Cluster: 0334 mtu; resid: 0.56; r/c: 15/238

o] .
|
|

gz ] |

~E

o |

ot

<

As

Q% o

32

Q3 ‘

N

ok

Qe o]
|
|

o |
T'_

upstream meme PSSM #1; e=0.064
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POSSIBLE MEMBRANE PROTEIN: RV1363C
POSSIBLE MEMBRANEPROTEIN: RV1362C

hypothetical-protein: RV3378C

POSSIBLE'CYCLASE: RV3377C

TC E PROYEASE Il PTRBB [SECOND PART] (OLIGBPEPTIDASE B): RV0782
SV TV BLE PROTFEASE-H-PTRBAFIRSTPARTHOLEOPEPTHDASEB)IRVO781

-4 %phoribosylaminoimidazote—succinocarboxamide-synthasé: RV0780

-4.840ne reductase) ((R)-20—-hydgaxysteroid dehydrogenase): RV2002
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hypothetical protein: RV2001

mm——— hypothetical protein; RV2000

hypothetical protein:[RV3404C

Possible glycerolphd&Bhodiesterase: RV2277C




