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Molecular mechanisms of the non-
coenzyme action of thiamin in 
brain: biochemical, structural and 
pathway analysis
Garik Mkrtchyan1, Vasily Aleshin1, Yulia Parkhomenko2, Thilo Kaehne3, Martino Luigi 
Di Salvo4, Alessia Parroni4, Roberto Contestabile4, Andrey Vovk5, Lucien Bettendorff6 & 
Victoria Bunik1,7

Thiamin (vitamin B1) is a pharmacological agent boosting central metabolism through the action of 
the coenzyme thiamin diphosphate (ThDP). However, positive effects, including improved cognition, 
of high thiamin doses in neurodegeneration may be observed without increased ThDP or ThDP-
dependent enzymes in brain. Here, we determine protein partners and metabolic pathways where 
thiamin acts beyond its coenzyme role. Malate dehydrogenase, glutamate dehydrogenase and 
pyridoxal kinase were identified as abundant proteins binding to thiamin- or thiazolium-modified 
sorbents. Kinetic studies, supported by structural analysis, revealed allosteric regulation of these 
proteins by thiamin and/or its derivatives. Thiamin triphosphate and adenylated thiamin triphosphate 
activate glutamate dehydrogenase. Thiamin and ThDP regulate malate dehydrogenase isoforms and 
pyridoxal kinase. Thiamin regulation of enzymes related to malate-aspartate shuttle may impact 
on malate/citrate exchange, responsible for exporting acetyl residues from mitochondria. Indeed, 
bioinformatic analyses found an association between thiamin- and thiazolium-binding proteins 
and the term acetylation. Our interdisciplinary study shows that thiamin is not only a coenzyme 
for acetyl-CoA production, but also an allosteric regulator of acetyl-CoA metabolism including 
regulatory acetylation of proteins and acetylcholine biosynthesis. Moreover, thiamin action in 
neurodegeneration may also involve neurodegeneration-related 14-3-3, DJ-1 and β-amyloid precursor 
proteins identified among the thiamin- and/or thiazolium-binding proteins.

The knowledge of the molecular mechanisms underlying the pharmacological effects of drugs is indis-
pensable to improve their safety and efficiency. The identification of molecular targets of pharmaco-
logically active compounds is an important step to understand such molecular mechanisms, and is 
greatly advanced by modern development of high-throughput analytical and bioinformatics approaches. 
Thiamin (also known as vitamin B1) is widely used in neuropharmacology. In particular, its administra-
tion causes a transient improvement in cognitive function of some patients affected by neurodegenerative 
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diseases, including Alzheimer’s disease (AD) and Parkinson’s disease (PD)1–5. The importance of thiamin 
administration in elderly is supported by the fact that the levels of thiamin and its coenzyme form, 
thiamin diphosphate (ThDP), are decreased with age6. In patients with neurodegenerative diseases, such 
as AD and fronto-temporal dementia, significantly less ThDP than in the age-matched control group 
was determined in post-mortem cortex samples7,8. Several features of thiamin pharmacology are worth 
noting. First, rather high doses of this vitamin (e.g. app. 14- and 90-fold excesses over the recommended 
daily dose in a Vitamin B-Komplex of Ratiopharm GmbH, Germany, and Neuromultivit of Lannacher 
Heilmittel GmbH, Austria, respectively) can be employed in medical practice, as they are not known 
to have adverse effects. Second, apart from the widely accepted ThDP action as a coenzyme of cen-
tral metabolism, thiamin has long been known to co-release with acetylcholine9–11 facilitating synaptic 
transmission12. Independent studies suggested the involvement of proteins of synaptosomal plasmatic 
membrane hydrolyzing the non-coenzyme derivative thiamin triphosphate (ThTP)13–17 and phospho-
rylating synaptic proteins with ThTP as a phosphate donor18. Yet, the identification of either molecular 
targets of this non-coenzyme action of thiamin, or proteins metabolizing the non-coenzyme derivatives 
of thiamin, is far from completion. A new cell membrane ThDP transporter19 and poly(ADP-ribose) 
polymerase-1 (PARP-1) regulated by adenylated ThTP20, have recently been added to the five known 
mammalian proteins of thiamin metabolism, such as the two thiamin transporters of cell membrane, 
ThDP transporter of mitochondria, soluble thiamin triphosphatase and thiamin diphosphokinase. 
However, the enzymes producing adenylated thiamin di- or triphosphates21 and the other mammalian 
targets of thiamin non-coenzyme forms were neither purified to homogeneity, nor identified at molecu-
lar level12. This greatly hinders the understanding of the molecular mechanisms of non-coenzyme action 
of thiamin and its derivatives in vivo. Also ThDP has non-coenzyme functions beyond its coenzyme role. 
For instance, it affects protein translation, either as riboswitch in thiamin-synthesizing species (plants 
and bacteria), or through regulation of p53 binding to DNA in mammals22. Insofar, natural thiamin 
derivatives may be pharmacologically significant not only due to the well-known coenzyme role of ThDP 
in central metabolism. Another important aspect is that pharmacological compounds often possess het-
erocycles which are structurally similar to those present in thiamin and derivatives, and may therefore 
act by targeting thiamin-dependent pathways23. In particular, drugs which reduce hyperphosphorylated 
tau-protein in AD mouse models24 possess structural similarity to thiamin and may therefore mimic or 
interfere with the pathways of the thiamin non-coenzyme action in synaptic transmission. The existence 
of such pathways, in addition to the known metabolic role of ThDP, could explain the absence of a 
robust correlation between positive effects of thiamin in patients with neurodegenerative diseases and 
activities of ThDP-dependent enzymes and ThDP levels in the brain of these patients13,25. Our work 
aims at the molecular identification of proteins and pathways involved in the non-coenzyme action of 
thiamin compounds. To do so, we used a previously established protocol to obtain a fraction of brain 
synaptosomes enriched with thiamin binding and thiamin phosphates hydrolyzing proteins14,15,17,26. The 
fraction was subjected to affinity chromatography on thiamin- or 3-decyloxycarbonylmethyl-4-methyl-5
-(2-hydroxyethyl) thiazolium (DMHT)-modified sorbents. The latter sorbent includes a decyloxycar-
bonylmethyl moiety attached to 4-methyl-5-(2-hydroxyethyl)-thiazolium heterocycle. This could mimic 
membrane-directed hydrophobic interactions of the aminopyrimidine ring of thiamin, whereas the het-
erocycle is specific to thiamin, i.e. not known to occur in natural compounds other than thiamin in 
animals. In addition, the heterocycle of DMHT is structurally similar to the thiamin degradation prod-
uct 4-methyl-5-(2-hydroxyethyl)-thiazole, which has been identified after thiamin injection in differ-
ent mammalian tissues, including brain27. Because thiamin degradation was detected also in germ-free 
rats28, the process is obviously performed not only by intestinal microflora, but also by mammalian 
thiamin-degrading enzymes. The non-coenzyme role of thiamin, especially at high doses, may also 
depend on the role of thiamin degradation products. In good accordance with this suggestion, DMHT 
was earlier shown to affect neuromuscular junctions, apparently through its effects on associated currents 
of calcium and potassium ions29. The observation of the neurophysiological effects of DHMT in vivo30,31, 
however, was never extended to the identification of DMHT-binding proteins. In the present work, the 
enriched synaptosomal fractions collected upon elution from affinity chromatography were identified 
by tandem liquid chromatography–mass spectrometry (LC-MS/MS). The sets of proteins identified in 
the eluates from the thiamin- and DMHT-derivatized sorbents will hereinafter be mentioned as thia-
min and thiazolium proteome, respectively. These partial synaptosomal proteomes were also analyzed 
by bioinformatics approaches, taking into account published data. Along with identification of known 
thiamin-dependent proteins and their heterologous protein partners, the analyses revealed a significant 
similarity between the protein components of thiamin and thiazolium proteomes. On the other hand, 
the common features of the two proteomes were shown to differ from those characteristic of other 
partial brain proteomes, such as the one containing DJ-1-binding proteins32 and the proteome of fron-
tal cortex33. Non-random and common co-occurrences of the eluted proteins and protein clusters in 
thiamin and thiazolium proteomes favors specific interactions, both direct and protein-mediated, of our 
preparation of synaptosomal proteins with the thiamin and DMHT baits of the affinity sorbents used in 
this work. For the most abundant enzymes of both proteomes, the specificity was confirmed by kinetic 
studies, showing the effect of thiamin and its derivatives on the activity of these enzymes. Available 
structural data, together with kinetic analysis, were used to assess potential thiamin-binding sites in the 
enzyme 3D structures. As a result, targets of the thiamin non-coenzyme action in brain were shown 
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to include the enzymes involved in metabolic communication between cytoplasm and mitochondria 
through malate-aspartate shuttle. Our bioinformatics analyses of thiamin and thiazolium proteomes also 
identified other thiamin-dependent pathways, including signaling through 14-3-3 proteins and calcium 
ions, redox defense and signaling involving peroxiredoxins and DJ-1 (parkin-7). Moreover, in view of the 
thiamin action in neurodegenerative diseases, the identification in the thiazolium proteome of β -amyloid 
precursor proteins is of particular interest.

Materials and Methods
Materials. Biochemicals, substrates and co-factors were from Sigma-Aldrich (Taufkirchen, Germany) 
and of the highest quality available. Commercial preparation of the purified glutamate dehydrogenase 
(GDH) from bovine liver (≥ 35 units/mg protein) and malate dehydrogenase (MDH) from porcine 
heart mitochondria (600–1000 units/mg protein) were from Sigma-Aldrich (Taufkirchen, Germany). 
Mass-spectrometry chemicals were: acetonitrile, LC-MS grade from VWR/Prolabo (Dresden, Germany); 
formic acid, ammonia carbonate and trifluoricacetic acid were from Fluka (Germany); Trypsin-Gold 
from Promega (Germany); methanol, glacial acetic acid and methoxyamine hydrochloride from Sigma-
Aldrich (Taufkirchen, Germany); pyridine from Merck (Darmstadt, Germany). Cell culture media were 
from Gibco (Carlsbad, CA, USA). 3-decyloxycarbonylmethyl-4-methyl-5-(2-hydroxyethyl) thiazolium 
(DMHT) was obtained according to30. Thiamin triphosphate and its adenylated form were obtained as 
in21,34.

Ethics Statement. The animal experiments conducted in the present study conform to the Guide 
for the Care and Use of Laboratory Animals published by the US National Institutes of Health (NIH 
Publication No. 85-23, revised 1996) and the EU Directives 86/609/EEC and 2010/63/EU. All animal 
experiments were approved by the institutional committees for animal care and use, such as Bioethics 
Committee of Moscow Lomonosov State University, Committee for animal care and use of the University 
of Liege and Committee for procuration, husbandry and usage of experimental animals of Palladin 
Institute of Biochemistry of NAS of Ukraine.

Isolation of delipidated brain synaptosomal proteins. All procedures were done at 4–8 °C. 
Animals were kept at 21 ±  2 °C on standard ration without additional vitamin supplementation and 
12/12 h light/dark cycle. 18–20 Wistar male rats of 200–250 g were killed by decapitation. Extracted 
brains (app. 1.5 g each) were cleaned from blood vessels on ice and homogenized in the ice-cold isolation 
buffer, i.e. 5 mM Tris-HCl buffer (tris(hydroxymethyl)aminomethane), pH 7.4, containing 0.32 M sucrose 
and 0.5 mM PMSF (phenylmethanesulfonylfluoride), using a Potter homogenizer with teflon pestle. Cell 
debris and nuclei were removed by a 10 min centrifugation at 1000 g. Crude synaptosomes including 
mitochondria were pelleted by centrifugation of the supernatant for 20 min at 15000 g. The pellet was 
suspended in 10 mL of the isolation buffer, followed by addition of 9 volumes of cold (− 20 °С) acetone. 
The mixture was homogenized in the Potter homogenizer, and the suspension was incubated under mod-
erate shaking for 10 min at 4 °С. The delipidated proteins were filtered on Buchner funnel, and washed on 
the glass filter with a double volume of ether. The protein pellet (so called “acetone powder”) was further 
dried at room temperature for 10–15 min and stored (up to several days) at − 20 °С until affinity chro-
matography. To solubilize the proteins for chromatography, the acetone powder was mixed with 10 mM 
Tris-HCl buffer, pH 7.4, at a ratio of 20 mL of buffer per 1 g of powder. The mixture was homogenized in 
the Potter homogenizer and incubated under shaking for 30 min at 4 °С. Insoluble material was removed 
by a 10 min centrifugation at 20000 g. The solubilized proteins were diluted two-fold with an equal vol-
ume of the Ringer-bicarbonate buffer, pH 7.4 (final concentrations of the components in mM, are: NaCl 
118, KH2PO4 2.34, KCl 4.6, MgSO4•7H2O 1.19, CaCl2 2.42, NaHCO3 24.9, glucose 10), and the solution 
was subjected to affinity chromatography.

Affinity sorbents. Thiamin- and thiazolium-binding proteins of brain synaptosomes were puri-
fied by affinity chromatography on sorbents carrying chemically bound thiamin or DMHT as bait. 
The baits were connected to diazotized sorbent-attached linker (7-(2,4-diaminophenyl)heptanoic acid 
hydrazide) through C2 atom of the thiazolium ring. The baits and the linkers were incorporated into 
the CNBr-activated Sepharose according to the described procedure35. Briefly, coupling of the linker to 
CNBr-activated Sepharose 4В was carried out in acetic acid for 8 hours at 4 °С. The resulting sorbent 
with the attached linker was washed with 50% dioxane and water, followed by diazotation through a 
7 min incubation with 0.1 M sodium nitrite upon shacking at 4 °С. The diazotized sorbent was suspended 
in sodium borate buffer containing thiamin or DMHT, and рН of the suspension was adjusted to 8.6. 
Coupling of the baits to sorbent was performed for 4 hours at 4 °С, resulting in red products. The sor-
bents carrying the baits were washed with cold water and stored in aqueous suspension with 0.02% 
sodium azide. The bifunctional linker was used to enlarge conformational spectrum of the incorpo-
rated baits. Conformations of the baits in the two monosubstituted products could be different due to 
non-equivalence of their proximity to the hydrophobic linker. Modification of both diazonium groups 
of the diazotized linker was not supposed to occur to significant extent due to steric hindrance and 
relatively short (4 hours) modification time. This assumption agreed with no principal difference in the 
purification of the thiamin phosphate hydrolase activity using the sorbents whose linkers carried either 
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one or two diazonium groups. The modification was terminated by washing out the reactants from the 
sorbent. The diazonium group which would not react with the bait within the modification time was 
deactivated by hydrolysis to the corresponding phenol.

Affinity chromatography. The procedure was done according to an earlier protocol, which was elab-
orated to collect the fraction of synaptosomal proteins binding S35-thiamin and hydrolyzing thiamin 
phosphates, such as ThTP, ThDP and ThMP26. Solubilized proteins of the acetone-delipidated fraction 
of the crude rat brain synaptosomes were applied to a column with affinity sorbent (1.2 ×  7 cm) equili-
brated with Ringer-bicarbonate buffer, pH 7.4, at a rate of 2–3 mL per hour. Non-bound proteins were 
washed out until absorbance of the eluate at 280 nm approached background level. Bound proteins were 
eluted step-wise, at first with a 10 mM Tris-HCl buffer, pH 7.4, then with 1 M NaCl and finally with 
the same buffer containing 2 M urea, at a rate of 18 mL per hour. Hydrolysis of commercially available 
ThDP (ThDPase) was used to follow the elution of thiamin binding/hydrolase activity towards thiamin 
phosphates from the affinity sorbents. The fractions with the ThDPase activity were pooled, subject to 
rapid desalting on Sephadex G25, and dialyzed overnight against 10 L of 10 mM Tris-HCl buffer, pH 7.4. 
After dialysis, the proteins were lyophilized and stored frozen at − 80 °С up to several months. During 
the period of biochemical analyses (a week), dissolved aliquots of lyophilized protein for experimental 
work were stored frozen at − 20 °С. Affinity sorbents were regenerated by a step-wise washing with 8M 
urea and distilled water, and stored in 0.02% sodium azide.

Proteome identification. Proteins in the eluates were separated by SDS (sodium dodecyl sulfate) 
electrophoresis and identified by mass-spectrometry (LC-MS/MS) after trypsin digestion as described 
previously36. In brief, the bands of interest were excised and in-gel digested in an adapted manner 
according to reference37. Gel pieces were washed 2 times by repeated addition and removing of 0.1 M 
NH4HCO3 and acetonitrile, respectively, followed by drying down in a vacuum centrifuge. The proteins 
were reduced by rehydrating the gel pieces in 10 mM dithiothreitol for 45 min at 56 °C and further car-
bamidomethylated by adding 55 mM iodineacetamide for 30 min at room temperature. Gel pieces were 
washed again 2 times, dried down, rehydrated by a freshly prepared digestion buffer containing 50 mM 
NH4HCO3 and 12.5 ng/μ L of trypsin gold (Promega), and incubated at 37 °C overnight. Generated tryp-
tic peptides were extracted from the gel by repeated addition of a sufficient volume of 25 mM NH4HCO3 
and acetonitrile, respectively. The extraction was forced by sonication. All extracts were pooled and 
dried down in a vacuum centrifuge. The peptides were redissolved in 5 μ l of 0.1% trifluoroacetic acid 
and purified on ZIP-TIP, C18-nanocolumns (Millipore, Billerica, USA). Peptides were eluted in 7 μ l of 
70% (v/v) acetonitrile and subsequently dried in a vacuum centrifuge. Dried samples were dissolved in 
10 μ l of 2% acetonitrile/0.1% trifluoroacetic acid and applied to an Ultimate 3000 Nano-HPLC (Dionex, 
Germany). Each sample was first trapped on a 1 mm PepMap-trapping column (Dionex, Germany) for 
10 min at 30 μ l/min of 2% acetonitrile/0.1% trifluoroacetic acid and subsequently subjected to a 75 μ m 
inner diameter, 5 cm PepMap C18-column (Dionex, Germany). Peptide separation was performed by an 
acetonitrile-gradient (2%–50% acetonitrile for 40 min; 50%–90% acetonitrile for 10 min) at 300 nl/min. 
The separation column outlet was online coupled to a nano-spray interface (Bruker, Germany) of an 
Esquire HCT ETDII-Iontrap mass spectrometer (Bruker, Germany). Mass spectra were acquired in pos-
itive MS mode, tuned for tryptic peptides. MS/MS-precursor selection was performed in an optimized 
automatic regime, with preference for double and triple charged ions. Every selected precursor was frag-
mented by collision induced dissociation (CID) and electron transfer dissociation (ETD), respectively. 
MS/MS spectra were processed by the Data Analysis and BioTools software from Bruker, Germany. 
Combined CID/ETD-derived fragment lists were analyzed by two independent in-built statistical analysis 
algorithms: MASCOT probability scoring (Matrix Science Ltd, London, UK) and ProteinExtractor scor-
ing (Bruker Daltonics, Bremen, Germany). Scores for peptide identification are given in Supplementary 
Table S1. The final table of the thiamin and thiazolium proteomes includes the best of repeated identi-
fications of each protein.

