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STUDY OF INCIDENTAL CARCINOMA OF THE PROSTATE
II. NUCLEAR DNA ANALYSIS

Tomohiro Fujita, Hironobu Akino, Yusuke Kanimoto
and Kenichiro Okada
From the Department of Urology, Fukui Medical School

Taizo Shiraishi and Kazuya Nakakuki
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The clinical significance of cytofluorometric nuclear DNA analysis, ploidy pattern and DNA
content, was investigated in 47 incidental prostatic carcinomas, 24 stage Al and 23 stage A2 cases,
9 clinically advanced cases and 25 BPHs. The results were compared to clinical stage and histo-
logical differentiation.

The mean nuclear DNA content of stage Al cancer, which was similar to BPH, differed from
that of stage A2 cases. The latter was almost identical to that of advanced cases. In moderately
and poorly differentiated carcinomas it was higher than that of well differentiated ones. A non-
diploid pattern was distributed in 33 % of stage Al, 78% of stage A2 and 89% of clinically advanced
cases. It was detected in 42% of the well-, 77% of the moderately- and 100% of the poorly diffe-
rentiated adenocarcinomas. The DNA analysis of incidental prostatic cancer thus correlated well
to the clinical and pathological parameters.

If limited to well differentiated carcinomas, however, 17% of the stage Al cases showed an
aneuploid, and 29% of the stage A2 cases, a diploid pattern. No diploid pattern was detected in
clinically advanced cases. Although we have not been able to prove any difference in prognosis in
the present cases, these findings suggest that the nuclear DNA analysis is another parameter in
defining the prognosis of incidental prostatic carcinoma. Further follow-up of the patients and

accumulation of the data are necessary to determine the clinical validity of this method.
(Acta Urol. Jpn. 37: 1009-1016, 1991)

Key words: Incidental prostatic carcinoma, Nuclear DNA analysis, Clinical staging, Pathological
parameters, Prognostic factor
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lignant potential) %415 & LiERIEC LT 5
LTEETHHEELD.
EEFEMMEOY DNA Bii@ual flaoth & fic
D, Y (ploidy pattern) I b F A b,
BEE T ol TREBGMRE cp L2tk
LEHERBEE L HEIh TV,
RNLREC R WTh, BRE > WTixik DNA
BORBEEFHIIHEML, BRHCEBTHD &
HEINTWABSD, U LHTIZ B RE w2\ T iR
PSRBT, & QTR & DB,
DALEED B\ IR & ik LicEir A bhie
V. SEbhbhi, BREFIRETH - 47RO HILIR
RFEFCOVTHE DNA BT L, BRHEN 55
ML E, BEERRILELT FHRETFEL
TOBRMERF Lo THRETS.

W& LV EE

x4 1 1968~19894F D bz s & v i 1R BE T
BIZARAEKEE (LUF BPH) ORMICFHlL 50, #i
BOREEMRBRCHIRBAEE CUTBRE %%
BI4TH (Ar: 2461, Ax: 230) w3F% & L, REHE
DHELT LI-BILARE stage C, D (ATHETRE 9 61,
BPH 25fl% thZhxie Lic.

TeRiBRE (2 L Az JEBD Tk, staging lym-
phadenectomy (3#if7 Sh Tk e\ fo s, B#Y
VAR OFRCOVWTTRETHS.

RESFMRE AT CHE Lo Tij#c
WD, BREREOKRFLYE T HE A Tk 3mm
o step-section, FRBEHIFIZIFUIRMBE T LA
HoA5 7 vEEOK, WYL HE R X hiRE
BEX B tote. BHSE, SLESBIRZIRE
BB L HE b, HBRIL Gleason
score!® L. Fio stage Ay, A O EIE
THRRES CRANIERER HBC b L2 &0, &%

SYIF LT % An, o« (B4 {LIREE % oL By
Fle EEBUA B 4 YR Ex A & LTHEL
fo. BFEED 5 b, W FRERREGI256lC DT
HEABECOWT LG Lok, BB RR LB %
TR TR & Hi{%f#H74%E (Olympus Color Image
Analyzer CIA-102) %\ Tsked, YIFDE X0 3
mm % UTHH L.

