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Tab 1 Histological types and immunophenotypes in 27 cases of non-Hodgkin’s lymphoma
immunophenotypes
histological types No. of cases
B cell T cell uncertain
small lymphocytic 2 1 1
mixed,cleaved and noncleaved 1 1
small noncleaved 3 2 1
plasmacytoid Iymphocytic 1 1
large noncleaved 5 3 2
lymphoblastic 3 1 2
immunoblastic 3 1 2
clear cell 2 2
pleomorphic 3 3
AIBL-like 1 1
unclassified 3 2 1
27 11 13 3
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Tab 2 Germline configuration of T-cell recep-
tor beta chain and immunoglobulin

genes
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Tab 3  Genotypic profile of 13 cases of T-cell lymphomas
‘ genes
mmunophenotype TCR JH Ck
R R R G G G R R R G G R G G G
T-cell lymphoma 9 1 1 1 1 ¢ 1 1 1 1 9 1 1 1 1

R=rearrangement; G=germline configuration
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Fig 1 Southern blot analysis of the TCRP chain
gene in patients with lymphomas
Lane 2,3,6~9,11,12 show TCRf gene re-
arrangements whereas the others are in
germline configuration. DNA was digested
with Bam I and hybridized with a probe
specific for the constant region of the TCRB

chain gene.
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Fig 2 A case of T-cell-predominant B-cell lym-

phoma shows JH gene rearrangement (ar-
row)

Dashes indicate germline bands
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Fig 3 Soutnern blot analysis of a case of B-
. cell lymphoma shows JH, TCRP and
‘3 Ck gene rearrangements (arrow)

Dashes indicate germline bands
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1: pBR322/Hae I ; 2, 3. T-NHL; 4. B-
NHL:5: sk bt B:6. % & 2 8;8:
Jurkat %a pg,

Fig 4 PCR analysis of TCR gamma gene rear-
rangements using mixed TCRY primers
Lane 1:pBR322/Hae I ;Lanes 2,3;T-
cell lymphomas; Lane 4: B-cell lym-
phomas; Lane 5: non-lymphoid tumor;
Lane 6: a negative control; Lane 7:

nalm-6 cell;Lane 8;Jurkat cell
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A study on antigen receptor gene rearrangements in 13 cases
of T-cell non-Hodgkin’s lymphoma

Zhang Jianzhong, » Yan Liangsui, et al (Deparment of Pathology, Third Military Medical

College, Chongging, 630038)

Abstract The beta and gamma chain gene rearrangements of the T-cell receptors (TCR)

were studied with Southern blot hybridization and polymerase chain reaction in 13 cases of non-

Hodgkin’s lymphoma with T-cell phenotype. It was found that 11 out of the 13 cases (86%) ex-
hibited TCR beta gene rearragnement and 12 out of the 13 (91%) displayed TCR gamma gene

rearrangement. The findings suggest that gene rearrangements are more sensitive and specific

markers to establish T-cell monoclonality and lineage and helpful to the morphological diagnosis

and immunophenotyping for non-Hodgkin’s lymphoma.
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