Bioinformatics approaches. Web-based bioinformatics resources DAVID (http://david.abcc.ncifcrf.
gov)38; STRING (http://string-db.org/)39 and PANTHER (http://www.pantherdb.org/)40; were used to 
analyze the proteomes. PROSITE (http://prosite.expasy.org/)41 was used to create patterns42 and search 
for their matches in other proteins. Multiple alignments were done using Jalview (http://www.jalview.
org/)43, CLUSTAL Omega44 and MUSCLE45. All manipulations with three dimensional (3D) structures 
were performed by PyMOL (http://www.pymol.org/)46.

Identification of the thiamin-binding patterns in proteins. In order to localize potential thiamin 
binding sites in the proteins bound to the thiamin- and DMHT-modified sorbents, protein structural 
elements binding thiamin and its thiazole ring were identified from the solved structures of human 
thiamin diphosphokinase (UNIPROT_ID: TPK1_HUMAN) in complex with ThDP (PDB ID: 3S4Y) 
and the thiamin-synthesizing bacterial enzyme ThiM (UNIPROT_ID: THIM_BACSU) in complex with 
4-methyl-5-(2-hydroxyethyl) thiazole (PDB ID: 1C3Q), respectively. A common structural element 
binding thiamin in human thiamin diphosphokinase and bacterial periplasmic thiamin/ThDP-binding 

http://david.abcc.ncifcrf.gov
http://david.abcc.ncifcrf.gov
http://string-db.org/
http://www.pantherdb.org/
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http://www.jalview.org/
http://www.pymol.org/
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protein (UNIPROT_ID: THIB_ECOLI)47 was found by examining their solved structures with ThDP and 
thiamin, PDB ID: 3S4Y and PDB ID: 2QRY, respectively.

Multiple sequence alignments of the pattern-providing enzymes from different organisms were then 
performed by CLUSTAL Omega44 and MUSCLE45 to find possible variations in the pattern structures. 
The resulting patterns [QK]x(0,1)Dx(0,1)[TS]Dx(3)[ACMVITS][LVIMF] and [ILV][ST][ST][ST]N (thi-
amin diphosphokinase- and thiamin diphosphokinase/ThiB-based), Ax(9)[PA][AVILFM][MI]x(20,22)
[GA][TSNKAH] (ThiM-based), and the known motif common for the ThDP-dependent enzymes48, 
updated as G[DE][GA]x(24,30)NN according to the recent multiple sequence alignment49 were submit-
ted to PROSITE (http://prosite.expasy.org/)41. Sequences of malate dehydrogenases, glutamate dehydro-
genases and pyridoxal/pyridoxamine kinases found by the PROSITE scan against the thiamin-binding 
patterns were aligned to the orthologues with the resolved 3D structures, based on multiple sequence 
alignment of app. 70 proteins. The thiamin-binding patterns were visualized in the 3D structures of the 
proteins of interest using PyMOL (http://www.pymol.org/)46.

Enzymes and assays. During purification of the thiamin phosphate hydrolase(s) from the synapto-
somal protein fraction as described earlier26,50, routine assays of the eluate were done using the malachite 
green determination of phosphate51 released upon ThDP hydrolysis. Cytosolic fraction and extracts of 
brain mitochondria were used to assay brain enzymes, such as cytosolic and mitochondrial malate dehy-
drogenases and glutamate dehydrogenase. Brain homogenate fractionation and mitochondria sonication 
were done according to the published procedure36, with the mitochondrial pellet washed three times in 
order to ensure separation of the cytosolic enzymes. Wild-type human pyridoxal kinase (PdxK) was 
expressed and purified as previously published52, except for final dialysis that was carried out overnight 
against 50 mM sodium N,N-bis(2-hydrozyethyl)-2-aminoethanesulfonate (BES) buffer, pH 7.3. Varied 
conditions of the enzymatic assays are given in the figure legends. Assay of the enzyme fraction added 
to the medium omitting one substrate was used as a blank. The assays were mostly performed in the 
Ringer-bicarbonate buffer, pH 7.4, used for the protein binding to affinity sorbents. However, PdxK was 
inhibited by the ionic composition of this buffer, owing to which its activity was measured as described 
earlier53. Briefly, initial velocity studies for the conversion of pyridoxal to pyridoxal-5’-phosphate were 
followed at 388 nm in 50 mM sodium BES buffer, pH 7.3. Inhibition by thiamin and ThDP was studied 
at quasi-saturating concentrations of both substrates (1.8 mM of MgATP and 0.6 mM of pyridoxal) and 
increasing concentrations of inhibitors, ranging from 1 to 30 mM. Experimental data were fitted to the 
hyperbolic Equation (1) in which Y is the fractional activity, [I] is the concentration of inhibitor and K iapp

 
is the apparent inhibition constant:

Y
I

I K
[ ]

[ ] 1iapp

=
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Kinetic parameters and inhibition constants were determined by Lineweaver-Burk analysis and cor-
responding secondary plots as summarized in54.

Statistical analysis. Differences between the affected and control values were estimated by Student’s 
t-test. At least three replicates were used when assaying the enzyme activities.

Results
Affinity purification of synaptosomal thiamin and thiazolium proteomes. Parkhomenko et al. 
showed earlier that the proteins binding S35-thiamin and hydrolizing ThTP, ThDP, ThMP with the relative 
efficiencies 100%, 60% and 20%, correspondingly, are co-eluted from the affine sorbent modified with thi-
amin14,15,17,26. Our affinity purification was based on these studies. The procedure included a step-wise salt 
and urea elution from the affinity sorbents with thiamin or 3-decyloxycarbonylmethyl-4-methyl-5-(2-hy-
droxyethyl) thiazolium (DMHT) covalently bound to a spacer. Table 1 summarizes affinity purification 
of the acetone-delipidated fraction of synaptosomal proteins to obtain the thiamin-binding proteins con-
taining the thiamin phosphates hydrolase activity (ThDPase, Table  1). The total protein portion of the 

Bait
Brain 
FW, g

Mass of 
affinity 

sorbent, g

Protein 
applied, 

mg

Protein yield and specific activity (nmol 
phosphate/min per mg of protein) eluted

1 M NaCl 2 М urea

mg/% TDPase mg/% TDPase

Thiamin 25 0.8 110 1.5/1.4 200 1.1/1.3 3.2

DMHT 25 0.7 90 0.3/0.4 92 1.1/1.2 27

Table 1.  Affinity purification of the thiamin phosphate hydrolyzing activity (ThDPase) from the 
acetone-delipidated synaptosomal proteins of rat brain.

http://prosite.expasy.org/
http://www.pymol.org/
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acetone-delipidated fraction represented about 0.4% of the tissue fresh weight. Combined (i.e. fractions 
eluted with 1 M NaCl and 2 M urea) yield of protein from the affinity thiamin- and DMHT-modified 
sorbents was 2.7 and 1.6% of the protein applied to the two sorbents, respectively. SDS-electrophoresis 
of the pooled fractions containing the hydrolase activity towards thiamin phosphates in the eluates from 
the two sorbents is shown in Supplementary Fig. S1. As seen from Table 1 and Supplementary Fig. S1, 
1 M NaCl efficiently disrupted the protein interactions with thiamin-modified sorbent, whereas 2 M urea 
was a better eluent from the DMHT-modified sorbent, probably due to additional hydrophobic inter-
action with the decyl moiety of DMHT. MS identification of eluted proteins (Supplementary Table S1) 
showed that there was no clear distribution of proteins eluted from the same sorbent by NaCl and urea. 
That is, the same proteins could elute either with NaCl or urea from the thiamin- or DMHT-modified 
sorbents. Therefore, the combined proteome (i.e. eluted from each sorbent by both NaCl and urea) was 
further analyzed.

Overall analysis of the proteomes eluted from the thiamin- and DMHT-modified affinity sor-
bents. Specific binding of proteins to affinity sorbents may occur through (i) direct interaction with 
the bait and (ii) interaction of the bait with biologically relevant heterologous protein-protein complex, 
given that one protein of the complex specifically interacts with the bait. Table  2 shows that the pro-
teomes eluted from the two sorbents contained many proteins known to bind thiamin compounds and 
interaction partners of such proteins. Taking into account the total number of identified proteins (150 
and 57 in the thiazolium and thiamin proteomes, respectively, (Supplementary Table S1), the proteins 
known to bind thiamin and their immediate interaction partners (Table 2) accounted for 10–13% of the 
proteomes. In view of the fact that heterologous complexes may involve not only the known and direct 
partners of the thiamin-dependent proteins shown in Table  2, but also those unknown and indirect, 
this value corresponds to the lowest limit of specific interactions with the affinity sorbents. In addition 
to the interactions listed in Table  2, multiple indirect or unknown interactions with thiamin are sup-
ported by published data. In particular, the thiazolium proteome (Supplementary Table S1) includes 
the protein PHYIP_RAT, annotated as interacting with phytanoyl-CoA hydroxylase, the first enzyme 
of the ThDP-dependent pathway of phytanoyl-CoA degradation55. Furthermore, many proteins listed 
in Supplementary Table S1 were shown to co-immunoprecipitate with ThDP-dependent 2-oxoglutarate 
dehydrogenase (OGDH) in an independent study which by molecular biology approaches revealed the 
interaction of OGDH with fatty acid metabolism56. Thiazolium proteome also includes DJ-1 protein 

Protein ID Protein name

Proteome

Interaction partner SourceT DHMT

ODO1_RAT 2-oxoglutarate dehydrogenase, mitochondrial − + ThDP

ODPA_RAT Pyruvate dehydrogenase E1 component subunit alpha, somatic 
form, mitochondrial − + ThDP

ODPB_RAT Pyruvate dehydrogenase E1 component subunit beta, 
mitochondrial − + ThDP

TKT_RAT Transketolase + + ThDP

ALBU_RAT Serum albumin + + Thiamin 90

ATPB_RAT ATP synthase subunit beta, mitochondrial − + ThDP, ThTP 34

HBA_RAT Hemoglobin subunit alpha-1/2 + + Thiamin 72

HBB1_RAT Hemoglobin subunit beta-1 + + Thiamin 72

HBB2_RAT Hemoglobin subunit beta-2 + + Thiamin 72

DHE3_RAT Glutamate dehydrogenase 1, mitochondrial − + OGDHC 91

DLDH_RAT Dihydrolipoyl dehydrogenase, mitochondrial − + OGDHC, PDHC

SUCA_RAT Succinyl-CoA ligase [GDP-forming] subunit alpha, 
mitochondrial + − OGDHC 92

CISY_RAT Citrate synthase − + PDHC 92

HSP72_RAT Heat shock-related 70 kDa protein 2 − + OGDHC 93

HSP7C_
RAT Heat shock cognate 71 kDa protein + + OGDHC 93

CH60_RAT 60 kDa heat shock protein, mitochondrial − + OGDHC 93

Table 2.  Identification of the ThDP-dependent enzymes, their protein interactors and other proteins 
known to interact with thiamin and/or derivatives, in the eluates from thiamin (T)- and DMHT-
modified sorbents. The protein partners were included in the table, based on confirmed physical 
interactions according to published data. OGDHC, 2-oxoglutarate dehydrogenase complex; PDHC, pyruvate 
dehydrogenase complex.
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whose orthologs in a variety of eukaryotic species are closely related to bacterial ThiJ kinases involved 
in the biosynthesis of thiamin57. Aldose reductase ALDR_RAT and glyoxalase II GLO2_RAT (present in 
both thiamin and thiazolium proteomes; Supplementary Table S1) detoxify glyoxal and methylglyoxal, 
which increase upon addition of thiamin antagonist, oxythiamin58, or in thiamin-deficient animals59. In 
vitro assays of tissue homogenates from such animals showed that the glyoxalase activity decreased in 
thiamin deficiency and increased upon thiamin repletion59, similarly to the activities of ThDP-dependent 
enzymes. In view of the presence of glyoxalase in the eluates from thiamin and DMHT-modified sorb-
ents, these data favor the glyoxalase activation by thiamin or derivatives, and inactivation by the thiamin 
antagonist oxythiamin. Functional relationship of the ThDP-dependent 2-oxoglutarate dehydrogenase to 
glutamate and γ -aminobutyric acid (GABA)60,61 signaling and metabolism correlates with the presence 
of the glutamate receptor 2 and enzymes belonging to the glutamate and GABA-related pathways in the 
proteomes, such as mitochondrial and cytoplasmic aspartate aminotransferases, glutamine synthetase, 
succinate-semialdehyde dehydrogenase, 4-aminobutyrate aminotransferase (Supplementary Table S1). 
Published data also reveal a number of functional and physical interactions between the proteins eluted 
from the thiamin and/or DMHT-modified sorbents (Table 3). Partial overlapping of the proteins shown 
in Tables  2 and 3 includes HSP-70 and enzymes of the tricarboxylic acid (TCA) cycle with its associ-
ated pathways. These identified proteins may hence be the core components of extended protein-protein 
interacting structures.

In addition to our own analysis of the proteomes according to a strict criterion of experimentally con-
firmed biologically relevant interactions (Tables 2 and 3), we performed automatic database search using 
bioinformatics tools. Supplementary Fig. S2 visualizes different types of interactions between proteins 
of the identified proteomes extracted from the databases by STRING. High interaction density defines 
clusters of proteins involved not only in the expected ThDP-dependent metabolism (including that of 
glutamate; blue circle), but also in signaling through 14-3-3 (red circle). Additional clusters of proteins 
involved in cellular redox state homeostasis (green circle) and Ca2+ regulation (yellow circle) were revealed 
in the thiazolium proteome (Supplementary Fig. S2B), where more proteins were eluted and identified 
(Supplementary Fig. S1 and Table S1). A further study assessed functional classification of the proteins 
in the thiamin and thiazolium proteomes by DAVID and PANTHER. In order to exclude potential bias 
due to overrepresentation of widely studied phenomena (such as, e.g. regulation of proteins by phospho-
rylation, contributing to the term “phosphoprotein”) we used as a reference the published partial brain 
proteomes of DJ-1-binding proteins32 and frontal cortex33. Functional annotation by DAVID (Table  4) 
revealed that the thiamin and thiazolium proteomes are highly enriched with acetylation-related pro-
teins, suggesting an interplay between this newly emerged regulatory post-translational modification and 
thiamin. The same annotation term is highly enriched in the proteome binding to the PD-associated pro-
tein, DJ-1 (parkin-7)32, which is present in the thiazolium proteome (Supplementary Table S1). However, 
proteome of frontal cortex33 is mostly enriched with another annotation term, i.e. phosphoprotein, thus 
supporting specific association of the proteins eluted from the thiamin- and DMHT-modified sorbents 
with acetylation. Nevertheless, phosphoproteins also comprise a significant part of the thiamin and thi-
azolium proteomes, which agrees with the known ThTP-dependent phosphorylation of synaptosomal 
proteins18. However, there is more than a 2-fold difference in orders of magnitude of P-values between 
the first and second most abundant (i.e., with high n) groups of proteins (Table 4). In other words, the 
new relation of the thiamin and thiazolium proteomes to acetylation revealed in this work has much 
more statistical significance compared to other terms. Functional classification by PANTHER indicated 
three major functions of the thiamin- and thiazolium-binding proteins: catalytic activity, binding and 
structural molecule activity (Fig. 1, Molecular function). The binding activity includes proteins involved 
in Ca2+, nucleic acids binding and protein-protein interactions; the structural molecule activity includes 
structural proteins of a cell, such as structural constituents of cytoskeleton and ribosomes. Once again, 
the proteome specificity of the classification is obvious from comparative analysis of the thiamin/thi-
azolium and other proteomes. For example, protein binding function is dominating in the thiazolium 
proteome, whereas nucleic acid binding is the major term in DJ-1 and frontal cortex proteomes (Fig. 1, 
Binding).

Kinetic proof of the thiamin and DMHT binding to abundant enzymes of the thiamin and 
thiazolium proteomes. Other then known thiamin or ThDP-dependent proteins (exemplified in 
Table 2), we were able to detect the interactions with the thiamin and DMHT baits of proteins unknown 
to be thiamin-dependent. High abundance of a protein in the affinity chromatography eluate suggests 
the direct, rather than protein-mediated, interaction of the protein with the bait. Abundance of a protein 
is roughly proportional to the number of identified peptides and sequence coverage, correlating with 
high score values of the protein identification36. The reactivity of the most abundant enzymes towards 
thiamin and DMHT was therefore studied by means of enzyme kinetics. Changes of enzymatic reaction 
rates in the presence of the compounds of interest are sensitive and efficient indicators of the compound 
binding to enzyme. Owing to this, independently of potential biological significance of the binding and 
amplitude of the changes, effects of thiamin and DMHT on the activity of the most abundant enzymes 
in the proteomes should prove their direct interaction with the baits. Because the efficiency and effects 
of ligand binding to the enzymes may be strongly affected by medium conditions, the primary choice for 



www.nature.com/scientificreports/

8Scientific RepoRts | 5:12583 | DOi: 10.1038/srep12583

Protein name Interaction Partner

Proteome

References Type of interactionT Tz

Malate dehydrogenase (mitochondrial)

Glutamate dehydrogenase − + 94 Protein-protein interactions

Citrate synthase − + 95 Protein-protein interactions

Aspartate aminotransferase (mitochondrial) + + 96 Protein-protein interactions

Glutamate dehydrogenase
Malate dehydrogenase (mitochondrial) − + 94 Protein-protein interactions

Aspartate aminotransferase (mitochondrial) − + 94 Protein-protein interactions

Pyridoxal kinase Aspartate aminotransferase + + 97 Protein-protein interactions

14-3-3

Pyridoxal kinase + + 98,99 Protein-protein interactions

Profilin − + 100 Protein-protein interactions

Actin + + 100 Protein-protein interactions

Tubulin − + 100 Protein-protein interactions

PP1-alfa − + 98 Protein-protein interactions

Casein kinase II + − 98 Protein-protein interactions

Peroxiredoxin 2 − + 98 Protein-protein interactions

Peroxiredoxin 5 − + 98 Protein-protein interactions

Peroxiredoxin 6 − + 98 Protein-protein interactions

HSP70 + + 98 Protein-protein interactions

Glutamine synthase + − 84,101
Protein-protein interactions Functional 

interaction: concomitant oxidation of 14-3-3 
and glutamine synthase in Amyloid beta 

neurotoxicity

Calmodulin

V-type ATPase, subunit A − + 102 Protein-protein interactions

BASP1 − + 103 Protein-protein interactions

MARCKS − + 104 Protein-protein interactions

Synapsin − + 105 Protein-protein interactions

V-type ATPase (subunits A, B, D, E1) Aldolase A, C + − 106 Protein-protein interactions

BASP1
MARCKS − + 107 Protein-protein interactions

Actin − + 108 Protein-protein interactions

MARCKS
HSP70 − + 109 Protein-protein interactions

Actin − + 108 Protein-protein interactions

Synapsin

Rab3A − + 110
Functional interaction; Rab3A inhibited 
synapsin I binding to F-actin, as well as 

synapsin-induced actin bundling and vesicle 
clustering

Spectrin − + 111 Protein-protein interactions

F-actin − + 112 Protein-protein interaction in a 
phosphorylation-dependent manner

Peroxiredoxin 6

Glutation-S-transferase Pi (GST Pi) − + 113
Functional interaction: oxidation of the 

catalytic cysteine in Prdx6 is required for its 
interaction with GST Pi

Amyloid β  A4 protein − + 114
Functional interaction: Prdx 6 protects 

PC12 cells from Aβ 25-35-induced 
neurotoxicity

Amyloid β  A4 protein
Serum Albumin − + 115 Protein-protein interactions

Protein phosphatase 2A (PP2A) − + 116 Protein-protein interactions (with amyloid 
β )

Glutamate receptor 2 (GRIA2)

Tubulin − + 117 Protein-protein interactions

WW domain-binding protein 2 (WWP2) + − 118
Functional interaction: ADAR2 protein 

levels are regulated by WWP2 and this may 
have downstream effects on GRIA2

Casein kinase II + − 119 Functional interaction: casein kinase II 
phosphorylates GRIA2

Ubiquitin-dependent proteins

Ubiquitin carboxyl-terminal hydrolase 1 − + 

120 Proteins and targets of ubiquitin systemActin, cytoplasmic + + 

Tubulin, alpha chain + + 

Continued
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the enzymatic assays was Ringer-bicarbonate buffer, used for protein application to the affinity columns. 
This allowed us to mimic conditions of potential protein interaction with the affinity baits.

