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Abstract

CMPP Database (Central Metabolic Pathway Promoter Database)
consists of manually annotated regulatory sequences/motif of genes
controlling Metabolic Pathways (http://cmpp.biodbs.info) such as
Glycolysis’ and Krebs’ cycle. The CMPP software package written
in Microsoft Visual Basics & MS Access was also developed for
searching & updating the CMPP database. This database was
further used to study the relationship between 10 transcription
factors involved in the non-coding upstream region of CMP genes.
There is an existence of common motifs between the genes
encoding enzymes involved in glycolysis and Krebs cycle revealing
an evolutionary relation between the genes of the two pathways.
However, some of the common motif such as TATA uncommon
motifs as NKX and AP2 making up the structural feature of the non-
coding genes are absent from few genes.
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Introduction

The non-coding upstream sequences including promoter are the
important elements for controlling gene expression in both
Eukaryotes and Prokaryotes. The information for control of
initiation for the synthesis of RNA by the RNA polymerase lies in
the promoter region that extends between 200-2000 nucleotides
upstream of the Transcription Start Site (TSS) of a gene. The
transcription factors (TFs) interact with sequence specific elements
or motifs, which are 5-12 nucleotides in length. The motifs appear to
be arranged in specific configuration that confers on each gene an
individualized spatial or temporal transcription program (Wray et al.
2003). The non-coding upstream regions are not well-conserved but
it is assumed that genes exhibiting similar expression patterns share
similar configuration of TF in their promoter (Blanco et al. 2006).
The TFBS associated to the same TF are known to tolerate sequence
substitution without losing functionality, thus promoter regions of
genes with similar expression pattern may not show sequence
similarity even though they may be regulated by similar
configuration of TFs. Although te recent progress in this regard, due
to the techniques based on Phylogenetic finger printing (Wasserman
and Sandelin 2004) has been made, the lack of nucleotide sequence
conservation between functionally related promoter regions may
partially explain the limited success of currently available
computational methods for promoter characterization (Fickett and
Hatzigeorgiou 1997; Tompa et al. 2005). In the approach described
here, we developed a database of TF & TFBS of genes encoding
enzymes of CMP such as Glycolysis and TCA. This is followed by
the identification of the relationship between these TFs of both the
pathways.

Method

The promoter sequences for each gene encoding enzymes of
Glycolysis and TCA (CMP) were retrieved from EMBL database.
The gene coding for individual enzyme were used as input and the
search was refined by using ‘promoter’ as key word. They were
further used as an input to extract TFBS of 10 important TFs via
TRANSFAC (Transcription Factor search tool) The database was
further exploited to study and interpret the relationship existing
between the 10 important transcription factors and genes coding for
enzymes involved in both the Central Metabolic Pathways.



Results

The developed CMPP Software contains the enzyme types , their
sources, sequences, the TFs and the corresponding motif sequence
on which TFs bind. The dataset could be browsed and extracted
through “Enzymes” section or corresponding motifs associated with
each (Fig 1 and Fig 2). The software contains information of 16
different sources involved in glycolysis and 8 different sources
involved in Krebs cycle. Theoretical information about enzymes
was also reserved inside the software.
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Fig 3. Description of glycolysis, source, motifs and their sequence

The dataset was made available online (http://cmpp.biodbs.info)
which has a flexibility to run on various operating systems. The
online version could be browsed through either “Enzymes” or
“Motifs” present in Glycolysis’ or Krebs’ pathway as shown in the
figure (Fig 3 & Fig 4). Updating the online CMPP database could be
done by e-mailing to the webmaster (info@biodbs.info).