¥ DNA B0l : 55 7 4 vl k4 fivs,
MM R SO HEORM LTSk, 7
ARG 7 47w, b i/R = AT 3um L 80
pm OMGET A « E UK 2R, WK o

9% 19914

HE HeaffBo b B iy REL, B9k X
DERER LOIRBERS T VR o, TheiA7
7,1, 5mM EGTA/CMF-Hanks ¥ 60°C,
220508 incubate L7c#, 37°C ©0.1% collagenase
/CMF-hanks ¥T 6 RHEBRMEL, 71V Ik
T 1 mm K], +E2=FA4Y —TI0~15EH
RO R fcote. TOH3 ~4ELED » 3
s licky, BohicEEEay G RaERK
WEBTATA VYT AT BEEKL, ribonuclease T
S L7-#%, propidium jodide T DNA Jfs
TRt % DNA BJIETESE SEEROLR
Y4 (Olympus BH2-QRFL) #f\, 480nm
TR LA s 2 ey, 1 EEABH A h 300~400
BEoMEDOY DNA BaRE L.

RO E MG Lo BPH @flir 2C 2x4&
ELTW5 L D#EiEY b L2, BPH FEfI TR
J peak % 2C r L, FLBEATIRA—YF LD
JESEAE oM fak 100 R EL, FDORK peak %
2C & L7:. histogram (3t /0 ok, BEhc&
DNA BEx¥E bk L opd, HEht 2C Ll T
04C ZTirEy-t.

¥ DNA BB : #% DNA B, ploi
-dy pattern, i DNA BiDOWTHRE L.
1) ploidy pattren : LUFic ii~X% ¥ X b, dip-
loid, peridiploid, tetraploid, aneuploid [#Y,
aneuploid [[H® 5 B} 7= (Fig. 1). 7e¥ dip-
loid St %—FEL T non-diploid & LT~

2C % (1.8 C~2.2C) iz peak ¥EbEMrBHL
hir peak wFIcic\ D% diploid & L7z, BPH
BTk peak 25 2C LB RS B LD EK
£ BB, 2C Bowig—XiE (1.4C~1.8C
¥724T 2.2C~2.6C) = peak HEF LI P LI
peak FHFic7r\ 4 D% peridiploid & Lic. KR E
L7250 BPH koK DNA BMFTRER I,
4C 8% (3.8C~4.2C) e % MBASUL £ D0, 4%
+0.7% (mean*SD), H&K3. 3% ThH-%DT, 4C
R EPEMIND3. 4% L) L0 D peak kD,
Bz 2C BLA SO B S 2af peak EFFRIL WL O
% tetraploid & L7:. 1.4C~2.6C & X 3.8C~4.2
C LMz peak Do d D% aneuploid L L, XbH
RN peak R 1o0b D% [H, 22 EDb0%
IWE L., ZofBRTE&EKRE L BPH 3£
#l diploid T#H - fe.

2) K% DNA % : Eil DNA B, 2C peak
fitiz 1 & LA, MY OFEH¥ DNA B
HERINCSE L. BPH SEMAOFEHE DNA Bix
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E : aneuploid 2.
Fig. 1.

(N=24)

3 diploid

EJ peridipolid
Eltetraploid
£33 aneuploid 1
aneuploid 2

D . aneuploid 1.

DNA-ploidy pattern

C&D

B (non-diploid DB : X2 test)

Al P <0.01

A2 P<0.01 | P<G.01

Cc&D P<0.01 | P<O.OI] NS |

BPH Al A2 |

Fig. 2. &4 & ploidy pattern

1.02+0.03 (mean+SD) TH-7DT, 0.96~1.08
(mean£2SD) DOEFHZIEFEE L.

Fis BRI OV TR | LR L 181E
B> E RPAEFR TR L.

HiEtmER : HfE o R CRE, AEFRIL Kap-
lan-Meier $E3 X U¢ generalized-Wilcoxon KT
TiEw, EOMOBETIL ¥ RER HVI.

L= %

(1] HHSE L O Ll

ploidy pattern DWW THRET 5 &, stage A; i
diploid #, Az ¥} X OE{TH#C non-diploid #% <
2% f-. non-diploid DIEFIL Ay T 24 Bl 8
(33.3%), Az 2341881 (78.3%), HEFTHET 9 Bl

rh 8l (88.9%) THH, stage Az I IUHETEHT
% non-diploid 2% stage A; WCH~NEFEIL SN -7
2, Ae FHETEEORIC &L ILA -7 (Fig. 2).