As seen from Supplementary Table S1, mitochondrial malate dehydrogenase (MDH2) was identified 
in the thiamin proteome with the highest confidence score and peptide number; in the thiazolium pro-
teome, it occupied the second place after the known thiamin ligand albumin (Table 2). Direct interaction 
of MDH2 with both the thiamin and DMHT baits was supported by kinetic assays of MDH2 in the 
extracts of brain mitochondria. As seen in Fig. 2A, thiamin and DMHT affected enzyme activity starting 
from concentrations as low as 10 μ M. Remarkably, a 2-fold activation by thiamin was not mimicked by 
its structural analog DMHT, yet binding of the latter was obvious from its inhibitory effect on MDH2 
(Fig. 2A). The dependence of enzymatic response, such as activation or inhibition, on the effector struc-
ture is a known feature of allosteric regulation.

Pyridoxal kinase (PdxK) was identified in the thiamin proteome with the next highest confidence 
score after MDH2. In the thiazolium proteome, the enzyme was also identified with high score and 
peptide number, following MDH2 after abundant cellular proteins forming multiple protein-protein 
interactions, such as actin, tubulin and 14-3-3 proteins (Supplementary Table S1). Because high concen-
trations of Mg2+ and Ca2+ in the Ringer-bicarbonate buffer inhibit recombinant human PdxK, its reac-
tivity with thiamin and DMHT was assayed under standard conditions established earlier53. Figure 2B 

Protein name Interaction Partner

Proteome

References Type of interactionT Tz

Heat shock cognate 71 kDa protein + + 

Dihydropyrimidinase-related protein 2 + + 

14-3-3 protein zeta/delta + + 

Guanine nucleotide-binding protein G(o) subunit 
alpha − + 

Synapsin-2 − + 

Amyloid β  A4 protein − + 

Endophilin
Synaptojanin − + 121 Protein-protein interactions

PP1-alpha − + 122 Protein-protein interactions

Aldose reductase
Hydroxyacylglutathione hydrolase mitochondrial 

(glyoxalase II) + − 123
Aldose reductase, glyoxalase I,and 

glyoxalase II are involved in the metabolism 
of methylglyoxal

Tubulin − + 124 Protein-protein interactions

Table 3.  Physical and functional interactions between the proteins of the thiamin and thiazolium 
proteomes of rat brain synaptosomes. HSP70, Heat shock 70 kDa protein; BASP1, Brain acid soluble 
protein 1; MARCKS, Myristoylated alanine-rich C-kinase substrate.

Proteome

Thiamin (54) Thiazolium (144) Dj-1 (312) Frontal cortex (395)

Annotation term n P-value Annotation term n P-value Annotation term n P-value Annotation term n P-value

1. Acetylation 33 9*10−17 1. Acetylation 87 4*10−41 1. Acetylation 146 10−89 1. Phospho-protein 250 2*10−31

2. Oxygen carrier 4 5*10−7 2. Phosphoprotein 97 2*10−20 2. Ribonucleo-protein 41 3*10−34 2. Coiled coil 92 9*10−16

4. Phospho-protein 33 2*10−6 3. Cytoplasm 61 4*10−14 3. Phospho-protein 143 1*10−27 4. Nucleus 132 8*10−9

8. Nucleotide-binding 12 10−4 7. Nucleotide-binding 34 2*10−6 11. Nucleotide-binding 45 9*10−9 14. Nucleotide-binding 64 5*10−6

Table 4.  Functional annotation of the thiamin and thiazolium proteomes of rat brain synaptosomes 
in comparison to published partial brain proteomes of DJ-1-binding proteins32 and frontal cortex33. 
DJ-1 protein was detected in the thiazolium proteome, whereas proteome of frontal cortex represents 
independently purified fraction of brain proteins. The total number of proteins in the proteomes: 
thiamin—57, thiazolium—150, Dj-1 (parkin7)—755, frontal cortex—412. The total numbers of genes 
accepted by DAVID from the identified proteomes are indicated in the table in parenthesis. SP_PIR_
KEYWORDS category was used to characterize the proteomes. The first two annotation terms which are 
most significantly enriched, are given for each proteome. The third term with significant P-value is chosen 
according to the protein number n indicating how many proteins of the proteomes relate to this term. 
Nucleotide-binding annotation term is included to show a relatively low significance of enrichment of the 
thiamin and thiazolium proteomes with the nucleotide binding proteins. The number preceding the term 
name corresponds to the position of its P-value in the DAVID-generated output.
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shows that both compounds affected PdxK activity, supporting the direct interaction of the enzyme with 
the corresponding baits of the affinity sorbents. The low affinity of the thiamin compounds to PdxK 
(10−4– 10−3 M) in the kinetic assays, compared to the other tested enzymes (i.e. malate and glutamate 
dehydrogenases; 10−5– 10−4 M) could be due to specific post-translational modifications of brain PdxK, 
not occurring in the recombinant enzyme used in our kinetic studies. Because detailed enzymological 
characterization of recombinant human PdxK was far beyond the scope of the present study, we limited 
our kinetic studies of PdxK to the model system established earlier for recombinant human enzyme53.

Mitochondrial glutamate dehydrogenase (GDH) was identified with high score as an abundant enzyme 
in the thiazolium, but not thiamin proteome (Supplementary Table S1). Indeed, GDH activity assays in 
Ringer-bicarbonate buffer indicated that the effect of DMHT was of higher amplitude compared to that 
of thiamin (Fig. 2C). Hence, it is probably not thiamin, but some of its natural derivatives that bind at the 
DMHT site. In any case, the kinetic data presented in Fig. 2C are in good accord with the identification 
of GDH in the thiazolium proteome only. Statistical significance of the effects shown in Fig. 2 was con-
firmed by reproducing the results with different enzyme preparations, including commercially available 
pure enzymes, and under variable sets of conditions, as presented in the following sections.

All together, our kinetic studies provide a proof of concept for the thiamin dependence of those pro-
teins which were found abundant in the eluates from affinity sorbents.

Localization of thiamin-binding sites in MDH, GDH and pyridoxal kinase by structural and 
kinetic approaches. In order to localize potential binding sites for thiamin or its derivatives in the 
enzymes shown to directly interact with thiamin and DMHT in kinetic studies (Fig. 2), we made advan-
tages of available structural information on binding sites for thiamin and derivatives23 and on the solved 
3D structures of MDH, GDH and pyridoxal kinase. Because all these enzymes interacted with DMHT 
(Fig.  2), which mimics the thiazolium part of thiamin, the binding patterns were generated using the 
structures of thiamin- and thiazol-dependent enzymes, such as human thiamin diphosphokinase and 
bacterial 4-methyl-5-(2-hydroxyethyl)-thiazole kinase (ThiM). In addition, the pattern based on the 
known characteristic motif of the ThDP-dependent enzymes48 was employed for the PROSITE search of 
protein sequences with potential thiamin-binding sites. When creating the binding patterns for thiamin 
and derivatives in the enzymes (as described in Methods) we were also interested in finding common 
and thiamin-specific elements involved in binding. In this regard, the protein residues in the vicinity 

Figure 1. Classification by PANTHER of proteins of the thiamin, thiazolium, DJ-1-binding32 and frontal 
cortex33 proteomes according to their molecular functions and binding properties. Color code of the 
circle diagram sections are shown in the figure.
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of thiamin heterocycles were considered more promising, because the phosphate groups are present 
in many other compounds. Examination of different protein complexes with thiamin and derivatives 
pointed to a high occurrence of serine and threonine residues neighboring the thiazolium ring of thia-
min. In particular, the bacterial thiamin-binding periplasmic protein ThiB (synonyms tbpA, yabL) which 
is a part of the thiamin ABC (ATP-binding cassette) transporter (the complex responsible for the uptake 
of thiamin and its phosphate derivatives47) exhibited a stretch of serine residues whose conformation 
and position relative to the thiamin heterocycles were highly similar to those found in thiamin diphos-
phokinase. We used this motif (Fig. 3B) to construct the pattern [ILV][ST][ST][ST]N which was found 
to be present in our proteins of interest. Furthermore, we shall refer to this hybrid pattern as the thiamin 
diphosphokinase/ThiB pattern, in order to distinguish it from the other one based solely on thiamin 
diphosphokinase.

Figure 3 shows the four employed patterns, i.e. the thiamin diphosphokinase- and thiamin diphos-
phokinase/ThiB-based patterns (A, B), the pattern present in ThDP-dependent enzymes (C, D) and the 
ThiM-based pattern (E, F), in the corresponding enzyme complexes with ThDP or thiazole, both in oligo-
meric structures and at a close view. The proteins relevant to this study, i.e. those shown to interact with 
thiamin and DMHT by both affinity chromatography and kinetics, were selected among the PROSITE 
hits to the patterns. The thiamin-binding pattern of thiamin diphosphokinase was found in bacterial 
pyridoxal kinase PDXK_ECOLSM. The hybrid thiamin diphosphokinase/ThiB-based pattern matched to 
animal pyridoxal kinase PDXK_SHEEP, fungal glutamate dehydrogenase DHE2_ACHKL and 10 malate 
dehydrogenases, including four bacterial, five archaeal and one eukaryotic (MDH1B_DANRE) species. 
The thiazole-binding pattern of ThiM was found within 13 sequences of pyridoxal kinase isoform PdxY 
(from different Burkholderia and Pseudomonas strains), three sequences of bacterial and fungal gluta-
mate dehydrogenases (DHE2_ACHKL), and 36 sequences of malate dehydrogenases from bacteria and 
plants. The ThDP-binding motif matched to the different parts of sequences from MDH1B_HUMAN 
and MDH_DESRM. The pattern-comprising parts of the alignments of the thiamin/DMHT-binding 
enzymes are given in Fig. 4. Using multiple sequence alignments, the patterns were identified in the 3D 
protein structures as shown in Fig. 5. Available 3D structures of the enzymes which in our study were 
shown to bind thiamin and DMHT, included porcine cytosolic MDH1 (PDB ID: 4MDH), human mito-
chondrial MDH2 (PDB ID: 2DFD), archeal MDH (PDB ID: 2 ×  0R), bacterial MDH (PDB ID: 1B8U), 

Figure 2. Influence of thiamin and DMHT on activities of the enzymes abundant in the thiamin and 
thiazolium proteomes. (A)—mitochondrial malate dehydrogenase (MDH2) assay in Ringer-bicarbonate 
buffer, pH 7.4, at 0.01 mM oxaloacetate and 0.02 mM NADH; (B)—human recombinant pyridoxal 
kinase (PdxK) assay in 75 mM NaBES, pH 7.3, at 0.125 mM pyridoxal and 0.1 mM ATP; (C)—glutamate 
dehydrogenase (GDH) assay in Ringer-bicarbonate buffer, pH 7.4, at 0.1 mM 2-oxoglutarate and 0.02 mM 
NADH. Activities are expressed in micromoles of substrate transformed per min per mg of protein. Each 
data point represents the average ±  SEM from at least triplicate assays. When error bars are not visible, 
they are within the symbol size. The experimental curves were approximated by hyperbolic functions using 
SigmaPlot 12.0. Statistical significance (p ≤  0.05, t-test) of the differences compared to the control values is 
marked by asterisks.
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PdxK from sheep (PDB ID: 1RFT), the pyridoxal kinase isoform PdxY from E. coli 62 (PDB ID: 1TD2), 
and bovine GDH (PDB ID: 3MVQ).

The patterns in the PROSITE-predicted protein hits to the enzymes which were shown to bind thi-
amin and DMHT (Fig.  5) were compared to the original patterns (Fig.  3). We considered the preser-
vation of the 3D pattern conformation, the conservation of the pattern-comprising protein structure 
and co-localization of different patterns in one enzyme as enhancing the probability that the pattern 
belongs to a functional thiamin-binding site (Fig.  2). In particular, using multiple sequence alignment 
and the PDB ID 1IB6 structure of E. coli MDH, we found that spatial conformation of the motif in 

Figure 3. Patterns for binding of thiamin and derivatives. A,B—ThDP binding patterns (marked in green 
and pink) in thiamin diphosphokinase PDB ID: 3S4Y (A—dimer, B—close view). C,D—ThDP-binding motif 
of ThDP-dependent enzymes (marked in orange) in transketolase (C—dimer, PDB ID: 3OOY, D—close view, 
PDB ID: 3MOS). E,F—Binding pattern of 4-methyl-5-(2-hydroxyethyl)-thiazole (marked in yellow) in ThiM 
PDB ID: 1C3Q (E—trimer, F—close view). Essential residues of the patterns are shown as sticks in the same 
color as the pattern. The active site metal ions are shown in green; other ligands are in cyan; heteroatoms are 
presented according to the common color code: red for oxygen, blue for nitrogen, yellow for sulfur, orange 
for phosphorus.
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MDH_DESRM differs from the original one presented in Fig. 3D, not supporting functional significance 
of the motif found in MDH_DESRM. The same applied to the thiamin diphosphokinase/ThiB pattern in 
the sequence of MDH1B_DANRE (residues 157–161). In the available 3D structures of MDH the pat-
tern residues are found within a α -helix instead of the β -sheet present in the original pattern (Fig. 3B). 
In contrast, the ThDP-binding motif found in the putative and still uncharacterized human isoform 
MDH1B (Fig. 4) not only had an appropriate conformation (as shown in Fig. 5A,B), but also co-localized 
with the two thiazole-binding patterns found in other MDH sequences (Figs  4 and 5). The exclusive 
presence of the ThDP-binding motif in no other MDH but MDH1B (Fig.  4A), was due to the lack of 
significant residues of the motif in the two known isoforms of MDH. The motif G[DE][GA]x(24,30)
NN bind Mg2+ forming a bridge to the diphosphate group of ThDP (Fig. 3D). Moreover, the essential 
acidic residue of the G[DE][GA] triplet of the motif was substituted, in the known MDH isoforms, by 
a conserved arginine residue (Fig. 4A) interacting with malate (Fig. 5B). Thus, the ThDP-binding motif 
may bind Mg2+ in the uncharacterized MDH1B isoform but not in the known isoforms of cytosolic and 
mitochondrial MDHs. Nevertheless, kinetic studies on known MDH isoforms agree with their thiamin 
binding site near the malate/oxaloacetate binding site, i.e. near the site having the conserved arginine 
residue in common with the apparently different ThDP-binding motif (Fig.  5B). As shown in Fig.  6A, 
the thiamin-dependent activation of mitochondrial MDH2 disappeared upon saturation with oxaloac-
etate, but not upon saturation with NADH. Similar data were obtained using commercial preparation 
of mitochondrial MDH purified from porcine heart (Fig.  6B). Because thiamin stimulates the MDH2 

Figure 4. Local multiple sequence alignments of sequence parts comprising the thiamin and derivatives-
binding patterns found in the abundant enzymes of the thiamin and thiazolium proteomes. (A)—malate 
dehydrogenases; (B)—pyridoxal kinases; (C)—glutamate dehydrogenases. The pattern residues are marked 
above or below the sequences dependent on the vicinity of the sequences where they are found. The pattern 
color code is as in Fig. 3, except for the two PROSITE hits to thiazole-binding pattern of ThiM in MDH (A), 
where the yellow-green color marks the second hit to the pattern. The pattern residues common with those 
of the active sites are marked by asterisks. The conservation is given below the alignments in (A and C). In 
(B), the conservation above and below the alignment corresponds to PdxK and PdxY, present in the upper 
and lower parts of the alignment, correspondingly. Protein IDs and accession codes, according to UNIPROT 
database, precede the alignments.
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reaction at a low saturation with oxaloacetate only, the effect is obviously due to increased affinity of 
the enzyme-thiamin complex to oxaloacetate. The kinetic data thus agree well with an allosteric site 
for thiamin near the oxaloacetate/malate site, pinpointed by the ThDP-binding motif (Fig.  5B). In the 
dimer structure, additional residues for the thiamin binding to mitochondrial MDH2 could be provided 
by the proximal thiazole-binding pattern of the neighboring subunit (Fig. 5A). The hits to this pattern 
were found by PROSITE in cytosolic MDH1 only, because mitochondrial MDH2 has organelle-specific 
sequence deletions in this region (Fig.  4A). However, the lacking third part of the pattern (AA duplet 

Figure 5. Thiamin and derivatives binding patterns in the 3D structures of the abundant enzymes of 
thiamin and thiazolium proteomes. The pattern color code and other details are as in Fig. 3. (A)—Dimer 
of porcine cytosolic MDH1 with NAD+ bound (PDB ID: 4MDH). (B)—Close view of the ThDP-binding 
motif of ThDP enzymes in the monomer of human mitochondrial MDH2 with NAD+ and D-malate in the 
active site (PDB ID: 2DFD). (C)—Dimer of E. coli PdxY with pyridoxal bound to the active site (PDB ID: 
1TD2). (D)—Close view of the thiazole and thiamin-binding patterns in the monomer of sheep PdxK with 
bound pyridoxamine and phosphomethylphosphonic acid adenylate ester (PDB ID: 1RFT). (E)—Trimer of 
bovine GDH with NADPH and glutamate bound to the active sites (PDB ID: 3MVQ). (F)—Close view of 
the thiazole-binding pattern of ThiM near the active site of bovine GDH with NADPH and glutamate bound 
(PDB ID: 3MVQ).
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marked in yellow, Fig. 4A) was found in the mitochondrial sequence several residues later (AA before the 
conserved D, Fig. 4A), suggesting a complete thiazole-binding pattern in mitochondrial MDH2 as well.