86 J Biochem Tech (2009) 1(3):85-87
Select The Pathway You Would Like to Explore
A SO i e i CMP Promoter Database ]
GLYCOLYSIS KREBS CYCLE eheal s 2
The aim of developlng ths drtabse (CMPP) vias o oreate o contral [Brary of ag et of e
s 1ogutOry SOQUENGas/AK CT 400% DORFOling Carral Wetotols POty | gaatai e iMias
Theugh Enrymnes, whach sutpeey the detuds Threagh Enzymes, which cutputs the detad + ADTACHEAS: Mol e b B i e i e ] g
L - rmetion related ko ganas codimy for eneymes imolved in CHP, Using the
of selected enzymes from the drop-down of selected enxymes from the deop-down bl il Tromcriptlon Factor (TF) search ool the diferert mot/ake invalved In T2
s, which are iwolved i Glycolyms The st which are ivolved = KREBS The EECEPHOBEICTEM binding wrere entracted, The verimn TF binding site for each of the ten different
resclt inchubes Ovgioina Seires, Sequence, rerull mchides Orpimsn Sourcs, Sequencs, T i b ol e of arh
the TFs swebved = the regalation and the the TFs ewelved = the regulsbon asd the LmED N8 CRNRAES. it
2 Ok Hard e o = Ity rowsing through the neme/Aype oF motFargorlsm/anzyme or gene name.
correspondng TF mauences. (Clck Hert) comespendeg TF sceucaces. (Cick Hers) DL e indormuaton I this dokaass il be uset or detying b stonca maasura for
IONIVME DETARLS GLYCOLYSES (0P DATARAST) e
soems
e e e e o o Lo D B . 4
TH Function iy
B o g o ar - MR e o reifian
CoyCEn et
(B) Wi =i
s it i
C Through TFz, which cutputs the detads of Throagh TFs, wihich carputs the detuds of - mtnih
(C) the selected TFu froen the drop-down st the selected TFs from the deop-down ket e I .
ENEVME DETAILS GLYCOLYSIS (CMP DATABANE) whsch wre evolved in Glycslyns. The result which wre iwolred m Krebs The resdt AR Rapbdor i .
mchides TF, The Ensymes m which these inchides TF, The Enrymes i which these Tl - i
Feate slert lor Ensyrs frwin e Thop- Thoos Bk wre premt, the Crganism Source, and the are presnt, the Organism Source. and the mmﬂ”’
N of Fuavvas particular motif seqeences controling the particular motif sequences controlieg the iy et ot oo e
TFi i these orgarsams. (Chok Here) TF3 i these orgmem. (Chck Here) et o i o S
AT,
FIEYME DETAILS GLYCOLYAN (CMF BATARAS) + TR
CEACRCAN)
- CEYCRIIHND
o
VMY DETAILS GLACOLYAES (CMF BATARASE) « ST
TRCAE
S - —— - CTE
e of P 12870 st
(D) .
-
s, Tergh B, i i e el Thenuh By, whics s e bk
of wdecked tarpone e the drgeioma af adacted tmpen B, 40s de-
- U, W B N1 O T H, WL AT
[Resp— Crigakm S0uce, Sapuas, e Ongaien Sorce, Skpaitt, Ly Ifyounttien
. ) A tom T it gk e T b n B S
Flg 1. Sequentlal dlsplay -— commpunticg 7 smpraces (ki ot TF 1y ik e frars
- B
(A to E) of one of the four = s
i Frvvi ar et « L3 vk e
sections for viewing the (E) e
details.
ran sy Tormga TF, VAL ot 6l of Thenw T, WD v U9 G of
[o— m il Tl B g B, i vkl T o b rpedown Ty
warh e bt D Toerest which e ke i Mok, The cmu

Fig 2. The interface of the CMPP Database
showing the information covered in the entire
database.
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Fig 4. Description of Kreb cycle, source, motifs and their sequence

Discussion

In the present paper a comprehensive analysis of TFs involved in
Central metabolic pathway genes has been carried out to draw
relationship between the genes in order to trace their origin. The
details of the genes encoding enzymes of both glycolysis and TCA
and their reactions are depicted in the database. A bioinformatics
approach to study the upstream regulatory sequence of Glycolysis
and Gluconeogenesis using software tools are reported (Van Helden
et al. 2000; Tompa et al. 2005). Under micro array analysis global
expression of Krebs’ cycle genes were studied and related to various
TF sequences present upstream of Aconitase , Isocitrate
Dehydrogenase , {-Ketoglutarate Dehydrogenase, Succinate
Dehydrogenase, Fumarase , Malate Dehydrogenase and Citrate
Synthase (Mark T et.al. 2003). Amongst the Transcription factor
binding sites for TF screened, motif for HSF was found to be
present universally as a common TF in all the enzymes of both the
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pathways which reveals the highly conserved nature of HSF or an
important TF required for transcription of the CMP genes. The
upstream sequence of Pyruvate Kinase & Endolase enzymes of
Glycolysis does not have any motif studied except HSF which
reveal the evolutionary relationship between these genes, an
assumption that they share common ancestry. The upstream
sequence of Pyruvate Kinase, Mutase, & Endolase of Glycolysis
shows similarity in the types of motifs in more than 50% of the
sequences studied.

The non-coding sequences of genes encoding enzymes such as
Aldolase of Glycolysis & Alpha-Ketoglutarate Dehydrogenase and
Deoxygenase and Succinate Dehydrogenase of TCA were shown to
have all the motifs listed revealing the common origin of these
enzymes. The TFs such as AP2 & NKX are founded to be the
uncommon motifs or the rare motifs for CMP genes. One of the
important motifs, TATA was seen to be absent from the genes such
as Pyruvate Kinase, Mutase of Glycolysis, Citrate Synthase &
Succinate Dehydrogenase of TCA. It is known that TATA may not
be always a RNA polymerase binding site in some of the eukaryotic
genes (Itay Tiros 2007; Fickett and Hatzigeorgiou 1997). As shown,
there was a variation in the sequences making TFBS for almost all
the upstream sequences of the genes encoding enzymes of both the
pathway. This further proves the non-conserved nature of the motifs
present in the upstream region of genes on which a transcription
factor binds.

The present database is been used to derive the Transcription factors
present upstream of the start site of a gene. The distances between
the genes coding for the enzymes of glycolysis and TCA were
calculated dependent on presence or absence of motifs (Meera et al.
2009) and TF maps were generated.

This information present in the database could be further used as
template to study related metabolic pathways such as lipid or
nucleotide or amino acids or carbohydrate, an essential approach for
understanding the science underlying the disease development and
progression. At present KEGG metabolic pathway is the database
which comprises of the information related to the genes coding for
enzyme involved in various pathways. The details of TFBs present
upstream of the gene are not available in KEGG. The development
of this database is intended towards an approach for revealing the
importance of upstream non-coding regions of genes in deriving
phylogenetic relation. This could also be useful in studying the
mutations in these TFs which could lead to diseases.

Further, it could provide a pave to enhance metabolic engineering
research. We shall continue to include more scientific information in
the database to make it topic specific and application oriented
database.
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