¥ 7 non-diploid ®7cHh T Ar Tid peridiploid
7%, Az ¥ X OHETTICIL tetraploid, aneuploid
A% FWabte. ¥ 71o aneuploid IT Fix Ar iib~
Ar BIVETETELADL. ZOXIRFEH L
ploidy pattern ORECBI#EMELRDELOD, A1 T
% aneuploid #34 i (16.7%) HFE L, #iC A2 T
% diploid #35 @l (21.7%) R bt (Fig. 2).

% DNA B & O#E Tk stage Ai OFHIX
1,05, BPH 0l.02% ORICAEEELN -T2,
Az B IOHMETFRZN1.53, 1.45ThH, BPH
2 Ay LI UEEREHTH -7 (Table 1). F7c
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Table 1. JiJWAH L T8 DNATH

A:3LE
BPH Al A2 c&D BPH st L2214 [ -2:214
il 1.02 1.05 1.53 1.45 LT 1.02 i.08 1.50 252
MBRE 0.03 0.35 0.69 0.33 "EE 0.03 0.32 0.63 0.71
ERN 25 24 23 9 MY 25 31 13 3
AREOEH [¢] 12(50%) AREOZH [ 19(61.3%) 12(92.3%)  3(100%)

22(95.7%)  8(88.9%)

RN (t-test)
Al N.S.
A2 | P.01 | Pc0.01

C&D P¢0.01 P<0.01 N.S.

BPH Al A2
100 (%) 3.2%
b= 12.9% " 15.4%,
L £ oS
5 25.8% F 230,89 << .
3 % 65.7%’,’
501 E==15.4%—
15.4% =S
L | s8.1% o
s ’:;2/-;/‘3';:/}«‘
3.1% 33,30
0 =4
M PHME B AL
(N=31) (N=13) (N=3)
(non-diploid > X*test : MAMEM VS « &S LM P <0.02)
A SEE
100 [ P 2% N
=12 9% L
BIPIE 60.0%
50
sl | 581%
27.3%
2~4 5~7 8~10
(N=31) (N=11) (N=5)
(non-diploid D@ X7test : 2~4 VS 8~10 P <0.02)
B : Gleason score
O diploid 3 peridipolid Eltetraploid
&3 aneuploid 1 £ aneuploid 2

Fig. 3. (MZAMOMM#HI5 & ploidy pattern

¥k DNA BH\RHEIICH PR RE LT,
Ay D24G1F1261 (50.0%) XL, Az Tix2341422
Bl (95.7%), #TRTOFIHBH (88.9%) TH-
#= (Table 1).
[2) MM E D Ll

1BF5ED ploidy pattern % 43 {LEEBINCRES L 7.
non-diploid &5 LI/ T 316136 (41.9%),
LR T 13601061 (76.9% ), 1E4LIE T 3
Bl 34 (100 %) ik, SMLEAIELVZE non-

MM (t-test)
24t | N.S.
94t | P0.05 | P<0.05
&4t | P0.10 N.S. | P0.05
BPH EME | oL

B: Gleason score

BPH 2~4 5~7 8~10

Raol | 1.02 1.08 1.42 2.26

wEmN 0.03 0.32 0.62 0.74

RN 25 31 1" 5
ARZORN 0 19(61.3%) 10(90.9%)  8(100%)

294N (t-test)
[ 2~4 N.S.
5~7 | P«0.05 | P<0.05
8~10]| P<0.10 N.S. P(0.05
BPH 2~4 5~7

Table 2. {BRIEDOMMFMN S E L Tk DNA &

diploid DREBILE <, EHLIRRE & « EALIRSE
L DR EEERRD I (Fig. 3A). % L T non-dip-
loid D7ghTH FEALERSE Ti% peridiploid 3136
84 (61.5%) THotchd, EHFLEED 3 iz
~T aneuploid T#H72. %72 aneuploid II o
REFII S LEIMEWIZ E S RD BT,

%7c Gleason S THRMT score AEZE
non-diploid XA \HpL, Gleason score 2~4 @
FEGI & 8 ~10DJER| & DR FEEY R b1 (Fig. 3
B).

EMOFHY DNA BERHECHRNTS L, &
SEBETIX1. 08TH H BPH 0 1.02 L EEEYT
Bighoteny, AR 50, ES LR, 52
THD, EHLER % X0 BPH CHERBETH -
1z (Table 2A).

