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" ypotheticat protei IRNDZE
T A) (SUGEIRIY E—COA:3-OXOAEID-COENZYME-A-TRANSFERASE) IRV250468
E) (OXBT7B)-(SUECINYL CoA:3-OXOACID-CoA-TRANSFERASE): Rv2503¢
CARBOXY T A SE—+BIOFN-EARBOHEARRIER-PREOFEINABEER): Rv2501¢
PESEIBHEASY—CoA-DEHYDROGENASE-FABEFI-MMEE): Rv2500c

—6PSSIBEE-OXIDASE-REGUEATORY—RELARER-PROTEINIRV24996

6 7 8 ASE)CITRITASE) (CITRIDESMOLASE) (CITRASEL DOLASE): Rv2498¢
o hypothetical protein: Rv1995
-5.88 — Wpothetical proteini Rv1063c

E) (PYRWHIE DEHYDROGENASE) (PYRUVIC DEHYRROGENASE) IRNZESNS
;’; -5.4@ched—chain alpha—keto acid dehydrogeaase subunit £2IRNBESES

-1.35 PE-PGRS FAMILY-PROTEIN: Rv2340c
ROBABLE EONSERVED ATP-BINDING PROTEIN ABC TRANSPORTE RERVI463

-0.02

RVO274 -6.27

6—pheosphefraetokinase: Rv3010c
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