Interestingly, the thiamin diphosphokinase/ThiB-based β -strand with the essential triplet of S/T resi-
dues was revealed in the two positions of the sequences in some bacterial and archaeal MDHs (Fig. 4A). 
Supplementary Fig. S3A shows that in archaeal MDH the thiamin-binding pattern localized close to 
the NAD+/malate binding site. In bacterial MDH (Supplementary Fig. S3B) the pattern belongs to 
β -strand which covers the NAD+-binding site, separating it from the solvent. Thus, although different 
thiamin-binding patterns could be found in different sequences of MDH, they all co-localize in the pro-
tein 3D structure near the enzyme active site.

The finding of the thiazole-binding pattern in cytosolic MDH1 forecasts the interaction of thiamin 
with this isoform too. As shown in Fig.  6C, cytosolic MDH showed a strong inhibition by both thi-
amin and ThDP, suggesting the diphosphate group to be not essential for the inhibitory effect. The 
thiamin-dependent inhibition of cytosolic MDH1 and the activation of the mitochondrial isoform 
(Figs  2A,6A) agree with the structural differences of the enzyme sequences in the regions where the 
ThDP-binding motif and thiazole-binding pattern were found (Fig. 4A). However, also in the cytosolic 
isoform the thiamin effect was dependent on saturation with oxaloacetate (Fig. 6D), in agreement with 
partial overlapping between ThDP-binding motif and oxaloacetate/malate-binding site (Fig. 5B).

As mentioned above, PdxK from E. coli and PdxK from sheep (Fig. 4B) were shown to possess the 
thiamin-binding patterns based on thiamin diphosphokinase only (green, Figs 3A,B and 4B) or together 
with ThiB (pink, Figs  3A,B and 4B). The thiazole-binding pattern (yellow in Figs  3E,F and 4B) was 
found in an isoform of pyridoxal kinase existing in bacteria (PdxY). Although the two isoforms exhibit 

Figure 6. Regulatory effects of thiamin and derivatives on partially isolated rat brain enzymes MDH2 
(A), MDH1 (C,D), GDH (E,G) and purified porcine mitochondrial malate dehydrogenase (B) and bovine 
liver GDH (F,H). ThDP—thiamin diphosphate; ThTP—thiamin triphosphate; AThTP—adenylated thiamin 
triphosphate. (A,B,D–F)—Dependence on the substrate saturation. (C,G,H)—Dependence on concentrations 
of thiamin and derivatives. Shades of grey define different saturations with the dicarboxylic acid substrate 
(i.e. oxaloacetate or 2-oxoglutarate (2-OG), generically referred as “acid” in the figure) and NADH as 
indicated in the common legend to the figures (A,B,D–F). Bar patterns define varying concentrations of 
ThTP and AThTP as shown in the common legend to the figures (G and H). The enzymes were assayed in 
Ringer-bicarbonate (A–D,G,H) or 100 mM Tris-HCl buffers (E,F), pH 7.5, using the following substrate 
concentrations: (A,B and D)—0.01 mM oxaloacetate (low acid); 0.3 mM oxaloacetate (high acid); 0.02 mM 
NADH (low NADH); 0.14 mM NADH (high NADH); (C)—0.01 mM oxaloacetate, 0.02 mM NADH; (E,F)—
0.1 mM 2-oxoglutarate (low acid), 2.5 mM 2-OG (high acid); 0.02 mM NADH (low NADH); 0.2 mM NADH 
(high NADH); G,H—0.1 mM 2-OG, 0.2 mM NADH.
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high sequence, structure and function similarities63, their sequence alignment in the pattern-comprising 
regions, i.e. the local consensus in these regions, favors different binding of the thiamin compounds to 
the isoforms (Figs 4B and 5C,D). Obviously, this is the reason of the differential PROSITE mapping of 
the patterns to the isoforms, as mentioned above. Along with the isoform-specific conservation of the 
essential residues of the patterns, the patterns have different localization in 3D structures. As seen from 
Fig. 5C,D, the thiamin-binding residues of the thiamin diphosphokinase- (green, better correspondent to 
PdxK) and ThiM-based (yellow, better correspondent to PdxY) patterns occupy positions distal from the 
active site. Owing to this, both patterns would define an allosteric binding site for thiamin or derivatives. 
The site is likely to communicate with the pyridoxal-binding site through the protein structure. In par-
ticular, the β -sheets (green and yellow) and a loop (yellow) distant from the thiamin binding residues of 
the patterns are in the vicinity of the substrate pyridoxal (Fig. 5D), and may thus transfer a signal between 
the thiamin- and pyridoxal-binding sites. The information transfer between the sites may also involve 
subunit interface close to the pattern residues (Fig. 5C). In contrast, the thiamin diphosphokinase/ThiB 
(pink) pattern found in PdxK only (Fig.  4B), localizes close to the ATP-binding site (Fig.  5C,D). As a 
result, in the PdxY isoform found in bacteria, structural data suggest an allosteric site for thiamin inter-
acting with the pyridoxal site. In the PdxK isoform, found in both bacteria and mammals, also a second 
site for thiamin binding, which is near to the ATP site, is suggested by the thiamin diphosphokinase/
ThiB pattern (pink, Fig. 5C,D). Kinetic study using the model system with homogeneous recombinant 
human PdxK is in good accordance with the structural hints for the two thiamin/derivative-binding sites 
in PdxK. As seen from Fig.  7, thiamin is competitive towards pyridoxal and non-competitive towards 
ATP. In contrast, ThDP is non-competitive towards pyridoxal but competitive towards co-substrate ATP 
(Fig. 8). Although the relative inhibition constants for thiamin and ThDP (Table 5) are too high to be 
physiologically relevant, this is most probably due to the reasons discussed above, such as the lack of 
post-translational modifications in recombinant human PdxK or the absence of specific ligands in the 
assay medium. Nevertheless, the kinetic study defines the different mechanisms of inhibition of PdxK 
by thiamin or ThDP. While thiamin rather affects the pyridoxal binding, ThDP interferes with binding 
ATP (Table 5). This agrees with the two binding sites for thiamin compounds in PdxK, as suggested by 
localization of the thiamin-binding patterns in the 3D structure on Fig. 5C,D. The ATP-binding site may 

Figure 7. Kinetic analysis of human pyridoxal kinase inhibition by thiamin at varied substrate pyridoxal 
(A) or ATP (B) concentrations, using Lineweaver-Burk (left panel) and secondary plots (right panel). The 
thiamin concentrations in the Lineweaver-Burk plots are: • 0 mM, ■ 1.0 mM, ▲ 2.5 mM, ▼ 5.0 mM, ◆ 
9.0 mM and ◊ 15 mM. All parameters are the average of two or three independent determinations, with SD 
less than ±  5%.
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partially overlap with the ThDP binding site through the residues binding the diphosphate group present 
in the two compounds. Structural difference between thiamin and pyridoxal favor the allosteric binding 
of thiamin at a separate site, decreasing the affinity to pyridoxal (Table 5) through information exchange 
between the allosteric and active sites (Fig. 5D) as discussed above.

The PROSITE scan against the thiazole-binding pattern of ThiM revealed three GDH hits: DHE4_
EMENI, DHE2_PSEAE and DHE2_ACHKL. DHE2_ACHKL was also found when searched using the 
thiamin diphosphokinase/ThiB-based pattern. However, DHE2_PSEAE and DHE2_ACHKL, do not 
align with mammalian GDHs, and the 3D structures for these DHE2 are not available. Owing to this, 
the PROSITE hits to these of archeael and bacterial glutamate dehydrogenases could not be taken into 
account for analysis of the pattern localizations. Nevertheless, the existence of the thiamin-binding pat-
terns in different types of GDHs favors physiological significance of potential GDH regulation by thiamin 
compounds. In contrast, the eukaryotic enzyme from Aspergillus nidulans (DHE4_EMENI) did align to 
mammalian GDHs. The alignment (Fig. 4C) shows that the absence of the PROSITE hit to the pattern in 
animal GDHs is due to a shorter linker between the essential residues of the pattern (residues between 
40 and 50 of the alignment in Fig. 4C). With this exception, the pattern occupies a conserved part of the 
GDH sequence, and its essential residues are mostly conserved throughout species. It is worth noting 
that the original thiamin binding pattern in the ThiM trimer was formed by regions belonging to the 

Figure 8. Kinetic analysis of human PdxK inhibition by thiamin diphosphate at varied pyridoxal (A) or 
ATP (B) concentrations, using Lineweaver-Burk (left panel) and secondary plots (right panel) The thiamin 
concentrations in the Lineweaver-Burk plots are: • 0 mM, ■ 1.0 mM, ▲ 2.5 mM, ▼ 5.0 mM, ◆ 9.0 mM and 
◊ 15 mM. The points present average values of two or three independent determinations, with the SD less 
than ±  5%.

Inhibitor Variable substrate Fixed substrate Type of inhibition Ki (mM)

Thiamin
Pyridoxal MgATP Competitive 2.2

MgATP Pyridoxal Non-competitive 6.6

ThDP
Pyridoxal MgATP Non-competitive 10.4

MgATP Pyridoxal Competitive 3.3

Table 5.  Parameters and mechanisms of inhibition of PdxK by thiamin and ThDP.
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neighboring subunits (Fig. 3E,F). In the trimer of GDH (PDB ID: 3MVQ) no such interaction between 
the patterns is observed (Fig. 5E). However, general structure of the pattern (helix-β -sheet-helix) is pre-
served, and many loops in the pattern-surrounding regions of GDH may provide additional residues to 
bind thiamin and/or its derivatives (Fig. 5F). Formation of the thiamin-binding site in GDH by the resi-
dues from a single subunit may explain shortage of the linker between the second and third parts of the 
pattern in animal GDH compared to the original ThiM-based pattern found in DHE4_EMENI (Fig. 4C). 
Overall, the residues of the thiazol-binding pattern in GDH form a plausible binding site, which is 
very close to those of NAD(P)H (3.25 Å) and glutamate/2-oxoglutarate (4.48 Å) (Fig.  5F). Moreover, 
the thiazole-binding pattern has one residue in common with the NAD(P)H-binding site (Fig. 4C, con-
served N60 in the alignment). Results of kinetic study were in good accord with such localization of the 
thiamin-binding pattern. At low NADH saturation, 1 mM ThDP inhibited both the enzyme from brain 
mitochondrial extract and purified commercial GDH from bovine liver (Fig.  6E,F). At high NADH 
saturation, the inhibition was not observed with the purified GDH, further supporting partial overlap-
ping of the ThDP and NADH binding sites on GDH. Instead, a slight activation, similar to the thiamin 
effect in Fig. 2C, was seen (Fig. 6F). With the brain enzyme from mitochondrial extract, more complex 
effects of ThDP were observed at high NADH, as the effects depended on the 2-oxoglutarate concen-
tration (Fig. 6E). At low 2-oxoglutarate and high NADH concentration, a slight activation (within 20%) 
was observed at 1 mM ThDP concentration, similarly to that of the purified GDH. However, increasing 
2-oxoglutarate and NADH concentration to saturating levels led to an inhibition effect at 1 mM ThDP 
concentration (Fig.  6E), which was not observed with the purified enzyme (Fig.  6F). The complexity 
of the ThDP-induced effects on GDH (Fig.  6E,F) suggests multiple binding modes of ThDP to GDH, 
similar to those revealed for the GDH regulation by phosphorylated nucleotides and dinucleotides, such 
as adenosine diphosphate (ADP), guanosine triphosphate (GTP) and NAD(P)H64. Dependent on con-
centration, all these diphosphate-comprising nucleotides could bind at the NAD(P)H, GTP and ADP 
sites of GDH. Owing to this, the difference between the purified and extracted GDH regarding the 
ThDP effect at saturation concentrations of both 2-oxoglutarate and NADH (Fig. 6E,F) could be due to 
a higher residual saturation of the non-purified mitochondrial enzyme with the GDH activator ADP. In 
the reaction medium, 1 mM ThDP could substitute endogenous ADP at the GDH activation site. If the 
allosteric activation by ADP cannot be mimicked by ThDP, the substitution would decrease the GDH 
activity due to decreased ADP activation. This assumption was supported by measuring the ThDP effect 
on the purified GDH at saturating NADH and 2-oxoglutarate concentrations in the presence of ADP. 
2 mM ADP was shown to activate purified GDH about two-fold, with the activation abolished upon 
addition of 1 mM ThDP. Insofar, a residual saturation of non-purified mitochondrial GDH with endog-
enous ADP could be responsible for the difference between the purified GDH and the enzyme in mito-
chondrial extract regarding the ThDP effect at high saturation of NADH and 2-oxoglutarate (Fig. 6E,F). 
The residual saturation with endogenous regulators, along with tissue specificity of, e.g., posttranslational 
modifications, could also contribute to the different amplitudes of the effects in the mitochondrial and 
purified enzymes shown in Fig. 6.

Although both thiamin and ThDP affected GDH activity, the amplitudes of their effects and concen-
tration dependence were higher when DMHT was taken into consideration (Fig. 2). The better binding 
of DMHT to GDH was obvious also from the GDH identification in the eluate from the DMHT-modified 
sorbent only (Supplementary Table S1). Moreover, both mitochondrial and purified GDH were shown 
to be activated in the presence of low concentrations (1–10 μ M) of thiamin triphosphate and adenylated 
thiamin triphosphate (Fig.  6G,H), suggesting that the binding of thiamin, ThDP and DMHT partially 
mimics the GDH regulation by some other thiamin derivatives. High efficiency of the GDH activation 
by the above-mentioned non-coenzyme derivatives of thiamin points to GDH as an enzyme target of 
these compounds in vivo. A higher effect of the compounds on the purified GDH (Fig. 6H) compared 
to the enzyme in mitochondrial extract (Fig.  6G) simulates the difference of the ThDP effect on the 
two enzymes at saturating NADH concentration (Fig. 6E,F). Based on the existing64 and presented data 
(Fig. 6), a complex interaction of adenylated thiamin triphosphate and ThTP with the regulatory (ADP 
and GTP) and catalytic (NAD(P)H) nucleotide sites of GDH may be suggested, which certainly requires 
future studies.

Discussion
Novel targets of thiamin compounds in brain. To advance the understanding of molecular mech-
anisms of thiamin action in brain, we aimed at the identification of the synaptosomal proteins binding 
and/or transforming thiamin or its derivatives. The protocol of partial purification of a subset of such 
proteins included affinity chromatography on sorbents derivatized with thiamin or its thiazolium hetero-
cycle covalently bound to a spacer. The approach was elaborated in the previous work to obtain a fraction 
of synaptosomal proteins which were able to bind labeled thiamin and hydrolyze thiamin phosphates, 
with thiamin triphosphate being the best substrate13,26. Affinity chromatography on sorbents carrying 
thiamin or its derivatives was earlier used to purify the thiamin- and ThDP-dependent enzymes, such 
as thiamin diphosphokinase65, pyruvate decarboxylase35 and pyruvate dehydrogenase66. In these studies, 
thiamin- and ThDP-dependent enzymes were not always successfully eluted by competitive desorption 
in the presence of thiamin or ThDP in the elution buffer. Most probably this was due to the protein 
conformational changes after the thiamin/ThDP binding, which have been structurally characterized 
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in the recent years22. Because our work aimed at simultaneous identification of the unknown subset of 
synaptosomal thiamin- or thiamin derivative-binding proteins, an established protocol for the elution of 
such proteins in the presence of optimized salt and urea concentrations was preferred14,15,17,26. Besides a 
thiamin-modified sorbent, we also used a sorbent derivatized with the thiamin-specific thiazolium ring 
(DMHT-modified sorbent). This was done to reveal the proteins binding not only to the thiamin sorbent, 
but also to the sorbent including the unique thiazolium part of the thiamin molecule. The binding of the 
same proteins and/or protein clusters to these two sorbents was considered as evidence for the binding 
specificity to the thiazolium-possessing thiamin compounds. Interaction with the baits comprising the 
other parts of the thiamin structure, such as phosphates or aminopyrimidine residues, would not sup-
port the specificity, as the latter moieties or their analogs occur in abundant nucleotides interacting with 
many proteins. Besides, as specified in Introduction and discussed in details below, DMHT was shown 
to regulate neurotransmission. Moreover, the DMHT similarity with the thiamin degradation products 
could help fishing out potential targets of such products, which may acquire specific significance upon 
application of pharmacological doses of thiamin.

Whereas affinity chromatography aimed to purify single enzymes uses homogeneity criterion and 
enzyme specific activity to analyze the enzyme elution and the role of the bait structure, different strate-
gies are employed in the high throughput approaches for isolation of a subset of proteins with their phys-
iologically relevant yet unknown specific activities. In our study, we substantiate the specific binding of 
proteins to the baits through integration of results obtained by independent approaches. Our conclusion 
on the thiamin dependence of well-defined proteins or pathways does not solely rely on their binding 
to the thiamin- and DMHT-modified sorbents. The abundant proteins identified in the eluates from 
the affinity chromatography were independently tested for their interaction with the baits using enzyme 
kinetics and structural analysis. Besides, in view of emerging recognition of supramolecular structures 
in transmitting signals and organizing metabolism, we consider as biologically relevant not only the 
direct interactions of proteins with the baits, but also protein-mediated interactions. We revealed such 
interactions in our proteomes by both manual (Tables 2 and 3) and bioinformatics (Supplementary Fig. 
S2) analysis. The thiamin and thiazolium proteomes comprised many proteins (Supplementary Table S1, 
Fig.  1), clusters (Supplementary Fig. S2) and interactions (Tables  2 and 3, and Supplementary Fig. S2) 
which are shared by the two proteomes. The similarity provides a measure of the binding specificity in 
high throughput experiment, where it is not possible to check each protein regarding specificity of its 
interaction with the bait. As a result, affinity chromatography to isolate a subset of proteins generates 
leads for a further, more focused examination of the thiamin dependence of the attractive proteins or 
protein clusters identified in the eluates. In the current work, the specificity of the interaction with the 
thiamin and DMHT baits was proven for abundant enzymes of the proteomes by in vitro enzymatic 
assays and structural analysis. This study revealed mitochondrial and cytosolic malate dehydrogenases, 
glutamate dehydrogenase and pyridoxal kinase as novel targets of thiamin compounds in brain. These 
enzymes do not require ThDP as coenzyme. However, their saturation with the substrates (dicarbo-
xylates, pyridoxal) structurally different from thiamin and/or its derivatives seems to be regulated by 
binding of thiamin compounds. The structural difference between substrates and effectors suggests 
allosteric binding sites, which are independently favored by our structural analysis. The observed effects 
on MDH, GDH and PdxK enzyme activity are highly dependent on the thiamin derivative used in 
the assay, on substrate saturation and medium conditions (Figs  2,6,7 and 8). Variations in the level of 
enzyme post-translational modifications and saturation with endogenous regulators may contribute to 
the quantitative differences between different enzyme preparations or between the enzymes in rat brain 
mitochondrial extract and purified commercial enzymes from other sources. However, significant acti-
vation of MDH2 (1.7-fold, Fig. 6A) and GDH (1.6-fold, Fig. 6F) by thiamin and derivatives is especially 
remarkable in view of the fact that unspecific effects and artifacts are usually inhibiting and rarely able 
to cause enzyme activation. Except for recombinant human PdxK, which might require a regulator and/
or post-translational modifications to respond to physiological concentrations of thiamin and derivatives, 
affinity binding of the brain enzymes to the thiamin and DMHT baits was observed along with efficient 
regulation by the thiamin compounds at 10−5 M (Figs  2A,C and 6C,G,H). This concentration range is 
comparable to steady-state concentrations of total thiamin compounds (10−5 M of total thiamin and its 
phosphate derivatives; thiamin in particular 10−6 M), as determined in cell cultures and different tissues 
including brain6,67–69. It must be also taken into account that both intracellular compartmentalization 
and induced synthesis, such as observed for thiamin triphosphate and adenylated thiamin triphosphate21, 
may significantly increase temporary concentrations of different thiamin compounds in specific com-
partments. In particular, thiamin triphosphate and adenylated thiamin triphosphate have been recently 
shown to serve as alarmones, synthesized in response to amino acid and carbon starvation, although 
their protein targets were not identified21,34. Our data, indicating that GDH is a target of thiamin deriv-
atives (Fig.  6G,H), agrees with earlier observation that thiamin triphosphate was synthesized in vivo 
under amino acid starvation only when cells oxidized pyruvate, but not malate34. It thus appears that 
the thiamin triphosphate-dependent regulation of GDH reaction involving a common intermediate of 
carbon and nitrogen metabolism, 2-oxoglutarate, is essential for metabolic checkpoint.