E 7 Gleason ¥ T} R BRIC score AE\Z L
K DNA BREETH 7 (Table 2B).

D EW B LIE34BI R - T ploidy pattern &
R & DBIRA RS Lz, stage AL D 24 Blh 16 6
(66.7%) ' diploid TH-7t=pi, Az © 7% 54
(71.4%), EATHED 3 BIFH 3 B (100 %) »% non-dip-



FEH, 132 BIALIRIBZEN « #% DNA Bt 1013
loid TH-te (Fig. 4). Figk DNA SoFH(E
CHRTH, A 1L 05THoTht, Az TEL 17, g % 50 i o
FCIL 131 LB e, R HEOEM BT Al ié
BT L@, EFRREHEOEMPTAHT AR 66.7% 6.7% 50 ;412%
b, BORD 24 Gl 126] (50%), 76474 (100 -
%), 36IH 361 (100%) Th-t (Table 3). Ui A2 .
o (N=7)| 28.6% 57.1% 114.3%
L A1 T% aneuploid 23 4% (16.7%) @R b, —
T DNA E532, 57 L EEOEM SRS bhte. cap [ ] =
(8] ki Bt & o L (N=3)| B3 EBMyi
(non-dipiod P X>test - 5.
BADBRMC X HFH LM DNA Bole  Dldploid 3 peridipand. £ tatraphaid
BgLi. &3 aneuploid 1 aneuploid 2
diploid TILEHEREM 0.06 cm? ThH - 71093, Fig. 4. @mo{LigfEo ploidy pattern
peridiploid X 0.15cm3, aneuploid I &z 11.94
cm?, aneuploid II Fi% 2.03 cm3 T 7~ (Table Table 3. EA{LEBEOFSK DNA &
4). ¥ diploid DR A 02l em® ¥ TTH-7%
7, aneuploid [#, THEoD106F 76 (70.0%)» At A2 ca&D
3 4= o ~
030 cm?® LI EDBGRTH - . . # 1.05 1.17 1.31
(41 7% e R B 0.36 0.17 0.43
loid tt z D4 55T -dip-
.pm Y pa eriw %6&3@%@1:[:%101 non-dip £ B N " . 3
loid OHDEFENR Lz, FH¥ DNA &T
RIEEIROEMOEFERNBIF L Bbhi., Ly R OIED 12(50%)  7(100%) 3(100%)
ThiFEOEL kI -k (Fig. 5). (t-test : 2MAH N.S)
Table 4. EREORE LB HIKE ploidy pattern
aneuploid
diploid peridiploid tetraploid %8 ng
EHyM 0.06 0.15 - - 1.9  2.03
LB 5 0.08 0.19 — 1371 2.37
E 5 B8 10 5 0 5 5
(t-test : £MSEYN. S. )
100425 100 4§22
| ! EXm(N=4)
(4 - e
80 E a0 L---:
1 1
1
601 60 &
1]
- - l.-.,
0 inon-diploid (N=11) 40 RAEN=10,
diploid (N=7) |: )
20+ -- . :
'E 20 L---,
Il ]
0 b i 0 . i
100 200 (m) 100 200 (M)
A : plody pattern B: 29 DNAR
Fig. 5. BREOM DNA BN LEFEX
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BIZIMBRIEIFEDIL S b L MM S T stage
AL & A KB Eh, stage Ay BTFHRRIFEEIRT
WH2 Ui L Epstein 52 3 Ar FES0AD 8 F
LLEDRBBE TS (16%) AT LI EHREL
F7c Blute BYDHWETEL Al EDLI5GIF 4 FiIrF
H10. 4ETHERBEBIT L TR D, A bRETHR:R
BB ETRTFHERIF LIV L. Fio stage Az
T, SRR CEEMNEOMTEALEOREDLDH
BHY. DX 5HREEND, BEEHORILE Sh
LREDBREORYSBERIT LTI E VLS. £
ZThivbhil, ¥ DNA By 416D BRme
FHLTH IV, TOFHET E LTOFRAME R
L.

L ZATEEMCRT 5 DNA B, %<0
Boer SRR AL B & A—E oA oA s\ T
—EDEERRTZ ENPELNCERTW5. —FREM
Jan¥ DNA BREFBAKOTH LB L AT S
TEDFBOBE B WTHE I, ZoB gt
LR REBEROZEL - MlRGAEORFERET LY
ETHIDEEZ LR TWE.

