in	   understanding	   the	   hematopoie1c	   stem	   cell	   (HSC)	   self-‐
renewal	   and	   differen1a1on.	   Though	   AML	   is	   classified	   as	   a	   myeloid	   neoplasm,	   we	   were	  
interested	  in	  determining	  the	  prevalence	  of	  clonal	  rearrangements	  within	  the	  immunoglobulin	  
heavy	   (IGH)	   and	   light	   (IGK)	   chains,	   as	   well	   as	   the	   T-‐cell	   receptor	   gamma	   (TRG)	   loci	   in	   AML	  
pa1ent	  samples.	  
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Materials	  and	  Methods	  
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+	  IGK	  (Tube	  A	  +	  Tube	  B)	  +	  TRG	  
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