Overall, our analysis of the thiamin and thiazolium proteomes suggests that biologically relevant 
heterologous complexes, yet not known to be thiamin-dependent, may include proteins regulated by thi-
amin. That is, along with the known thiamin-binding proteins and their immediate interaction partners 
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(Table 2), the eluates from the thiamin and DMHT baits also include proteins of specific metabolic and 
signaling pathways (Table 3) which may respond to thiamin through the interactions within supramo-
lecular structures. The STRING-generated results (Supplementary Fig. S2) provided further support to 
the manual analysis of our data (Tables 2 and 3). Except for the signaling cluster of 14-3-3 proteins, all 
the STRING-identified clusters, such as those related to metabolism, reactive oxygen species and Ca2+ 
signaling, are known to involve ThDP-dependent enzymes22,70,71. Remarkably, thiamin and derivatives 
are also known to participate in biological responses to oxidative stress both as reactive oxygen species 
(ROS) scavengers72,73 and regulators of gene expression74,75. In view of the independent confirmation of 
the majority of the STRING-identified thiamin-dependent clusters, the abundance of 14-3-3 proteins 
and the presence of their different subunits and interacting proteins in both the thiamin and thiazolium 
proteomes (Supplementary Table S1, Fig. S2) favor a direct and biologically significant interaction of 
14-3-3 proteins with thiamin.

The result of our manual search of the data pointed to multiple links between thiamin and the pro-
teins identified in both the thiamin and thiazolium proteomes (Supplementary Table S1). The automatic 
proteome analysis with different bioinformatics tools supported the confidence that co-occurrence of the 
identified proteins upon affinity chromatography is not random. Identification of the protein clusters in 
the eluates from the thiamin or DMHT sorbents (Supplementary Fig. S2) suggests the thiamin depend-
ence of the corresponding pathways. The dependence may be realized through concerted conformational 
changes within supramolecular protein structures upon the thiamin or derivative binding to some of the 
components present in such structures. In particular, multiple components of the redox, ubiquitinylation 
and signaling microcompartments including peroxiredoxins, DJ-1, amyloid-beta precursor and 14-3-3 
proteins are revealed in the thiamin and thiazolium proteomes (Table 3, Supplementary Fig. S2).

Thiamin-dependent regulation of the malate-aspartate shuttle. Figure  9 integrates our data 
into physiological context. The thiamin-dependent regulation of cytosolic MDH1 is directed to inhibit 
the cytosolic malate production (Fig. 6C). This inhibition is especially pronounced at low oxaloacetate 
concentration (Fig.  6D). Concomitant thiamin inhibition of PdxK (Figs  4B,7 and 8, Table  5) may fur-
ther decrease oxaloacetate levels due to the decrease of pyridoxal phosphate level for the aspartate ami-
notransferase reaction. Indeed, a direct transfer of synthesized pyridoxal phosphate between the kinase 
and the aminotransferase has been hypothesized76, which is independently supported by our data. That 
is, a lower abundance of aminotransferase in the thiamin and/or thiazolium proteomes, compared to 
PdxK (Supplementary Table S1) suggests that the interaction of aspartate aminotransferase with the 
two sorbents was mediated through the heterologous complex of the enzyme with pyridoxal kinase, 
detected in both proteomes (Tables 2 and 3). The decrease in cytosolic malate concentration due to the 
thiamin-dependent inhibition of cytosolic MDH1 and PdxK would inhibit the malate transport into 
mitochondria. In other words, high thiamin/ThDP levels in cytoplasm may decrease the efficiency of 
malate-aspartate shuttling of reducing equivalents between mitochondria and cytoplasm (Fig. 9). Worth 
noting, regulation of GDH by thiamin compounds depends on the enzyme saturation with 2-oxoglutarate 
(Fig.  6E,F). This finding links the GDH regulation by thiamin to the malate-aspartate shuttle, as the 
shuttle involves 2-oxoglutarate as an intermediate (Fig. 9). Complexity of allosteric regulation of GDH 
and existence of multiple binding modes for the enzyme nucleotide substrates and regulators64 certainly 
requires future detailed studies of the possible interplay between the thiamin compounds and the known 
regulators of the GDH function.

It must be noted that, due to unfavorable equilibrium, the physiological directions of the reactions 
catalyzed by both GDH and mitochondrial MDH2, are opposite to those used in the standard assays of 
these enzymes in vitro. It is particularly important in this regard that the irreversible processes shifting 
the equilibrium of the physiological reactions of MDH2 (malate oxidation) and GDH (2-oxoglutarate 
production), involve ThDP-dependent pyruvate and 2-oxoglutarate dehydrogenases (Fig.  9). Thus, the 
enzymes revealed to be thiamin-dependent in this work are immediate metabolic neighbors of the 
known ThDP-dependent enzymes of central metabolism. The non-coenzyme action of thiamin on 
MDH1, MDH2, PdxK and GDH is thus coupled to the catalytic action of thiamin as a coenzyme. As a 
result, the concerted regulation of flux distributions through the TCA cycle and associated pathways may 
be achieved, as shown in Fig. 9 and discussed below.

Implications of the protein targets of the non-coenzyme action of thiamin in acetylation 
processes, including the acetylation-dependent metabolic regulation and acetylcholine syn-
thesis. One of the common features revealed with the highest statistical significance in both thiamin 
and thiazolium proteomes is the link of these proteomes to acetylation (Table  4). In the recent years, 
this post-translational modification of proteins has acquired increasing attention in view of its general 
regulatory importance for cellular metabolism77 and fate78. In contrast, the enrichment in the thiamin 
and thiazolium proteomes of the term nucleotide binding is characterized by tenth of orders of magnitude 
lower P-values (Table 4). This indicates that the thiamin and DMHT baits did not fish out the proteins 
which possess the binding sites for nicotinamide and adenine nucleotides, even if partial overlapping of 
such sites in the thiamin-dependent enzymes is possible (Fig. 5). Physiological significance of the highest 
enrichment of the annotation term acetylation in the thiamin and thiazolium proteomes is further sup-
ported by the known metabolic role of the acetylation of MDH1 and MDH279,80, which we revealed to 
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Figure 9. Thiamin-dependent regulation of the tricarboxylic acid (TCA) cycle and associated exchange 
of intermediates between cytoplasm and mitochondria: the malate-aspartate shuttle and the citrate-
dependent transfer of acetyl-CoA. (A)—Distribution of fluxes at a lower thiamin level, when it mainly acts 
as the coenzyme of ThDP-dependent enzymes (Kd ∼  10−6–10−7 M). (B)—Metabolic switch to increased flux 
through the TCA cycle in the presence of an excess of thiamin and derivatives exerting a non-coenzyme 
action (Kd ∼  10−5 M). Stimulation and inhibition of the enzymes by thiamin and/or derivatives are shown by 
plus and minus annotations near the corresponding reactions. Effects on MDH 1 and MDH2 refer to low 
saturation of the enzymes with oxaloacetate. Effects on GDH depend on saturation with substrates and the 
present thiamin derivative, as shown in Fig. 6 and described in the text.
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be thiamin targets as well. Remarkably, the intracellular compartmentalization of the cellular acetylating 
agent, acetyl-CoA, should be affected by the discussed above thiamin regulation of the malate fluxes. 
Produced by the ThDP-dependent pyruvate dehydrogenase reaction in mitochondria (Fig. 9), acetyl-CoA 
is transferred to cytoplasm in the form of citrate, which involves the citrate exchange for cytosolic malate 
(Fig. 9). Besides, citrate synthesis in mitochondria from acetyl-CoA requires oxaloacetate. According to 
the results of this work, also the latter is generated in a thiamin-dependent manner (Fig. 9). As shown 
in Fig. 9, the thiamin-induced decrease in formation of cytosolic malate should inhibit the exchange of 
mitochondrial citrate for cytosolic malate (Fig.  9B), increasing the citrate flux through the mitochon-
drial TCA cycle instead. Insofar, the allosteric action of thiamin may underlie the otherwise paradoxical 
effect of thiamin as an inhibitor of the acetylcholine synthesis in synaptosomes, which was mimicked 
by DMHT81. The existence of this regulatory mechanism of thiamin action may also explain facilita-
tion of synaptic transmission, observed upon the thiamin co-release with acetylcholine9–11. That is, the 
neurotransmission-associated changes in intracellular thiamin concentration may be employed to couple 
metabolism and neurotransmission through oscillatory switching of fluxes between the TCA cycle and 
the associated pathway of acetyl-CoA transport from mitochondria to cytoplasm (Fig.  9). Regulatory 
acetylation of proteins may add to the kinetic effects of the coupled action of thiamin compounds as 
coenzyme and allosteric regulators, presented in Fig. 9.

Multiple interactions between metabolic and signaling systems in the thiamin and thiazolium 
proteomes. Metabolic nodes involving the branched-point metabolites pyruvate, 2-oxoglutarate and 
citrate are important for overall metabolic regulation. In particular, recent studies revealed strong net-
working of the 2-oxoglutarate dehydrogenase-catalyzed degradation of 2-oxoglutarate with amino acids 
metabolism and protein homeostasis22. Another study showed that 2-oxoglutarate regulates the activity 
of TOR (Target Of Rapamycin) through the inhibitory binding to ATP synthase82. An interplay between 
thiamin deficiency and TOR activity has also been recently shown83. The thiamin-dependent coupling 
between metabolic network and signal transduction has been further supported by our manual search 
(Tables 2 and 3) and bioinformatics analysis (Supplementary Fig. S2, Fig. 1, Table 4) of the thiamin and 
thiazolium proteomes. The interactome analysis pinpointed possible links between the metabolic and 
regulatory pathways through 14-3-3 proteins, Ca2+ signaling and redox homeostasis (Supplementary 
Fig. S2), supported by published experimental data (Tables 2 and 3). For instance, protein-protein inter-
action between 14-3-3 proteins and glutamine synthetase84, proteins essential for neurotransmission 
and relatively abundant in our proteomes (Supplementary Table S1), could underlie concomitant oxi-
dation of 14-3-3 proteins and glutamine synthetase upon oxidative stress induced by β -amyloid85. On 
the other hand, multiple links between physiological action of thiamin and cellular redox status are 
known. The ThDP-dependent 2-oxo acid dehydrogenase complexes were shown to be physiologically 
relevant sources of not only NADH, but also ROS production86–88. The ThDP-dependent transketolase 
is known to be essential for cellular NAD(P)H reducing potential. Moreover, experimentally confirmed 
functional interaction of the 2-oxo acid dehydrogenase complexes with thioredoxin89 was suggested to 
involve mitochondrial superoxide dismutase 2 (SOD2) and peroxiredoxins70, proteins which are pres-
ent in the thiamin and/or thiazolium proteomes (Supplementary Table S1). The identification of DJ-1 
and amyloid beta precursor protein AP4 in the thiazolium proteome (Supplementary Table S1) may be 
linked to the antioxidant cluster of the thiamin and thiazolium proteomes, supporting the thiamin sig-
nificance in neurodegenerative diseases beyond the NAD(P)H production by ThDP-dependent enzymes. 
The analysis of the thiamin and thiazolium proteomes pursued in the present work provides new level 
of understanding of the molecular mechanisms of thiamin non-coenzyme function, extending the list of 
potential pharmacologically relevant pathways in the vitamin B1-employing therapies.

References
1. Blass, J. P., Gleason, P., Brush, D., DiPonte, P. & Thaler, H. Thiamine and Alzheimer’s disease. A pilot study. Arch Neurol 45, 

833–835 (1988).
2. Meador, K. J. et al. Evidence for a central cholinergic effect of high-dose thiamine. Ann Neurol 34, 724–726, doi: 10.1002/

ana.410340516 (1993).
3. Lu’o’ng, K. & Nguyen, L. T. Thiamine and Parkinson’s disease. J Neurol Sci 316, 1–8, doi: 10.1016/j.jns.2012.02.008 (2012).
4. Luong, K. V. & Nguyen, L. T. The beneficial role of thiamine in Parkinson disease. CNS Neurosci Ther 19, 461–468, doi: 10.1111/

cns.12078 (2013).
5. Costantini, A., Pala, M. I., Compagnoni, L. & Colangeli, M. High-dose thiamine as initial treatment for Parkinson’s disease. 

BMJ Case Rep 2013, doi: 10.1136/bcr-2013-009289 (2013).
6. Gangolf, M. et al. Thiamine status in humans and content of phosphorylated thiamine derivatives in biopsies and cultured cells. 

PLoS One 5, e13616, doi: 10.1371/journal.pone.0013616 (2010).
7. Mastrogiacoma, F., Bettendorff, L., Grisar, T. & Kish, S. J. Brain thiamine, its phosphate esters, and its metabolizing enzymes in 

Alzheimer’s disease. Ann Neurol 39, 585–591, doi: 10.1002/ana.410390507 (1996).
8. Bettendorff, L. et al. Low thiamine diphosphate levels in brains of patients with frontal lobe degeneration of the non-Alzheimer’s 

type. J Neurochem 69, 2005–2010 (1997).
9. Minz, B. Sur la liberation de la vitamine B1 par le trone isole de nerf pneumogastrique soumis a l’exitation electrique. C.R.Soc.

Biol. 127, 1251–1253 (1938).
10. von Muralt, A. The role of thiamine (vitamin B1) in nerve excitation. Exp Cell Res 14, 72–79 (1958).
11. von Muralt, A. Thiamine and peripheral neurophysiology. Gesundheit Derending 27, (1947).



www.nature.com/scientificreports/

23Scientific RepoRts | 5:12583 | DOi: 10.1038/srep12583

12. Bettendorff, L. & Wins, P. Biological functions of thiamine derivatives: Focus on non-coenzyme roles. OA Biochemistry 1, 1–10 
(2013).

13. Parkhomenko Iu, M., Donchenko, G. V. & Protasova, Z. S. [The neural activity of thiamine: facts and hypotheses]. Ukr Biokhim 
Zh 68, 3–14 (1996).

14. Parkhomenko Iu, M. et al. [Existence of two different active sites on thiamine binding protein in plasma membranes of 
synaptosomes]. Ukr Biokhim Zh 82, 34–41 (2010).

15. Sidorova, A. A., Stepanenko, S. P. & Parkhomenko Iu, M. [Characteristics of thiamine triphosphatase from neural cells plasma 
membranes]. Ukr Biokhim Zh 81, 57–65 (2009).

16. Parkhomenko Yu, M., Protasova, Z. G., Chernysh, I. Y. & Pkhakadze, E. G. Modulation of acethylcholine synthesis in rat brain 
synaptosomes by thiamine and its relation to the regulation of the pyruvate dehydrogenase complex activity. In: Biochemistry 
and Physiology of thiamin diphosphate enzymes (H. Bisswanger & J. Ullrich, eds), VCN, Weinheim, Germany, pp. 375–381 
(1991).

17. Parkhomenko Yu, M., Protasova, Z. S., Yanchiy, O. R., Khosta, k. & Donchenko, G. V. Localization of thiamine-binding protein 
in synaptosomes from the rat brain. Neurophysiology (English translation from Russian) 33, 135–139 (2001).

18. Nghiem, H. O., Bettendorff, L. & Changeux, J. P. Specific phosphorylation of Torpedo 43K rapsyn by endogenous kinase(s) with 
thiamine triphosphate as the phosphate donor. FASEB J 14, 543–554 (2000).

19. Nabokina, S. M. et al. Molecular identification and functional characterization of the human colonic thiamine pyrophosphate 
transporter. J Biol Chem 289, 4405–4416, doi: 10.1074/jbc.M113.528257 (2014).

20. Tanaka, T. et al. Adenosine thiamine triphosphate (AThTP) inhibits poly(ADP-ribose) polymerase-1 (PARP-1) activity. J Nutr 
Sci Vitaminol (Tokyo) 57, 192–196 (2011).

21. Bettendorff, L. et al. Discovery of a natural thiamine adenine nucleotide. Nat Chem Biol 3, 211–212, doi: 10.1038/nchembio867 
(2007).

22. Bunik, V. I., Tylicki, A. & Lukashev, N. V. Thiamin diphosphate-dependent enzymes: from enzymology to metabolic regulation, 
drug design and disease models. FEBS J 280, 6412–6442, doi: 10.1111/febs.12512 (2013).

23. Bunik, V. I. Thiamin-dependent enzymes: new perspectives from the interface between chemistry and biology. FEBS J 280, 
6373, doi: 10.1111/febs.12589 (2013).

24. Zhang, X. et al. Diaminothiazoles modify Tau phosphorylation and improve the tauopathy in mouse models. J Biol Chem 288, 
22042–22056, doi: 10.1074/jbc.M112.436402 (2013).

25. Haas, H. Thiamin and the brain. Annual Rev of Nutr 8, 483–515 (1998).
26. Parkhomenko, Y. M., Protasova, Z. S., Postoenko, V. A. & Donchenko, G. V. Localization of thiamine synthesis and degradation 

enzymes in the rat brain synaptosomes. Reports of the National Academy of Sciences of Ukraine (In Russian) 8, 73–76 (1988).
27. Petrov, S. A. [Thiamine metabolism in mouse organs and tissues in vivo and in vitro]. Fiziol Zh 38, 79–85 (1992).
28. Matsuo, T. & Suzuoki, Z. The occurrence of 4-methylthiazole-5-acetic acid as a thiamine metabolite in rabbit, dog, man and 

rat. J Biochem 65, 953–960 (1969).
29. Shatursky, O. Y., Volkova, T. M., Romanenko, O. V., Himmelreich, N. H. & Grishin, E. V. Vitamin B1 thiazole derivative reduces 

transmembrane current through ionic channels formed by toxins from black widow spider venom and sea anemone in planar 
phospholipid membranes. Biochim Biophys Acta 1768, 207–217, doi: 10.1016/j.bbamem.2006.10.012 (2007).

30. Vovk, A. I. & Romanenko, A. V. Thiazol analogs of vitamin B1 that depress neuromuscular transmission. Dokl Acad Nauk Ukr 
(in Russian) 5, 119–121 (1993).

