Cluster: 0049 mmp; resid: 0.74 0.44 0.56 0.46; r/c: 28/56

<
Da N
i \
Jopd Y AA "‘
o< o "\\ n‘/\\\

\/ N,

S5 i’(f“‘ ”\ q‘l
oo ) “\1‘
55 «/
.
g ol
c |
mC
.—,O
o3

<t _|

|

©_]

|

— = —

>

TN S
e 22,
—

Ta v

e

~ tﬁ\,‘ Rir }M‘”“i

=
—

— ==&

-_‘
< T
/4
——
Z

—Z

I
20

I
40

Ipstream meme PSSM #1; e=9.9e+03upstream meme PSSM #2; e=2.7e+04

T
(AYGYAY

r

OO\

MMRO465 a0
MMRO770 m%PM 64
MP1520
MMPOS99 MMP1690
M 3
/MRO75@MP155MMR1194
IMPD757 " "‘WSZ
MMP1026rB16S mipA
MMR0190 heB cmd MMPRL717
MMRO653
rAL6S MMP0652

MMRO84UMPO740 . Sting

= Operons

I
80 100

|0g10(P) upstream merme log10(P.clust)=NA; 28 segs; 26 uni

ABEC-transporter:

—1 13 ——triple-helixrepeat—containing-coltagen: MMRINISH

-3y ————————- tein: MMPO0033
_0.19 ULIIClIbClI HIULCIII —
-0.19 hypothetlcal protem MMP1020
_0.15 IIy}JULIICI,IbCU 'JIULCIII —
-0.15 ——————hile-acic:soditmsymPorter: NINENEES
-0.15 hydrogenase-accessory protein-HypB: MMP1520
-015—m—————— —hypothetical-protein: MNPOLO0
-0.03 —————hisAthisFfamity protein- NINIRIGS0
-0.03 1GS-.rwauﬁﬂl-RN_
-0.03 — 16S ||uuoui‘|ﬂ'R‘Nﬁ__

0.03 dihydropteroate synthase: MMP1580
-0.03 hypothetical pretein: MMPO757
-0.03 purine NTPase: MMP0740
-0.03 hypothetical protein: MMP0652
-0.03 —fepﬁcaﬁeﬁ-Fa:ctﬁfelafge-sx:rbUﬁﬁ— MMP0322

-0 @batamin—dependent-methionine-synthase;, B12—binding: MIMRO829
-002 ———————~— — hypot-hetteai—pfetemf MMBO564
-0.02 12: MMP1717
—0.02 ——methylcobatamin:coenzyme-M-methyltransferase: MMP0831
-0.02 droporphyrinogen-decarboxytase: MNMP0830

-0d¥2nzyme F420—non-reducing -hydrogenase-subunit-beta: MMP0824
-0.02 hypothetlcal proteln MMPO0465
I IyHULI IClIHI UI.CII I _

- ATP/GTP bmdmg motlf—contamlng protem. MMPO0899
se: MMP0561

-1

-200 -100



