
   
VII, 2013,  2

76

 
CASE REPORTS

  (MM)    
  -  .   -

      -
     (KM), -

   .   -
        

,     
   (MGUS)   

.     
      : -  

   ,    
    10%      

  ( , ,  
,  ) [2]. 

      
  ,    

     ,   
  .  -

    -
,      

  .   
         

:     ( -
  48-75)     

      
    

. 1  . 2

1  ,   – 
2Molecular Cytogenetics Laboratory, UCL Medical School, Royal Free Campus – London

THE ADVANTAGE OF GENOME SCANNING FOR DIAGNOSIS IN PATIENTS 
WITH MULTIPLE MYELOMA

T. Boneva1 nd E. Nacheva2

1Cytogenetics Laboratory, Military Medical Academy – So  a
2Molecular Cytogenetics Laboratory, UCL Medical School, Royal Free Campus – London

:       ,  ,      
   ( )      .       

,        ,       -
 .      2-    .   :   CD138+ , 

FISH  aCGH.        aCGH,        
         .      

            .
 :  ,  ,  

  : -   ,  ,      
, , . ” . . ”  3, 1606 , -mail: dr_t.boneva@abv.bg

Summary: Multiple myeloma (MM) is characterized by neoplastic transformation of mature B cells in the bone marrow. It 
is heterogeneous disease at both the clinical and genetic levels. Recent advances in molecular genetics and genomic studies have 
demonstrated that the disease evolution is associated with speci  c genetic aberrations, which not only shed light on the pathogenesis of 
MM but allows risk assessment and treatment monitoring. Here we present 2 patients investigated by FISH and whole genome screening 
aiming to devise a diagnostic algorithm to offer a comprehensive genomic pro  ling of MM.

Key words: multiple myeloma, chromosome aberrations, genome pro  ling
Address for correspondence: Temenuzhka Boneva, MD, Cytogenetics Laboratory, Department of Clinical Laboratory and 

Immunology, VMA, 3 G. So  yski St., Bg-1606 So  a, -mail: dr_t.boneva@abv.bg



.   . 
   ...

77

(    48 /   75).   
 ,     -

, -  +3, +5, +7, +9, +11, +15, +19  +21, 
 -      (  -

 10%  ).      
  ,    

14q32  (50-70%)  -13/13q-. -
      -  -

,      -
 -  .

 ,    
     -

 ,   -
  (G-banding)   in situ 

 (FISH).    -
   -  ,  

   (aCGH)  
-  ,  -
   .   -

    -
      .

     ,  -
   aCGH  -

    . CD138(+) 
      

   MACs   (Miltenyl 
Biotec). FISH      

   .  
 -      -

: 13q14/13qter, 14q32 break apart, p53/CEP17 

(Cytocell).  ,   aCGH 
,    CD 138(+) . -
   , -

 60  (Agilent, USA).    
   ,    -

   Agilent’s Genomic Workbench 
Lite Edition 6.0.     

     HG 19. 
    FISH   -
   ,  aCGH   

  .   1 (Case 
938 –  )     

  19,  :     5, 
7, 9, 11, 15, 19, 21    Y.  – -

    .   
2 (Case 902 – )     

  36.      
7, 9, 15, 18, 19  21   -

,      12p13, 14q32 
 22q11.22      

 ( . 1).  12 13    -
 ,   ETV6.   

  ETV6      
       

   ,     
[1].   22q11.22     PRAME. 

        
        , 
        -

  [3].

. 1.    CD138(+)       1  2    . -
     ,            -

.         ,    – .    -
   2    ,    ETV6  PRAME    

       
    -

.      aCGH 
    -

     -
 .         

       
     . 

      
  ,     -

      .

1. A v e t - L o i s e a u , H. et al. Prognostic signi  cance of copy-
number alteration in multiple myeloma. – J. Clin. Oncol., 27, 
2009, 4585-4590.

2. S w e r d l o w , S. H. et al. WHO Classification of Tumours 
of Haematopoietic and Lymphoid Tissues. IARC, Lyon, 
2008. 

3. A b r a m e n k o , I. V. et al. Expression of PRAME gene in 
multiple myeloma. – Ter. Erkh., 76, 2004,  7, 77-81.