31. Romanenko, A. V., Gnatenko, V. M., Vladimirova, I. A. & Vovk, A. I. Pre- and post-synaptic modulation of neuromuscular 
transmission in smooth muscles by thiazole analogs of vitamin B1. Neurophysiologia 27, 297–306 (1995).

32. Jin, J. et al. Identification of novel proteins associated with both alpha-synuclein and DJ-1. Mol Cell Proteomics 6, 845–859, doi: 
10.1074/mcp.M600182-MCP200 (2007).

33. Kahne, T. et al. Synaptic proteome changes in mouse brain regions upon auditory discrimination learning. Proteomics 12, 
2433–2444, doi: 10.1002/pmic.201100669 (2012).

34. Gigliobianco, T. et al. An alternative role of FoF1-ATP synthase in Escherichia coli: synthesis of thiamine triphosphate. Sci Rep 
3, 1071, doi: 10.1038/srep01071 (2013).

35. Klyashchitsky, B. A., Pozdnev, V. F., Mitina, V. K., Voskoboev, A. I. & Chernikevich, I. P. Isolation and purification of biopolymers 
by biospecific affinity chromatography. V. Affinity chromatography of pyruvate decarboxylase from brewer’s yeast. 
Bioorganicheskaya Khimiya 6, 1572–1579 (1980).

36. Bunik, V., Kaehne, T., Degtyarev, D., Shcherbakova, T. & Reiser, G. Novel isoenzyme of 2-oxoglutarate dehydrogenase is 
identified in brain, but not in heart. FEBS J 275, 4990–5006, doi: 10.1111/j.1742-4658.2008.06632.x (2008).

37. Shevchenko, A., Wilm, M., Vorm, O. & Mann, M. Mass spectrometric sequencing of proteins silver-stained polyacrylamide gels. 
Anal Chem 68, 850–858 (1996).

38. Huang da, W., Sherman, B. T. & Lempicki, R. A. Systematic and integrative analysis of large gene lists using DAVID 
bioinformatics resources. Nature Protocols 4, 44–57 (2008).

39. Jensen, L. J. et al. STRING 8—a global view on proteins and their functional interactions in 630 organisms. Nucleic Acids Res 
37, D412–D416, doi: 10.1093/nar/gkn760 (2009).

40. Mi, H., Muruganujan, A. & Thomas, P. D. PANTHER in 2013: modeling the evolution of gene function, and other gene 
attributes, in the context of phylogenetic trees. Nucleic Acids Res 41, D377–386, doi: 10.1093/nar/gks1118 (2013).

41. Sigrist, C. J. et al. New and continuing developments at PROSITE. Nucleic Acids Res 41, D344–D347, doi: 10.1093/nar/gks1067 
(2013).

42. Sigrist, C. J. et al. PROSITE: a documented database using patterns and profiles as motif descriptors. Brief Bioinform 3, 265–274 
(2002).

43. Waterhouse, A. M., Procter, J. B., Martin, D. M., Clamp, M. & Barton, G. J. Jalview Version 2—a multiple sequence alignment 
editor and analysis workbench. Bioinformatics 25, 1189–1191, doi: 10.1093/bioinformatics/btp033 (2009).

44. Sievers, F. et al. Fast, scalable generation of high-quality protein multiple sequence alignments using Clustal Omega. Mol Syst 
Biol 7, 539, doi: 10.1038/msb.2011.75 (2011).

45. Edgar, R. C. MUSCLE: a multiple sequence alignment method with reduced time and space complexity. BMC Bioinformatics 
5, 113, doi: 10.1186/1471-2105-5-113 (2004).

46. DeLano, W. L. The PyMOL Molecular Graphics System. San Carlos, CA: DeLano Scientific (2002).
47. Soriano, E. V. et al. Structural similarities between thiamin-binding protein and thiaminase-I suggest a common ancestor. 

Biochemistry 47, 1346–1357, doi: 10.1021/bi7018282 (2008).
48. Hawkins, C. F., Borges, A. & Perham, R. N. A common structural motif in thiamin pyrophosphate-binding enzymes. FEBS Lett 

255, 77–82 (1989).
49. Bunik, V. I. & Degtyarev, D. Structure-function relationships in the 2-oxo acid dehydrogenase family: substrate-specific 

signatures and functional predictions for the 2-oxoglutarate dehydrogenase-like proteins. Proteins 71, 874–890, doi: 10.1002/
prot.21766 (2008).



www.nature.com/scientificreports/

2 4Scientific RepoRts | 5:12583 | DOi: 10.1038/srep12583

50. Ianchii, O. R., Parkhomenko Iu, M. & Donchenko, H. V. [Properties of thiamine-binding proteins isolated from rat brain, liver 
and kidneys]. Ukr Biokhim Zh 73, 107–111 (2001).

51. Chan, K. M., Delfert, D. & Junger, K. D. A direct colorimetric assay for Ca2+  -stimulated ATPase activity. Anal Biochem 157, 
375–380 (1986).

52. di Salvo, M. L., Hunt, S. & Schirch, V. Expression, purification, and kinetic constants for human and Escherichia coli pyridoxal 
kinases. Protein Expr Purif 36, 300–306, doi: 10.1016/j.pep.2004.04.021 (2004).

53. Musayev, F. N. et al. Crystal Structure of human pyridoxal kinase: structural basis of M(+ ) and M(2+ ) activation. Protein Sci 
16, 2184–2194, doi: 10.1110/ps.073022107 (2007).

54. Elsinghorst, P. W., di Salvo, M. L., Parroni, A. & Contestabile, R. Inhibition of human pyridoxal kinase by 2-acetyl-4-((1R,2S,3R)-
1,2,3,4-tetrahydroxybutyl)imidazole (THI). J Enzyme Inhib Med Chem 30, 336–340, doi: 10.3109/14756366.2014.915396 (2014).

55. Lee, Z. H. et al. Identification of a brain specific protein that associates with a refsum disease gene product, phytanoyl-CoA 
alpha-hydroxylase. Brain Res Mol Brain Res 75, 237–247 (2000).

56. Wiczer, B. M. & Bernlohr, D. A. A novel role for fatty acid transport protein 1 in the regulation of tricarboxylic acid cycle and 
mitochondrial function in 3T3-L1 adipocytes. J Lipid Res 50, 2502–2513, doi: 10.1194/jlr.M900218-JLR200 (2009).

57. Bandyopadhyay, S. & Cookson, M. R. Evolutionary and functional relationships within the DJ1 superfamily. BMC Evol Biol 4, 
1–9, doi: 10.1186/1471-2148-4-6 (2004).

58. Shangari, N., Mehta, R. & O’Brien P., J. Hepatocyte susceptibility to glyoxal is dependent on cell thiamin content. Chem Biol 
Interact 165, 146–154, doi: 10.1016/j.cbi.2006.11.009 (2007).

59. Salem, H. M. Glyoxalase and methylglyoxal in thiamine-deficient rats. Biochem J 57, 227–230 (1954).
60. Trofimova, L. K. et al. Consequences of the alpha-ketoglutarate dehydrogenase inhibition for neuronal metabolism and survival: 

implications for neurodegenerative diseases. Curr Med Chem 19, 5895–5906 (2012).
61. Araujo, W. L. et al. On the role of the mitochondrial 2-oxoglutarate dehydrogenase complex in amino acid metabolism. Amino 

Acids 44, 683–700, doi: 10.1007/s00726-012-1392-x (2013).
62. Safo, M. K. et al. Crystal structure of pyridoxal kinase from the Escherichia coli pdxK gene: implications for the classification 

of pyridoxal kinases. J Bacteriol 188, 4542–4552, doi: 10.1128/JB.00122-06 (2006).
63. Safo, M. K. et al. Crystal structure of the PdxY Protein from Escherichia coli. J Bacteriol 186, 8074–8082, doi: 10.1128/

JB.186.23.8074-8082.2004 (2004).
64. Smith, T. J. et al. The structure of apo human glutamate dehydrogenase details subunit communication and allostery. J Mol Biol 

318, 765–777, doi: 10.1016/S0022-2836(02)00161-4 (2002).
65. Chernikevitsch, I. P., Voskoboev, A. L. & Klyashchitsky, B. A. Isoation and purification of biopolymers by biospecific affinity 

chromatography. VII. Purification of thiamine pyrophospholinase from brewer’s yeast by affinity-adsorbent chromatography. 
Bioorganicheskaya Khimiya (in Russian) 7, 209–216 (1981).

66. Visser, J., Strating, M. & van Dongen, W. Affinity chromatography studies with the pyruvate dehydrogenase complex of wild-
type Escherichia coli. Biochim Biophys Acta 524, 37–44 (1978).

67. Gangolf, M., Wins, P., Thiry, M., El Moualij, B. & Bettendorff, L. Thiamine triphosphate synthesis in rat brain occurs in 
mitochondria and is coupled to the respiratory chain. J Biol Chem 285, 583–594, doi: 10.1074/jbc.M109.054379 (2010).

68. Bettendorff, L. Thiamine homeostasis in neuroblastoma cells. Neurochem Int 26, 295–302 (1995).
69. Parkhomenko, Y. M. et al. Chronic alcoholism in rats induces a compensatory response, preserving brain thiamine diphosphate, 

but the brain 2-oxo acid dehydrogenases are inactivated despite unchanged coenzyme levels. J Neurochem 117, 1055–1065, doi: 
10.1111/j.1471-4159.2011.07283.x (2011).

70. Bunik, V. I. 2-Oxo acid dehydrogenase complexes in redox regulation. Eur J Biochem 270, 1036–1042 (2003).
71. Bunik, V., Raddatz, G. & Strumilo, S. Translating enzymology into metabolic regulation: the case of the 2-oxoglutarate 

dehydrogenase multienzyme complex. Curr Chem Biol 7, (2013).
72. Stepuro, A. I., Adamchuk, R. I., Oparin, A. Y. & Stepuro, II. Thiamine inhibits formation of dityrosine, a specific marker of 

oxidative injury, in reactions catalyzed by oxoferryl forms of hemoglobin. Biochemistry (Mosc) 73, 1031–1041 (2008).
73. Parkhomenko Iu, M., Stepuro, II, Donchenko, G. V. & Stepuro, V. I. [Oxidized derivatives of thiamine: formation, properties, 

biological role]. Ukr Biokhim Zh 84, 5–24 (2012).
74. Bozic, I. et al. Benfotiamine Attenuates Inflammatory Response in LPS Stimulated BV-2 Microglia. PLoS One 10, e0118372, 

doi: 10.1371/journal.pone.0118372 (2015).
75. Wolak, N., Kowalska, E., Kozik, A. & Rapala-Kozik, M. Thiamine increases the resistance of baker’s yeast Saccharomyces 

cerevisiae against oxidative, osmotic and thermal stress, through mechanisms partly independent of thiamine diphosphate-
bound enzymes. FEMS Yeast Res 14, 1249–1262, doi: 10.1111/1567-1364.12218 (2014).

76. di Salvo, M. L., Contestabile, R. & Safo, M. K. Vitamin B(6) salvage enzymes: mechanism, structure and regulation. Biochim 
Biophys Acta 1814, 1597–1608, doi: 10.1016/j.bbapap.2010.12.006 (2011).

77. Guan, K. L. & Xiong, Y. Regulation of intermediary metabolism by protein acetylation. Trends Biochem Sci 36, 108–116, doi: 
10.1016/j.tibs.2010.09.003 (2011).

78. Brochier, C. et al. Specific acetylation of p53 by HDAC inhibition prevents DNA damage-induced apoptosis in neurons. J 
Neurosci 33, 8621–8632, doi: 10.1523/JNEUROSCI.5214-12.2013 (2013).

79. Kim, E. Y. et al. Acetylation of malate dehydrogenase 1 promotes adipogenic differentiation via activating its enzymatic activity. 
J Lipid Res 53, 1864–1876, doi: 10.1194/jlr.M026567 (2012).

80. Kim, E. Y., Han, B. S., Kim, W. K., Lee, S. C. & Bae, K. H. Acceleration of adipogenic differentiation via acetylation of malate 
dehydrogenase 2. Biochem Biophys Res Commun 441, 77–82, doi: 10.1016/j.bbrc.2013.10.016 (2013).

81. Pylypchuk, S., Parkhomenko Iu, M., Protasova, Z. S., Vovk, A. I. & Donchenko, H. V. [Interaction of rat brain thiamine kinase 
with thiamine and its derivatives]. Ukr Biokhim Zh 73, 51–56 (2001).

82. Chin, R. M. et al. The metabolite alpha-ketoglutarate extends lifespan by inhibiting ATP synthase and TOR. Nature 510, 
397–401, doi: 10.1038/nature13264 (2014).

83. Liu, S. et al. Metabolic effects of acute thiamine depletion are reversed by rapamycin in breast and leukemia cells. PLoS One 9, 
e85702, doi: 10.1371/journal.pone.0085702 (2014).

84. Finnemann, J. & Schjoerring, J. K. Post-translational regulation of cytosolic glutamine synthetase by reversible phosphorylation 
and 14-3-3 protein interaction. Plant J 24, 171–181 (2000).

85. Boyd-Kimball, D. et al. Proteomic identification of proteins oxidized by Abeta(1-42) in synaptosomes: implications for 
Alzheimer’s disease. Brain Res 1044, 206–215, doi: 10.1016/j.brainres.2005.02.086 (2005).

86. Bunik, V. I. & Sievers, C. Inactivation of the 2-oxo acid dehydrogenase complexes upon generation of intrinsic radical species. 
Eur J Biochem 269, 5004–5015 (2002).

87. Zundorf, G., Kahlert, S., Bunik, V. I. & Reiser, G. alpha-Ketoglutarate dehydrogenase contributes to production of reactive 
oxygen species in glutamate-stimulated hippocampal neurons in situ. Neuroscience 158, 610–616, doi: 10.1016/j.
neuroscience.2008.10.015 (2009).

88. Quinlan, C. L. et al. The 2-oxoacid dehydrogenase complexes in mitochondria can produce superoxide/hydrogen peroxide at 
much higher rates than complex I. J Biol Chem 289, 8312–8325, doi: 10.1074/jbc.M113.545301 (2014).



www.nature.com/scientificreports/

25Scientific RepoRts | 5:12583 | DOi: 10.1038/srep12583

89. Bunik, V. et al. Interaction of thioredoxins with target proteins: role of particular structural elements and electrostatic properties 
of thioredoxins in their interplay with 2-oxoacid dehydrogenase complexes. Protein Sci 8, 65–74, doi: 10.1110/ps.8.1.65 (1999).

90. Scarafoni, A. et al. Biochemical and functional characterization of an albumin protein belonging to the hemopexin superfamily 
from Lens culinaris seeds. J Agric Food Chem 59, 9637–9644, doi: 10.1021/jf202026d (2011).

91. Fahien, L. A., MacDonald, M. J., Teller, J. K., Fibich, B. & Fahien, C. M. Kinetic advantages of hetero-enzyme complexes with 
glutamate dehydrogenase and the alpha-ketoglutarate dehydrogenase complex. J Biol Chem 264, 12303–12312 (1989).

92. Robinson, J. B., Jr. & Srere, P. A. Organization of Krebs tricarboxylic acid cycle enzymes in mitochondria. J Biol Chem 260, 
10800–10805 (1985).

93. Bruschi, S. A., Lindsay, J. G. & Crabb, J. W. Mitochondrial stress protein recognition of inactivated dehydrogenases during 
mammalian cell death. Proc Natl Acad Sci USA 95, 13413–13418 (1998).

94. McKenna, M. C. Glutamate dehydrogenase in brain mitochondria: do lipid modifications and transient metabolon formation 
influence enzyme activity? Neurochem Int 59, 525–533, doi: 10.1016/j.neuint.2011.07.003 (2011).

95. Beeckmans, S. & Kanarek, L. Demonstration of physical interactions between consecutive enzymes of the citric acid cycle and 
of the aspartate-malate shuttle. A study involving fumarase, malate dehydrogenase, citrate synthesis and aspartate 
aminotransferase. Eur J Biochem 117, 527–535 (1981).

96. Teller, J. K., Fahien, L. A. & Valdivia, E. Interactions among mitochondrial aspartate aminotransferase, malate dehydrogenase, 
and the inner mitochondrial membrane from heart, hepatoma, and liver. J Biol Chem 265, 19486–19494 (1990).

97. Kim, Y. T., Kwok, F. & Churchich, J. E. Interactions of pyridoxal kinase and aspartate aminotransferase emission anisotropy and 
compartmentation studies. J Biol Chem 263, 13712–13717 (1988).

98. Ge, F. et al. Identification of novel 14-3-3zeta interacting proteins by quantitative immunoprecipitation combined with 
knockdown (QUICK). J Proteome Res 9, 5848–5858, doi: 10.1021/pr100616g (2010).

99. Meek, S. E., Lane, W. S. & Piwnica-Worms, H. Comprehensive proteomic analysis of interphase and mitotic 14-3-3-binding 
proteins. J Biol Chem 279, 32046–32054, doi: 10.1074/jbc.M403044200 (2004).

100. Jin, J. et al. Proteomic, functional, and domain-based analysis of in vivo 14-3-3 binding proteins involved in cytoskeletal 
regulation and cellular organization. Curr Biol 14, 1436–1450, doi: 10.1016/j.cub.2004.07.051 (2004).

101. Boyd-Kimball, D. et al. Proteomic identification of proteins specifically oxidized by intracerebral injection of amyloid beta-
peptide (1-42) into rat brain: implications for Alzheimer’s disease. Neuroscience 132, 313–324, doi: 10.1016/j.
neuroscience.2004.12.022 (2005).

102. Wang, D. et al. Ca2+ -Calmodulin regulates SNARE assembly and spontaneous neurotransmitter release via v-ATPase subunit 
V0a1. J Cell Biol 205, 21–31, doi: 10.1083/jcb.201312109 (2014).

103. Hayashi, N., Izumi, Y., Titani, K. & Matsushima, N. The binding of myristoylated N-terminal nonapeptide from neuro-specific 
protein CAP-23/NAP-22 to calmodulin does not induce the globular structure observed for the calmodulin-nonmyristylated 
peptide complex. Protein Sci 9, 1905–1913, doi: 10.1110/ps.9.10.1905 (2000).

104. Neltner, B. S., Zhao, Y., Sacks, D. B. & Davis, H. W. Thrombin-induced phosphorylation of MARCKS does not alter its 
interactions with calmodulin or actin. Cell Signal 12, 71–79 (2000).

105. Nicol, S., Rahman, D. & Baines, A. J. Interaction of synapsin IIb with calmodulin: identification of a high affinity site. Biochem 
Soc Trans 26, S109 (1998).

106. Lu, M., Ammar, D., Ives, H., Albrecht, F. & Gluck, S. L. Physical interaction between aldolase and vacuolar H+ -ATPase is 
essential for the assembly and activity of the proton pump. J Biol Chem 282, 24495–24503, doi: 10.1074/jbc.M702598200 (2007).