#% DNA EXEFOEMECHEKFNE X {HE
THZERT TR IO TS, FLZCE
TLHEPSEE OHET, Frankfurt 529 7% stage
B C aneuploid {2 0 % TH-1ch, C, D, D2 iX
FhFEN46.7%, 62.5%, 12.7% L EmBT i -Tc&#
%1, Dejter H° LFHEOBREL LTS, B
FIET B\ T Mclntire 5% (3 A OLIFIF 1 4,
Az D22fI 9 i}z aneuploid ZFWHT-LH|E LT
Wi, SEIObhbhOBETH R A ETE
1~ non-diploid OFITE L, Az 1LETRE & 1ZIE
RRTH- 1.

AEbhihid non-diploid ¥ 4 Bt 58 L%,
KD DG L Bie b Aix, peridiploid, aneu-
ploid 18, [#on 7Y —-%BRELLI L TH
5.
peridiploid (3FFfEMIfaL A L Lic 2C ORI
—Xuz peak HEOLDT, \ioiE diploid &
aneuploid DM L Lk Eh b4 DTHS. BPH
HEORA peak Hef 2C —FET, WbicE
HRTHDOND B EDWREP LB D, SEbhbIu
non-diploid & BT Lichd, =@ pattern RT3
ooy diploid THA b Db EENBAHEMEN
#9, aneuploid LEUAT 2V~ ARBDILIE
mTIR N EE 2T, i aneuploid & [H, [

B HE LoDy, BF peak HEBORIREEAR
11, BB ENESUREC S AbhB LD
BEOLALIS X 5K, HER—EIhi-boOHI
LEVRHDDOTERCD EHAINENOTHS. R
BEhhibho#s T non-diploid OEFIFHH
BT 5 &, Al As, #ITE L RIIVETT S0
C, peridiploid DFEFIHHA L aneuploid [EiD
EGIMSEM L. Z1LT, oz &hb, FALT non-
diploid THFOEMENHETIZ L% DNA BE0R
EDVERATHHLEELDIB. ILIFEHE DNA
BOBFTH, HoETC L d7x\vB DNA &
Hhmlic. SHIOIEFLZERLTHRE OEBELEK
Ll

ERFENSLE L% DNA BT O B T
BINZAREERR B3\ Cix Tribukait 520 73 aneu-
ploid ¥ &4 {LIRED39%, T LIRED18%, ESH
LRIE DT B BB L |ELTH Y, FELP LA
BRiC, SOKRD 0%, 31.8%, 80% LBRTEH, &4
1LEAIMEL /s B2 T aneuploid DIEFIHHEINT
LT EDHEbLRTWA.  F-RBEOHESS1I® 2
VIR LTRSS T W 5.

SEhIbhOBREEC KT 5% T3 non-dip-
loid DJE PILE bR & D L X Gleason score 2
~4 TR TH oI, ESLIRED L <X Glea-
son score 8~10 TIX100%THH, FILEOEE
W HE~{EV T non-diploid #& bl Xb
= non-diploid DIEFI%T M RFFTHE, Bk
B4 L < 1X Gleason score 2~4 C peridiploid #%
%<, {EFMLIRSE, Gleason score 8~10 CiL peri-
diploid #5%® ¥, -$-XT aneuploid Th-t. T
BRI L non-diploid T3, {LEDEW-{ DI
¥ DNA Bl LIREEORERKEVWEELD
e, PHY DNA BETHRNLTLABEOER TH
b, & DNA B L ESFNS R L <HEBTS
EEZ bR,

SEObR bh ORI, T % non-dip-
loid DR A EH L5 THBH, TOHEEELLTIIK
FHEE LT HE BXOERYH A& bitEo
WoiidzdhHL, EFMROBAZ BN L
T LDRBETHB LE LR,

MW R TELSEFRLITFRCA ZPEETS
LW EM ) LIRS AR L% DNA B0
Wi s Tl -te. diploid DEHEFIT 0.06 cm?
TH -k, peridiploid % 0.15 cm?, aneuploid |
By 11.94 cm3, aneuploid ] & 2.03cm® TH b,
X b diploid OFIIEA 02l em® FTTHo1



BEA, &2 BLIRMBRE - % DNA Bt 1015

#%, aneuploid [#, T&E-cix 106741 (70%)
730.30 cm?® Bl ETh 7. EITROKETE HFE
B & ploidy pattern | XMBIRET AR E LB B2
W SEOFE R TIIE DNA BOREIES & K
LB B L AVHIBE L.

