58

(4 96 )

H

JKIEH

P26 4 H 30 H

S5 i 48 3 5 3 y 7
Wu» H_Nwﬁw MMH&%@O% JBE) [=3 B D HhasE—¢ F—E7FIONIE—- BN OYTANR
[y Et fan G R L AT R i TSI e e e e ne— m WUYIQEDCM NWWAW,UN.A Mdv s ﬂr 10ara¢ <N@WMNM\AM®N\-\N&N§O‘&MY e e e e e e
iy S SA [ e e s o T e e .% }O.EO&WO\SP&WI%N Ade<wA_v m%n\.\m\\n\qm:mh%. P —
mﬂ_ﬂmmwwmﬂ\ /_\NM_M\M@%%NV = GL-7ACA 74 5—+ TUIUTALEF R TAERE
= %mﬁw mmq XHLF—8 PP Glutaryl-7-aminocephalosporanic acid acylase (35.1.93) ___ |Brevundimonas diminuta (Pseudomonas diminuta) . _ .. _|
Dunlox-specific nuclease - FURIILTILTER-3-U B TEROS 7 —4 (GAPDH) TR
SRR IR LTt PN M (LiZS Fson IR T Glyceraldehyde 3-phosphate dehydrogenase (12.9.02) . d L.l e
IR 4 - _H g —4 ‘OO R ll
D s b-Sl s e
Duplex-specific nuclease B TIVESL B BIKFEEER (GLDH) (gahA) FOavhz  To5A)
P o 5 o Glutamate dehydrogenase (1.4.1.3) Py de 7
IURRILF—E V(Y80A, D105A) H—ErH-TITAT g~ TR o B RE Nrica 3
Endonuglease V(31211 oooseoomms e o e | AGIROYOGEMATITA ... R - . ZI SR BRI (GLOH) (gch) wﬂ|,mu nx W@MMMW
IURRILF—H V(Y80A D105N) H—EbH TUFAT amee te S et - S b e et
Endoruclease \ (31,217 Themtoga meriina L Cutomtn ovdass (143.1) stscursor a1t
KAk RBER RAANRGTFII L TIHT ity ey friTr e ATy Z T
Formate dehydrogenase (12.12) . ... . _.. ... Mycobacterium vaceae . . . . . . ..o MU ?ﬂ%xj% ;_ul.mf 0 FIAITIIR THIDA
TN RF—E (k) YAEESR-EEUR P iy tny e - e
Fructokinase (2.7.1.4) . Zymomenas mobills ... [ - horylase (2.4.1.1) oy
TNIVINRTFRF FH—H A=A HTHIR NISLI330 ,mmwm:ﬂwﬂﬂmmm . s ‘.«:.,,,(mwwmmum%mﬁ i
IFructosyl-amino acid oxidase (1,5.3.) Coniochaeta sp. NISL9330 Glycogen oshor e (2411) =
TNIRVIIVTR/BFHIE—E AYRNGTID LR 2-4-1 PRy e ; SOTES TS 3
Frustosyk-amino scid oxidase (1.5 .| Gorynebacteriam sp. 2-4-1 A e averomycas i)
TN NRTFRFHE—F AYRZDYS L TP . e e e it e e wyeere e8 mananus A myces 1ags)
(Fructosyl-amino aoid oxidase (1.5.3.2) e I?muMoﬂ”mM.o A.Muu 1.1) M\_MQWQSM:W&N SMMWM {Rhodothermus. 5/S)
U\—\QT,\\—\NH\gﬁun’u\ﬁi.@, ,\Nn’n,\\nyﬂlﬂlnm T ¢|‘mm.|n._.@.um_xxd_u_:m:w_\\|ﬁ T mm——
Hexokinase (2.7.1.1) Thermococeus litorals, e o e
ERSZUTFERAS T —E DYEDLE 4-9
Histamine dehydrogenase (14.99.2) . ... .. . [R6izobium sp. A= ..
ERRY H3KO AFILRS RT5—E (dim5) Za—RARRS HSvY
Histone H3K9 methyltransferase (2.1.1.43) Neurospora crassa
eIt SOONRYTFYI L) IIFIIUR
- Hydantoin racemase (5.199.5) . ... . Mecrobacterium liquefaciens. .. R
|8 - Pyrococeus furiosus D-EX URAF—E SRS AJT1199
B 4B SO DY R Tt tr D-Hy. e e e SN SR ASUINOS
B4 Gotontonace p-EROF LR BEBHEN QXS5 (pHBH) aYEFR-TARRTOD
.W:v.ml._nw\ = RESS I EI575E —Hydroxybenzoate hydroxylase (1.14.13.2) Comamonas t o
Endon14- f ~D-glucanase (3.2.1.4) Poniailisy pinoptim p-EFOF LR BEMEROFL5—4 (pHBH) Sa—FEFR-TNFLyEIR
LS EOawhR A2 A mwmxm%%ww@wwm droxylase (1.14.132) . Pseudomonas flOIESCENS . .. ..o
Endo-1,4- 3 ~D-glucanase (3.2.1.4) Pyrococcus horkoshii e wH_n_, R E KRR 4 I\:_\NT,|N _HQ.:\..WAA
L5 (RCEI) YITR A S-Hydroxybutyrate dehydrogenase (1.1.130) _ - Rolstonis picketti..... -
Endo-1 4~ B -D-glucanase (3.2.1.4) Rhisopuss oryzae NARBFIAFILT LB LCoA LE HBa~—1 a—~FEFRE 1-MV
Y Ui it - rroy Hydroxymethylgiutaryl-CoA reductase (1.1.1.88) Pseudomonas sp. 1-MV. e ]
) 5—+ (STCE) RETLAM) Y L 2T ARDLs Pyl WG s i by S iy : 3 - ’ -
GleNAc—1) Bl L B— (AGMT) HyhOSER-ELEST [ YRS STOIE SO Y IORO AR A e e P
GloNAc-phosphate mutase, (5 S S2CCHAOMYCES COrQVISIAC .o e e WNMHQMM\%WMW hﬁv\ﬂmwmmhmw.m um_ 50) w../}dh.x .ﬁN_,Nq. o=
L —_— e NFILR - =1 2 LY CTOXYSLErold. ceycrogenase Al o v e, £ ZOMNAMONES LESTOITEIONN. e et -
JIAXT L vas) PR GFITAIA St & R Cdapd) BRIy
T ey oy e = & 7 I!Hnn;za AN J A S A T e EkmwmrMK}lﬁmlﬁHmﬁKxﬂﬁm _W_OQ_I_UIMHWYIWKE'DIWW Abwmuv Escherichia coli
TORT 195 RUAIFLH A Pty €y RFNR-FTTAIR