107. Mosevitsky, M. I. Nerve ending “signal” proteins GAP-43, MARCKS, and BASP1. Int Rev Cytol 245, 245–325, doi: 10.1016/
S0074-7696(05)45007-X (2005).

108. Mosevitsky, M. & Silicheva, I. Subcellular and regional location of “brain” proteins BASP1 and MARCKS in kidney and testis. 
Acta Histochem 113, 13–18, doi: 10.1016/j.acthis.2009.07.002 (2011).

109. Fang, S. et al. MARCKS and HSP70 interactions regulate mucin secretion by human airway epithelial cells in vitro. Am J Physiol 
Lung Cell Mol Physiol 304, L511–L518, doi: 10.1152/ajplung.00337.2012 (2013).

110. Giovedi, S. et al. Synapsin is a novel Rab3 effector protein on small synaptic vesicles. I. Identification and characterization of 
the synapsin I-Rab3 interactions in vitro and in intact nerve terminals. J Biol Chem 279, 43760–43768, doi: 10.1074/jbc.
M403293200 (2004).

111. Sikorsky, A. F. & Goodman, S. R. The effect of synapsin I phosphorylation upon binding of synaptic vesicles to spectrin. Brain 
Res Bull 27, 195–198 (1991).

112. Benfenati, F., Valtorta, F., Chieregatti, E. & Greengard, P. Interaction of free and synaptic vesicle-bound synapsin I with F-actin. 
Neuron 8, 377–386 (1992).

113. Zhou, S. et al. Functional interaction of glutathione S-transferase pi and peroxiredoxin 6 in intact cells. Int J Biochem Cell Biol 
45, 401–407, doi: 10.1016/j.biocel.2012.11.005 (2013).

114. Kim, I. K., Lee, K. J., Rhee, S., Seo, S. B. & Pak, J. H. Protective effects of peroxiredoxin 6 overexpression on amyloid beta-
induced apoptosis in PC12 cells. Free Radic Res 47, 836–846, doi: 10.3109/10715762.2013.833330 (2013).

115. Stanyon, H. F. & Viles, J. H. Human serum albumin can regulate amyloid-beta peptide fiber growth in the brain interstitium: 
implications for Alzheimer disease. J Biol Chem 287, 28163–28168, doi: 10.1074/jbc.C112.360800 (2012).

116. Hwang, J. H., Jiang, T., Kulkarni, S., Faure, N. & Schaffhausen, B. S. Protein phosphatase 2A isoforms utilizing Abeta scaffolds 
regulate differentiation through control of Akt protein. J Biol Chem 288, 32064–32073, doi: 10.1074/jbc.M113.497644 (2013).

117. Bennett, A. F. & Baines, A. J. Bundling of microtubules by synapsin 1. Characterization of bundling and interaction of distinct 
sites in synapsin 1 head and tail domains with different sites in tubulin. Eur J Biochem 206, 783–792 (1992).

118. Marcucci, R. et al. Pin1 and WWP2 regulate GluR2 Q/R site RNA editing by ADAR2 with opposing effects. EMBO J 30, 
4211–4222, doi: 10.1038/emboj.2011.303 (2011).

119. Lussier, M. P., Gu, X., Lu, W. & Roche, K. W. Casein kinase 2 phosphorylates GluA1 and regulates its surface expression. Eur J 
Neurosci 39, 1148–1158, doi: 10.1111/ejn.12494 (2014).

120. Ventii, K. H. & Wilkinson, K. D. Protein partners of deubiquitinating enzymes. Biochem J 414, 161–175, doi: 10.1042/
BJ20080798 (2008).

121. Soda, K. et al. Role of dynamin, synaptojanin, and endophilin in podocyte foot processes. J Clin Invest 122, 4401–4411, doi: 
10.1172/JCI65289 (2012).

122. Hrabchak, C., Henderson, H. & Varmuza, S. A testis specific isoform of endophilin B1, endophilin B1t, interacts specifically 
with protein phosphatase-1c gamma2 in mouse testis and is abnormally expressed in PP1c gamma null mice. Biochemistry 46, 
4635–4644, doi: 10.1021/bi6025837 (2007).

123. Ratliff, D. M., Vander Jagt, D. J., Eaton, R. P. & Vander Jagt, D. L. Increased levels of methylglyoxal-metabolizing enzymes in 
mononuclear and polymorphonuclear cells from insulin-dependent diabetic patients with diabetic complications: aldose 
reductase, glyoxalase I, and glyoxalase II—a clinical research center study. J Clin Endocrinol Metab 81, 488–492, doi: 10.1210/
jcem.81.2.8636255 (1996).



www.nature.com/scientificreports/

2 6Scientific RepoRts | 5:12583 | DOi: 10.1038/srep12583

124. Rivelli, J. F. et al. Retraction. Activation of Aldose Reductase by Interaction With Tubulin and Involvement of This Mechanism 
in Diabetic Cataract Formation. Diabetes. 10 April 2014 [Epub ahead of print]. DOI: 10.2337/db13-1265. Diabetes 63, 2896, 
doi: 10.2337/db13-1265 (2014).

Acknowledgments
G.M., V.A. and V.B. acknowledge the support of Russian Science Foundation (grant No. 14-15-00133 to 
V.B.). G.M. was supported by the Ulg SRDE Fellowship 2014. L.B. is Research Director at the “Fonds 
de la Recherche Scientifique” (F.R.S.-FNRS) and was supported by the Foundation for Alzheimer 
Research (SAO-FRA). T.K. was supported by the federal state of Saxony-Anhalt and the “European 
Regional Developement Fund” (ERDF 2007-2013), Vorhaben: Center for Behavioral Brain Sciences 
(CBBS). M.L.dS., A.P. and R.C. were partly supported by Finanziamento Progetti di Ricerca 2011–2012 
of Sapienza University of Rome.

Author Contributions
G.M. performed biochemical experiments, bioinformatics and literature analysis of the obtained 
proteome data; V.A. created the thiamin-binding patterns, performed the related bioinformatics searches 
and investigated potential functional significance of the patterns in the thiamin and thiazolium-binding 
proteins; Y.P. isolated synaptosomal proteins using affinity chromatography; T.K. identified thiamin- 
and thiazolium-binding proteins by mass spectrometry; M.L.dS., A.P. and R.C. produced recombinant 
pyridoxal kinase and analyzed kinetics of its inhibition by thiamin compounds; A.V. synthesized affinity 
sorbents; L.B. supported mass spectrometry analysis of the thiamin and thiazolium-binding proteins in 
Liege, provided thiamin triphosphate and its adenylated derivative, V.B. designed the study and wrote 
the paper. All authors discussed the data obtained and provided comments upon preparation of the 
manuscript.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Mkrtchyan, G. et al. Molecular mechanisms of the non-coenzyme action 
of thiamin in brain: biochemical, structural and pathway analysis. Sci. Rep. 5, 12583; doi: 10.1038/
srep12583 (2015).

This work is licensed under a Creative Commons Attribution 4.0 International License. The 
images or other third party material in this article are included in the article’s Creative Com-

mons license, unless indicated otherwise in the credit line; if the material is not included under the 
Creative Commons license, users will need to obtain permission from the license holder to reproduce 
the material. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/

http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/


Molecular mechanisms of the non-coenzyme action of thiamin in brain: biochemical, 
structural and pathway analysis 

 
Mkrtchyan Garik, Aleshin Vasily, Parkhomenko Yulia, Kaehne Thilo, di Salvo Martino Luigi, 

Parroni Alessia, Contestabile Roberto, Vovk Andrey, Bettendorff Lucien, Bunik Victoria 

 

Supplementary information 

 
 
Supplementary Fig. S1. SDS-electrophoresis of proteins eluted from the affine sorbents 
modified by thiamin (lanes 1,2) and DMHT (lanes 3,4). The proteins were eluted by 10 mM 
Tris-HCl, pH 7.4, with 1M NaCl (lanes 1,3) and 2 M urea (lanes 2,4). 1 µg of the eluted protein 
(A, 7% gel) or equal volume (15 µL) of each fraction (B, 10% gel) was applied to lanes 1-4. 
Position of markers on the gels is given by the arrows with molecular masses in kDa. 
Unprocessed original scans of SDS gels for Supplementary Fig. S1A and B are provided below 
as gels A’ and B’ with the lanes 1 – 4 indicated, correspondently.  
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Supplementary Fig. S2. STRING visualization of the thiamine (A) and thiazolium (B) 
interactomes, defined by the database-extracted interactions between the identified proteins of 
the proteomes. Color code for the interactions is given on the figure. Encircled protein clusters 
correspond to metabolism (blue), signaling through 14–3–3 proteins (red), Ca2+-dependent 
regulation (yellow), redox state (green).  
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Supplementary Fig. S3. Thiamine and derivatives binding patterns in the 3D structures of MDH 

from archaea (A) and bacteria (B). Close view of the thiamin diphosphokinase/ThiB pattern 

(pink) found in different sequence parts of the archaeal and bacterial MDHs is presented together 

with the patterns found in eukaryotic MDHs (yellow and orange) to show localization of all 

these patterns close to the active site. The pattern color code and other details are as in Fig. 3.  A 

-  Dimer of MDH from Haloarcula marismortui, R207S, R292S mutant with NAD+ bound (PDB 

ID: 2X0R). B – Dimer of MDH from Aquaspirillium arcticum with NAD+ and oxaloacetate 

(colored in green) bound (PDB ID: 1B8U). 

 
 
 



Supplementary Table S1 
Accession codes of proteins are given according to Mnemonic identifiers of UniProtKB 

 
A – Thiamin-binding proteome 

 

Accession Protein MW [kDa] pI Scores #Peptides SC [%] repeats 
MDHM_RAT  Malate dehydrogenase, mitochondrial OS=Rattus norvegicus GN=Mdh2 PE=1 SV=2  35,7  9,8  1130,4  16  56,5  9 
PDXK_RAT  Pyridoxal kinase OS=Rattus norvegicus GN=Pdxk PE=1 SV=1  34,9  6,4  933,6  11  50  3 
PDIA3_RAT  Protein disulfide‐isomerase A3 OS=Rattus norvegicus GN=Pdia3 PE=1 SV=2  56,6  5,8  717,6  13  26,5  2 
HSP7C_RAT  Heat shock cognate 71 kDa protein OS=Rattus norvegicus GN=Hspa8 PE=1 SV=1  70,8  5,2  684  10  20,9  3 
SYYC_RAT  Tyrosyl‐tRNA synthetase, cytoplasmic OS=Rattus norvegicus GN=Yars PE=2 SV=3  59,1  6,6  607,9  11  20,8  0 
CYC_RAT  Cytochrome c, somatic OS=Rattus norvegicus GN=Cycs PE=1 SV=2  11,6  10,2  588,4  8  59  0 
ALBU_RAT  Serum albumin OS=Rattus norvegicus GN=Alb PE=1 SV=2  68,7  6,1  586,6  12  20,9  6 
HBB2_RAT  Hemoglobin subunit beta‐2 OS=Rattus norvegicus PE=1 SV=2  16  9,7  508  9  63,3  1 
PPIA_RAT  Peptidyl‐prolyl cis‐trans isomerase A OS=Rattus norvegicus GN=Ppia PE=1 SV=2  17,9  9,4  491,2  10  33,5  1 
SODM_RAT  Superoxide dismutase [Mn], mitochondrial OS=Rattus norvegicus GN=Sod2 PE=1 SV=2  24,7  9,65  476,17  7  38,7  1 
HBB1_RAT  Hemoglobin subunit beta‐1 OS=Rattus norvegicus GN=Hbb PE=1 SV=3  16  9  451,6  2  51,7  3 
1433Z_RAT  14‐3‐3 protein zeta/delta OS=Rattus norvegicus GN=Ywhaz PE=1 SV=1  27,8  4,57  444,62  6  27,3  0 
1433E_RAT  14‐3‐3 protein epsilon OS=Rattus norvegicus GN=Ywhae PE=1 SV=1  29,2  4,48  347,7  6  24,7  1 
K1C10_RAT  Keratin, type I cytoskeletal 10 OS=Rattus norvegicus GN=Krt10 PE=2 SV=1  56,5  5  341,7  5  8,9  4 
GDIR1_RAT  Rho GDP‐dissociation inhibitor 1 OS=Rattus norvegicus GN=Arhgdia PE=1 SV=1  23,4  5  329  5  35,3  1 
HBA_RAT  Hemoglobin subunit alpha‐1/2 OS=Rattus norvegicus GN=Hba1 PE=1 SV=3  15,3  9  313,8  4  41,5  2 
RADI_MOUSE  Radixin OS=Mus musculus GN=Rdx PE=1 SV=2  68,6  5,8  307,2  9  11,7  0 
EZRI_RAT  Ezrin OS=Rattus norvegicus GN=Ezr PE=1 SV=3  69,3  5,8  299,8  3  2,7  0 
GRP78_RAT  78 kDa glucose‐regulated protein OS=Rattus norvegicus GN=Hspa5 PE=1 SV=1  72,3  4,92  286,51  3  8,7  0 
DHPR_RAT  Dihydropteridine reductase OS=Rattus norvegicus GN=Qdpr PE=1 SV=1  25,5  8,99  278,93  3  29,9  0 
PSTS_ECOLI  Phosphate‐binding protein pstS OS=Escherichia coli (strain K12) GN=pstS PE=1 SV=1  37  9  261,2  4  11,8  0 
SPTA2_RAT  Spectrin alpha chain, brain OS=Rattus norvegicus GN=Sptan1 PE=1 SV=2  284,5  5,08  245,1  2  4,3  0 
TRIM2_MOUSE  Tripartite motif‐containing protein 2 OS=Mus musculus GN=Trim2 PE=1 SV=1  81,4  6,5  242,2  5  6,6  0 



GSTP1_RAT  Glutathione S‐transferase P OS=Rattus norvegicus GN=Gstp1 PE=1 SV=2  23,4  7,69  215,85  2  15,2  0 
1433G_RAT  14‐3‐3 protein gamma OS=Rattus norvegicus GN=Ywhag PE=1 SV=2  28,3  4,65  213,61  4  15  0 
GSTM4_RAT  Glutathione S‐transferase Yb‐3 OS=Rattus norvegicus GN=Gstm3 PE=1 SV=2  25,7  7,63  210,87  3  20,2  0 

SUCA_RAT 
Succinyl‐CoA ligase [GDP‐forming] subunit alpha, mitochondrial OS=Rattus norvegicus 
GN=Suclg1 PE=2 SV=2  36,1  10,29  203,48  5  19,4  0 

GLO2_RAT 
Hydroxyacylglutathione hydrolase, mitochondrial OS=Rattus norvegicus GN=Hagh
PE=1 SV=2  34,1  8,78  192,19  3  13,3  0 

OMPA_SERMA  Outer membrane protein A OS=Serratia marcescens GN=ompA PE=3 SV=1  38,4  8,9  179,8  4  13,1  0 
KACA_RAT  Ig kappa chain C region, A allele OS=Rattus norvegicus PE=1 SV=1  11,7  4,85  173,85  2  32,1  0 
TKT_RAT  Transketolase OS=Rattus norvegicus GN=Tkt PE=1 SV=1  67,6  7,9  172,4  5  6,4  1 
CAH2_RAT  Carbonic anhydrase 2 OS=Rattus norvegicus GN=Ca2 PE=1 SV=2  29,1  7,1  168,5  4  14,2  1 
ECI1_RAT  Enoyl‐CoA delta isomerase 1, mitochondrial OS=Rattus norvegicus GN=Eci1 PE=1 SV=1  32,2  10,06  166,91  3  13,5  0 
NSF_RAT  Vesicle‐fusing ATPase OS=Rattus norvegicus GN=Nsf PE=1 SV=1  82,6  6,6  163,6  3  4,4  2 
ACTG_RAT  Actin, cytoplasmic 2 OS=Rattus norvegicus GN=Actg1 PE=1 SV=1  41,8  5,2  161,3  2  11,7  0 
ALDOC_RAT  Fructose‐bisphosphate aldolase C OS=Rattus norvegicus GN=Aldoc PE=1 SV=3  39,3  6,82  158,6  2  8,5  0 
AATC_RAT  Aspartate aminotransferase, cytoplasmic OS=Rattus norvegicus GN=Got1 PE=1 SV=3  46,4  6,9  149,8  2  5,3  0 

MANF_RAT 
Mesencephalic astrocyte‐derived neurotrophic factor OS=Rattus norvegicus GN=Manf 
PE=1 SV=1  20,4  9,5  137,3  3  16,8  1 

CF203_MOUSE  Uncharacterized protein C6orf203 homolog OS=Mus musculus PE=1 SV=1  27,8  9,9  133,4  4  10  0 
RP3A_RAT  Rabphilin‐3A OS=Rattus norvegicus GN=Rph3a PE=1 SV=1  75,8  9,4  128  3  5,4  0 
GLNA_RAT  Glutamine synthetase OS=Rattus norvegicus GN=Glul PE=1 SV=3  42,2  6,7  117,8  3  7,2  1 
ALDOA_RAT  Fructose‐bisphosphate aldolase A OS=Rattus norvegicus GN=Aldoa PE=1 SV=2  39,3  9,2  115,2  2  5,8  1 

ECH1_RAT 
Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial OS=Rattus norvegicus 
GN=Ech1 PE=1 SV=2  36,1  9,14  109,73  1  8,9  0 

DPYL2_MOUSE  Dihydropyrimidinase‐related protein 2 OS=Mus musculus GN=Dpysl2 PE=1 SV=2  62,2  5,9  103,3  2  3  0 
CSK21_RAT  Casein kinase II subunit alpha OS=Rattus norvegicus GN=Csnk2a1 PE=1 SV=2  45  7,9  100,3  2  6,4  1 
LDHA_RAT  L‐lactate dehydrogenase A chain OS=Rattus norvegicus GN=Ldha PE=1 SV=1  36,4  9,3  91,5  2  5,7  0 
SEPT7_RAT  Septin‐7 OS=Rattus norvegicus GN=Sept7 PE=1 SV=1  50,5  9,5  91,2  2  5,5  0 
ALDR_RAT  Aldose reductase OS=Rattus norvegicus GN=Akr1b1 PE=1 SV=3  35,8  6,3  89,5  2  6,3  0 
GRIA2_RAT  Glutamate receptor 2 OS=Rattus norvegicus GN=Gria2 PE=1 SV=2  98,6  7,66  87,46  2  6,3  0 
THY1_RAT  Thy‐1 membrane glycoprotein OS=Rattus norvegicus GN=Thy1 PE=1 SV=1  18,2  10,4  87,2  2  10,6  1 



IGG2B_RAT  Ig gamma‐2B chain C region OS=Rattus norvegicus GN=Igh‐1a PE=1 SV=1  36,5  8,9  85  2  5,4  0 
ACTB_RAT  Actin, cytoplasmic 1 OS=Rattus norvegicus GN=Actb PE=1 SV=1  41,7  5,18  81,49  1  5,6  0 
ACV1C_RAT  Activin receptor type‐1C OS=Rattus norvegicus GN=Acvr1c PE=1 SV=1  54,8  8,96  81,45  2  5,1  0 

PP1A_MOUSE 
Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit OS=Mus musculus 
GN=Ppp1ca PE=1 SV=1  37,5  5,9  78,7  2  6,1  0 