L HESREDH DNA BFEFRESE, Ak
WS, BhEAEE I{BELTEY, HENM1Y
A7 EERTVWAEACIIE DNA BOREN LD
EPc RN, ¥ DNA BEHYRD 5EBERELE
BULEFBCBT LT W AEENENEEL DR
3.
T DNA BEHOTFHBATRT & LTOEH L
TEROBISE, BEFHAELE -1 KREDLD
Thi 5. stage B LL LD KB 58 DNA
BT AR oMW Bt 4 <, Stephenson H® %
stage D1 O LR 1 B CREEEFEEK
7% diploid {39.14E, aneuploid (35. 84 & B ez
MNAE bR L L, Winkler 58 4, stage D1 ©
fE@I% Gleason score 5 LR, 600k T THl %I

% L, non-diploid i3 diploid ICH~BFERCED
ETRRLERE LTS, SEDbLRLIOEF T
IR RO RBEREIE A B EAID S, FlsTL
L ABINEILE Tleh o etedd, % DNA B &
F s OB R d oo, L LIRS,
Mo L OBFIT, B DNA Sz hb
LR TFRAHNRT TH 2 L2 mBTHRBRNE
oY (DB

ThbbEs{tliED ploidy pattern %35 7lic
BEH4 5 &, non-diploid (% A1 T 24 7 8 1 (33
%) Thotehy, A TRTBF S B (71%), #THE
TR 3FH 34 (100%) &ML, SMEESRIUT
»~Th, B X - T ploidy pattern (387c b4
CELIBARFTHD EE 2. TlFHK
DNA &I, A1 TL05 Az TL17, #fETIL31
Thb, £ LTEFEZRTEARIID 024604
1280 (50% ). 76174 (100%), 3+ 3 # (100
%) THoll b IDELEFHL TS, LT
FHRIFLIND A KEVTH aneuploid % 44
(17%) B, —BEFEARL LTHREIhBZ L
2%\ As 1@ diploid # 2 61 (29%) RadicZ ki,
RMSEE LRA—DFHBAFEF Tl & 2mREL
Twb, ZhbDz bbb, ¥ DNA Bk
OSSR E IR - BREOTFHHAFMNRT L L
THEETHD EEZ DRI, SHILIEAZERL
BB LTHEL.

¥ B

BRI 1 5% DNA BMITOTHEAHIRT &
LTOBEBMEY, 41P0BFE (A 2480, A2 23
Bl) ZxGE LTHE L.

(1) non-diploid FEfi3 stage A, D33%, As D78
%, EITREDI% RS, FH DNA L Edic
ALz E R L.

(2) non-diploid $E@IY, BAHLIERED42%, H4L
IRRED 77 %, EHLERED 100 % 8%, R
DNA Z& &b LB MEVIZ ERm L1z,

(3) B ABH L DT, diploid iz £~ non-dip-
loid D EHEHERIKEH - 1.

(4) B LIMEORIBIOR T, A #ATFIX
At HAH DNA BORFEIES %% { Bbte.
(5) FHRIFL Sh% stage A1 TH 461 (17%) i@
aneuploid #§%, A: ODESLIRETH 26 (29
%) 7% diploid T% - 7-.

LlEs b8 DNA B, WEISHE, sdsm
S, BEENRELE -1 BETIRL, TRIBE
RIMOBENEME L S0 TERAFHRT L LToB
Rt RE S e,

AN OEE 3 PTEERIRYE S B X U H88E B A WR S
fl2ms,  the third Tokyo symposium on prostate
cancer {CEBOTHEL .

EARPRE, CREREHER (—REC  AEES
62570723, 63570743, 02670702) DHRAERF 72 & A0
LESloEsrRLES.

BBCERD I DICRER M ZREL TR0 R
Hicambe, BHRTEHR T rRERE, BHREES
W% BHESIRBE O WRBRIO LA HICERNE L ET.

F 1o, EAREMCHHEO T YKRZORMBRFECH LT
bHBERLET.
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