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%% FV T LEN \Zx T 2 S M RE il BR 21T o 7o, T ORGSR LEN 28 240 5 O
Jafk T~ TIZ B W TRIFIETEIMSIR 2~ T 2 & Al Lo, WRIT, Mifakkic
KU CIRIREE D LEN % 8% LfeiT 2 2 &2k v, U266 & NCU-MM1, AMU-MM1 @ 3
DOMINERR B FEAIM MR 2 Bz U7e, FEAIMPE R, MlasEas s » & A1 25
MU THEGR Sz (Figure 1), WIT, Bk E MHPERICH T D 8IS FRBL v 7
7 ANDOEEHERT DHT2DIZ, cDNA~A 7 a7 LA ZiTo7-, D55, U266
AR DAL L7z LEN MRPERRIC IV T, 5 (5L L ORI E O 258D -85
+ & L T IL32, ITGA8. ITGB2. ARHDIB. SEPT9. Nestin. Ras association
(RalGDS/AF-6) domain family member 2 (RASSF2) . actin—like 8 (ACTLS) . ATCAY,
FGF9, CD2 72 EN AL &7 (Table 1), Wi#AE PCR L% H W s FRELED
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BN R 53 (Chang et al, BBRC, 2011), $t IL32 HiiRIZ X » THEB OHEE %
MR L7722 &nn, 1132 BEESEMEICEE T 5 2 ENRBIN TS, £ZT
BifE, 1132 & B HiEMmAark o EAMYE L & OB DWW TOMITZ1T 5 728
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T A 2O TIEAEZNMEOEAE T %, R T2 TETH D,



Table 1. Upregulation of gene expression in lenalidomide-resistant U266 cells.

L 266 parent U266 Len-R
ene Mame Systenatuc Name Description OMSO LEN  DMSO  LEN
ACTLE MM_030812 Actinlike 8 1 0.4 1329 1123
WINTSA MM_003382 Wingless-type MMTV integration site family, member 54 1 1.0 81.0 106.3
ATCAY MNMh_033064 Ataxia, cerebellar, Cayman type 1 1.0 B6.1 105.9
coe MRA_001767 CO2molecule 1 3.5 41.4 55.6
ITGEEB2 MM_000211 Integrin, beta 2, variant 1 1 0.4 249.8 238
ARHGDIE MNM_001175 Rho GDP dissociation inhibitor (GDI) beta 1 0.4 26.2 23.8
BRUNCL4 MM_D20180 Bruno-like 4, RNA binding protein, variant 1 1 0.4 19,4 14,6
NES MM_D0DBE1T Mestin 1 0.8 13.3 13.2
RASSF2 MM_014737 Ras association (RalGDS/AF-6) domain family member 2, variant 1 1 1.0 12,7 177
L3z MM_D01012631  Interleukin 32, variant 1 1 1.7 1.7 14.9
SEPTY MhA_DDBE4D Septin 9, variant 3 1 1.2 8.2 7.1
F=Fa MKA_002010 Fibroblast growth factor 9 (glia-activating factor) 1 1.0 7.3 a.8
ILa2 MNM_001012633  Interleukin 32, variant 4 1 1.0 6.7 8.1
Table 2. Upregulation of gene expression in lenalidomide-resistant MCU-MMR1cells.
L |J2B6 parent U266 Len-R
Gene Mame Systenatuc MName Description OMSO LEN . DMSO  LEM
SNORABD BF304636 cOMNA clone IMAGE: 4121319 5', mRMA sequence 1 1.1 13.8 14.3
PRG2 MIA_002728 Proteoglycan 2, bone marrow 1 0.8 10.1 1.7
CR7C2 MA_012377 Clfactory receptor, family 7, subfamily C, member 2 1 0.9 a1 4.8
DEFE104E Mh_001040702  Defensin, beta 104B 1 0.8 4.9 4.7
chaz2 MhA_D01803 CDA2 molecule 1 0.8 4.7 4.2
COorfB4 MM_032307 Chromosome 8 open reading frame 64 1 1.0 4.6 2.0
GPR55 MhA_005683 (= praotein-coupled receptor 85 1 2.7 4.4 548
ADAMT MM_003817 ADAM metallopeptidase domain 7 1 1.4 4.4 4.0
BCO12831 BCO12831 cOMA clone IMAGE: 3463076 1 1.2 4.2 3.4
RET MM_020975 Fet proto-oncogene, variant 2 1 0.7 3.8 2.6
PRRT4 MRA_001114726  Proline-rich transmembrane praotein 4 1 0.y 3.4 28
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