|Gluconate dehydratase (4.2.1.39) Achromobacter xylosoxjdans

e 7 e s ey - Inosine_5'~monophosphate_dehydrogenase (1.1.1.205) Bacillus subtilis . e
—. =} — - ! . it ey Y Rgpery pryinys g e
Zla—RTErny T~ (G0 A NADEEH A5 T BFER OS5 —E (ICDH) FUTAFANFIR FAFRH TR
e e o Isocitrate dehydrogenase (L1141 . Acidthiobacillus thiooxidans . . _ ...
AVOTUBRTERRY F—4 HvhARIER-LELT

Glucose dehydrogenase (1.1.1.47) Bacillys sublils Isocitrate dehydrogenase (1.1.1.41, 1.1.1.42) Saccharomyces cerevisie

o e g P TS T e Ry oy i hydrogen: ‘ g
ERRF/UY =%/ (PQOEIHET L A—ATERO S~ TAMAIE—hLATEFHR AT BTFERD S —B (16DH) F L -THTANZR

Glucose dehydrogenase (pyrroloauinoline—quinone (PQQ) — Acinetobacter calcoaceticus 7 .

dependent) (1.1.5.2) Isocitrate dehydrogenase (1.1.142) . .. Thermus aqualigus . _ ... __ ..o

ST s T e e T e e e TrEETER IUFOaAvAR- ITA—UR
—Z 11} 1}321 > — < ¥ -l
FI—RAALBEIYIIN YRI5 gall)) Tox)E7: 3N Keto acid dehydrogenase (1.1.1.-) Enterococcus faecalis

Glucose~1-phosphate uridylyltransferase (2.7.7.9) Escherichia colf T Gt e 2 = B e e
B R -6~ BT EE DSt R NFIL R RS POGETINR ThESETEER A4/ Ay A2 TAATA BiE TFANZHAL
(11,1.49) i thermo, Bacillus stears Keto acid dehydrogenase (1.1.1.2) Leuconostoc mesenteroides subsp. dextranicum ..
T - T T TREAETEER AT/avhR-FI=

Keto acid dehydrogenase (1.1.1.) e+ e LOEPIOCOCCUS OENI (LEUGONOStOC 0ENOS).

LB TFEROS+—8 EOARROFUS LT L

Ta—R-6- BT

L-Lactate dehydrogenase (1.1.1.27) Bifidobacterium longum______ _
mmﬂmﬁz@k%mﬁ% (1.1.1.49) n— L-RBTFCROsF—t 9%
; L-Lactate dehydrogenase (1.1.1.27)
X sidase (3.2.1.20) . ... Geobacillys st philus (Bacillus stearothermop/ RO b B 1Y T
BTN AA 8 (gth) S L L AT PR TRy e =7k
BzQlucosidase (320,210 i ceenimnie e JACLEMONIIM COMIOMYCUS | e IR} ity i - = S o
BTN~ (be)) JLE/AVHR-TILITR 7

(B-type L-Lactate dehydrogenase (1.1.1.27)

B ~Glucosidase (3.2.1.21) Ruminococcus albus




		2014-05-08T19:26:13+0900
	C=JP, O=National Printing Bureau, CN=Vice President
	国立印刷局
	（なし）