MGT5A_RAT 
Alpha‐1,6‐mannosylglycoprotein 6‐beta‐N‐acetylglucosaminyltransferase A OS=Rattus 
norvegicus GN=Mgat5 PE=1 SV=1  84,5  9,39  73,31  2  5,3  0 

OTC_RAT 
Ornithine carbamoyltransferase, mitochondrial OS=Rattus norvegicus GN=Otc PE=1 
SV=1  39,9  9,56  49,72  1  3,4  0 

 
B – Thiazolium-binding proteome 

 
Accession Protein MW [kDa] pI Scores #Peptides SC [%] repeats 
ALBU_RAT  Serum albumin OS=Rattus norvegicus GN=Alb PE=1 SV=2  68,7  6,08  1193,73  18  32,1  17 

MDHM_RAT  Malate dehydrogenase, mitochondrial OS=Rattus norvegicus GN=Mdh2 PE=1 SV=2  35,7  9,83  1134,82  16  61,2  16 

ACTB_RAT  Actin, cytoplasmic 1 OS=Rattus norvegicus GN=Actb PE=1 SV=1  41,7  5,18  1024,05  14  51,2  23 
TBA1A_RAT  Tubulin alpha‐1A chain OS=Rattus norvegicus GN=Tuba1a PE=1 SV=1  50,1  4,81  976,43  13  51,9  8 
TBA1B_RAT  Tubulin alpha‐1B chain OS=Rattus norvegicus GN=Tuba1b PE=1 SV=1  50,1  4,81  958,66  13  51,9  4 
ACTG_RAT  Actin, cytoplasmic 2 OS=Rattus norvegicus GN=Actg1 PE=1 SV=1  41,8  5,2  953,52  11  48  11 
1433E_RAT  14‐3‐3 protein epsilon OS=Rattus norvegicus GN=Ywhae PE=1 SV=1  29,2  4,48  934,15  12  52,9  15 

PDXK_RAT  Pyridoxal kinase OS=Rattus norvegicus GN=Pdxk PE=1 SV=1  34,9  6,35  907,78  12  55,8  12 

VATB2_RAT 
V‐type proton ATPase subunit B, brain isoform OS=Rattus norvegicus GN=Atp6v1b2 

PE=1 SV=1  56,5  5,48  865,05  11  34,8  12 
1433Z_RAT  14‐3‐3 protein zeta/delta OS=Rattus norvegicus GN=Ywhaz PE=1 SV=1  27,8  4,57  863,88  11  57,6  13 

DHE3_RAT  Glutamate dehydrogenase 1, mitochondrial OS=Rattus norvegicus GN=Glud1 PE=1 SV=2  61,4  8,84  815,73  11  32,8  17 

GLNA_RAT  Glutamine synthetase OS=Rattus norvegicus GN=Glul PE=1 SV=3  42,2  6,73  808,79  9  40,2  10 
ALDOA_RAT  Fructose‐bisphosphate aldolase A OS=Rattus norvegicus GN=Aldoa PE=1 SV=2  39,3  9,2  760,55  11  37,6  11 
VATA_MOUSE  V‐type proton ATPase catalytic subunit A OS=Mus musculus GN=Atp6v1a PE=1 SV=2  68,3  5,3  727,1  12  20,1  5 
HS90A_RAT  Heat shock protein HSP 90‐alpha OS=Rattus norvegicus GN=Hsp90aa1 PE=1 SV=3  84,8  4,78  727,08  11  22  13 
DLDH_RAT  Dihydrolipoyl dehydrogenase, mitochondrial OS=Rattus norvegicus GN=Dld PE=1 SV=1  54  8,98  724,94  8  35,8  4 
TBA4A_RAT  Tubulin alpha‐4A chain OS=Rattus norvegicus GN=Tuba4a PE=2 SV=1  49,9  4,79  705,34  10  37,1  1 



GDIA_RAT  Rab GDP dissociation inhibitor alpha OS=Rattus norvegicus GN=Gdi1 PE=1 SV=1  50,5  4,86  668,15  9  30  5 
CALB1_RAT  Calbindin OS=Rattus norvegicus GN=Calb1 PE=1 SV=2  30  4,56  650,77  9  44,1  2 
ATPB_RAT  ATP synthase subunit beta, mitochondrial OS=Rattus norvegicus GN=Atp5b PE=1 SV=2  56,3  5,1  640,1  10  18,9  9 
GSTM1_RAT  Glutathione S‐transferase Mu 1 OS=Rattus norvegicus GN=Gstm1 PE=1 SV=2  25,9  9,01  578,77  10  56  3 
ACTC_RAT  Actin, alpha cardiac muscle 1 OS=Rattus norvegicus GN=Actc1 PE=1 SV=1  42  5,11  565,41  7  33,2  1 
PPIA_RAT  Peptidyl‐prolyl cis‐trans isomerase A OS=Rattus norvegicus GN=Ppia PE=1 SV=2  17,9  9,42  558,94  8  61  3 
TBB2A_RAT  Tubulin beta‐2A chain OS=Rattus norvegicus GN=Tubb2a PE=1 SV=1  49,9  4,64  538,9  6  26,1  2 
ALDOC_RAT  Fructose‐bisphosphate aldolase C OS=Rattus norvegicus GN=Aldoc PE=1 SV=3  39,3  6,82  531,54  6  32,2  6 
HBB1_RAT  Hemoglobin subunit beta‐1 OS=Rattus norvegicus GN=Hbb PE=1 SV=3  16  9,05  527,1  8  64,6  5 
ACTS_RAT  Actin, alpha skeletal muscle OS=Rattus norvegicus GN=Acta1 PE=2 SV=1  42  5,11  518,62  6  26,3  3 
HS90B_RAT  Heat shock protein HSP 90‐beta OS=Rattus norvegicus GN=Hsp90ab1 PE=1 SV=4  83,2  4,82  518,57  9  17,4  9 
ACTA_RAT  Actin, aortic smooth muscle OS=Rattus norvegicus GN=Acta2 PE=1 SV=1  42  5,12  506,71  8  23,3  2 

C1QBP_RAT 
Complement component 1 Q subcomponent‐binding protein, mitochondrial 

OS=Rattus norvegicus GN=C1qbp PE=1 SV=2  31  4,63  490,28  5  22,2  2 
TBB2C_RAT  Tubulin beta‐2C chain OS=Rattus norvegicus GN=Tubb2c PE=1 SV=1  49,8  4,65  478,74  7  17,3  1 
HSP7C_RAT  Heat shock cognate 71 kDa protein OS=Rattus norvegicus GN=Hspa8 PE=1 SV=1  70,8  5,24  467,91  6  13,3  4 
ACT17_DICDI  Actin‐17 OS=Dictyostelium discoideum GN=act17 PE=3 SV=1  41,5  5,2  466,2  2  20,9  0 
GSTM4_RAT  Glutathione S‐transferase Yb‐3 OS=Rattus norvegicus GN=Gstm3 PE=1 SV=2  25,7  7,63  463,54  6  35,3  1 
1433G_RAT  14‐3‐3 protein gamma OS=Rattus norvegicus GN=Ywhag PE=1 SV=2  28,3  4,65  456,13  6  28,7  7 
KCRB_RAT  Creatine kinase B‐type OS=Rattus norvegicus GN=Ckb PE=1 SV=2  42,7  5,31  453,09  6  22,8  16 
TBA1C_RAT  Tubulin alpha‐1C chain OS=Rattus norvegicus GN=Tuba1c PE=1 SV=1  49,9  4,83  451,68  6  18,5  3 

AATM_RAT 
Aspartate aminotransferase, mitochondrial OS=Rattus norvegicus GN=Got2 PE=1 

SV=2  47,3  9,81  444,05  6  17  1 
PRDX1_RAT  Peroxiredoxin‐1 OS=Rattus norvegicus GN=Prdx1 PE=1 SV=1  22,1  9,2  442,5  10  44,2  3 
CALB2_RAT  Calretinin OS=Rattus norvegicus GN=Calb2 PE=1 SV=1  31,4  4,8  440,28  6  35,1  1 

SSDH_RAT 
Succinate‐semialdehyde dehydrogenase, mitochondrial OS=Rattus norvegicus 

GN=Aldh5a1 PE=1 SV=2  56,1  9,2  424,8  6  17  11 
1433F_RAT  14‐3‐3 protein eta OS=Rattus norvegicus GN=Ywhah PE=1 SV=2  28,2  4,66  407,61  5  23,2  6 
TBA3_RAT  Tubulin alpha‐3 chain OS=Rattus norvegicus GN=Tuba3a PE=2 SV=1  49,9  4,84  404,51  6  20  1 
CISY_RAT  Citrate synthase, mitochondrial OS=Rattus norvegicus GN=Cs PE=1 SV=1  51,8  9,22  404,46  5  17,8  1 
CYC_RAT  Cytochrome c, somatic OS=Rattus norvegicus GN=Cycs PE=1 SV=2  11,6  10,19  404,09  6  55,2  2 



COF1_RAT  Cofilin‐1 OS=Rattus norvegicus GN=Cfl1 PE=1 SV=3  18,5  9,13  399,45  6  42,2  0 
SODM_RAT  Superoxide dismutase [Mn], mitochondrial OS=Rattus norvegicus GN=Sod2 PE=1 SV=2  24,7  9,65  395,67  5  32,9  0 
HBA_RAT  Hemoglobin subunit alpha‐1/2 OS=Rattus norvegicus GN=Hba1 PE=1 SV=3  15,3  9,05  392,77  5  52,1  1 
DHPR_RAT  Dihydropteridine reductase OS=Rattus norvegicus GN=Qdpr PE=1 SV=1  25,5  9  384,2  5  48,1  2 

PP2BA_MOUSE 
Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform OS=Mus 

musculus GN=Ppp3ca PE=1 SV=1  58,6  5,5  375,7  6  9  3 
ARP2_RAT  Actin‐related protein 2 OS=Rattus norvegicus GN=Actr2 PE=1 SV=1  44,7  6,3  368,4  4  14,7  2 
HBB2_RAT  Hemoglobin subunit beta‐2 OS=Rattus norvegicus PE=1 SV=2  16  9,66  366  5  42,2  1 
LDHA_RAT  L‐lactate dehydrogenase A chain OS=Rattus norvegicus GN=Ldha PE=1 SV=1  36,4  9,3  364,6  6  21,1  2 

GBB1_RAT 
Guanine nucleotide‐binding protein G(I)/G(S)/G(T) subunit beta‐1 OS=Rattus 

norvegicus GN=Gnb1 PE=1 SV=4  37,4  5,56  347,98  5  27,6  0 
1433B_RAT  14‐3‐3 protein beta/alpha OS=Rattus norvegicus GN=Ywhab PE=1 SV=3  28  4,66  341,14  5  26,3  7 
SYNJ1_RAT  Synaptojanin‐1 OS=Rattus norvegicus GN=Synj1 PE=1 SV=3  172,8  6,45  338,66  4  7,6  3 
PROF2_RAT  Profilin‐2 OS=Rattus norvegicus GN=Pfn2 PE=1 SV=3  15  7,47  337,53  5  54,3  0 
TBB2B_RAT  Tubulin beta‐2B chain OS=Rattus norvegicus GN=Tubb2b PE=1 SV=1  49,9  4,64  333,73  6  19,3  0 

ARPC2_RAT 
Actin‐related protein 2/3 complex subunit 2 OS=Rattus norvegicus GN=Arpc2 PE=1 

SV=1  34,4  7  325,6  8  22,3  2 
DPYL2_RAT  Dihydropyrimidinase‐related protein 2 OS=Rattus norvegicus GN=Dpysl2 PE=1 SV=1  62,2  5,94  325,2  4  10,5  6 
FAAA_RAT  Fumarylacetoacetase OS=Rattus norvegicus GN=Fah PE=1 SV=1  45,9  6,76  321,53  5  15  1 
GFAP_RAT  Glial fibrillary acidic protein OS=Rattus norvegicus GN=Gfap PE=1 SV=2  49,9  5,23  316,89  5  13  2 
PPIB_RAT  Peptidyl‐prolyl cis‐trans isomerase B OS=Rattus norvegicus GN=Ppib PE=2 SV=3  23,8  10,1  312,58  5  26,4  0 

GLO2_RAT 
Hydroxyacylglutathione hydrolase, mitochondrial OS=Rattus norvegicus GN=Hagh 

PE=1 SV=2  34,1  8,78  311,91  4  20,1  2 
PARK7_RAT  Protein DJ‐1 OS=Rattus norvegicus GN=Park7 PE=1 SV=1  20  6,4  311,4  7  29,6  2 
RCN2_RAT  Reticulocalbin‐2 OS=Rattus norvegicus GN=Rcn2 PE=1 SV=2  37,4  4,12  297,56  4  24,4  0 
ALDR_RAT  Aldose reductase OS=Rattus norvegicus GN=Akr1b1 PE=1 SV=3  35,8  6,3  294,1  7  17,7  2 
CH60_RAT  60 kDa heat shock protein, mitochondrial OS=Rattus norvegicus GN=Hspd1 PE=1 SV=1  60,9  5,84  289,72  3  15,9  1 
BASP1_RAT  Brain acid soluble protein 1 OS=Rattus norvegicus GN=Basp1 PE=1 SV=2  21,8  4,33  287,36  4  55,9  3 
CSK2B_RAT  Casein kinase II subunit beta OS=Rattus norvegicus GN=Csnk2b PE=1 SV=1  24,9  5,24  286,03  5  34  0 
1433T_RAT  14‐3‐3 protein theta OS=Rattus norvegicus GN=Ywhaq PE=1 SV=1  27,8  4,54  283,8  4  27,8  0 
ARF3_RAT  ADP‐ribosylation factor 3 OS=Rattus norvegicus GN=Arf3 PE=1 SV=2  20,6  7,7  272,35  4  29,8  1 



HPLN1_RAT 
Hyaluronan and proteoglycan link protein 1 OS=Rattus norvegicus GN=Hapln1 PE=1 

SV=2  40,2  9,1  267,7  6  23,4  0 
K6PF_RAT  6‐phosphofructokinase, muscle type OS=Rattus norvegicus GN=Pfkm PE=2 SV=3  85,5  9,18  251,83  5  12,8  2 
PRDX2_RAT  Peroxiredoxin‐2 OS=Rattus norvegicus GN=Prdx2 PE=1 SV=3  21,8  5,24  249,64  3  23,2  1 
A4_RAT  Amyloid beta A4 protein OS=Rattus norvegicus GN=App PE=1 SV=2  86,6  4,58  240,43  3  6,4  5 

PP2BA_RAT 
Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform OS=Rattus 

norvegicus GN=Ppp3ca PE=1 SV=1  58,6  5,51  236,44  3  7,3  2 
GSTM5_RAT  Glutathione S‐transferase Mu 5 OS=Rattus norvegicus GN=Gstm5 PE=1 SV=3  26,6  6,41  234,19  3  27,6  0 
CALM_RAT  Calmodulin OS=Rattus norvegicus GN=Calm1 PE=1 SV=2  16,8  3,93  232,68  2  26,2  0 

MARCS_RAT 
Myristoylated alanine‐rich C‐kinase substrate OS=Rattus norvegicus GN=Marcks PE=1 

SV=2  29,8  4,2  232,5  4  25,6  3 
TBA8_RAT  Tubulin alpha‐8 chain OS=Rattus norvegicus GN=Tuba8 PE=2 SV=1  50  4,84  228,96  3  14,9  0 

LIS1_PIG 
Platelet‐activating factor acetylhydrolase IB subunit alpha OS=Sus scrofa 

GN=PAFAH1B1 PE=2 SV=3  46,6  7,2  226,5  6  16,6  0 

ACADL_RAT 
Long‐chain specific acyl‐CoA dehydrogenase, mitochondrial OS=Rattus norvegicus 

GN=Acadl PE=1 SV=1  47,8  8,7  217,9  4  10,7  5 

UCHL1_RAT 
Ubiquitin carboxyl‐terminal hydrolase isozyme L1 OS=Rattus norvegicus GN=Uchl1 

PE=1 SV=2  24,8  5,01  214,99  4  29,1  1 

GABT_RAT 
4‐aminobutyrate aminotransferase, mitochondrial OS=Rattus norvegicus GN=Abat 

PE=1 SV=3  56,4  9,16  214,9  3  13,6  1 
SPON1_RAT  Spondin‐1 OS=Rattus norvegicus GN=Spon1 PE=1 SV=1  90,7  5,78  214  3  9,8  0 
CSK21_RAT  Casein kinase II subunit alpha OS=Rattus norvegicus GN=Csnk2a1 PE=1 SV=2  45  7,87  204,73  4  10  3 
PPM1A_RAT  Protein phosphatase 1A OS=Rattus norvegicus GN=Ppm1a PE=1 SV=1  42,4  5,1  203,8  5  14,4  1 

GNAO_RAT 
Guanine nucleotide‐binding protein G(o) subunit alpha OS=Rattus norvegicus

GN=Gnao1 PE=1 SV=2  40  5,2  200,6  4  18,1  2 

FKB1A_RAT 
Peptidyl‐prolyl cis‐trans isomerase FKBP1A OS=Rattus norvegicus GN=Fkbp1a PE=2 

SV=3  11,9  9,12  199,48  2  25  0 
CYTC_RAT  Cystatin‐C OS=Rattus norvegicus GN=Cst3 PE=1 SV=2  15,4  10,19  196,12  2  20  3 
LEG1_RAT  Galectin‐1 OS=Rattus norvegicus GN=Lgals1 PE=1 SV=2  14,8  4,96  195,88  3  23,7  0 
PGK1_RAT  Phosphoglycerate kinase 1 OS=Rattus norvegicus GN=Pgk1 PE=1 SV=2  44,5  9,01  191,47  2  10,1  1 

AL9A1_RAT 
4‐trimethylaminobutyraldehyde dehydrogenase OS=Rattus norvegicus GN=Aldh9a1 

PE=1 SV=1  53,6  6,7  187  4  8,3  0 
SEPT7_RAT  Septin‐7 OS=Rattus norvegicus GN=Sept7 PE=1 SV=1  50,5  9,5  177  3  7,6  2 
BDH2_RAT  3‐hydroxybutyrate dehydrogenase type 2 OS=Rattus norvegicus GN=Bdh2 PE=3 SV=2  26,6  7,61  173,27  2  14,3  2 



PP2AB_RAT 
Serine/threonine‐protein phosphatase 2A catalytic subunit beta isoform OS=Rattus 

norvegicus GN=Ppp2cb PE=1 SV=1  35,6  5,1  171,54  3  16,5  0 
ACTN4_RAT  Alpha‐actinin‐4 OS=Rattus norvegicus GN=Actn4 PE=1 SV=2  104,8  5,16  168,3  2  5,3  1 

RAB3A_MOUSE  Ras‐related protein Rab‐3A OS=Mus musculus GN=Rab3a PE=1 SV=1  25  4,7  167,8  3  15  0 
CAH2_RAT  Carbonic anhydrase 2 OS=Rattus norvegicus GN=Ca2 PE=1 SV=2  29,1  7,1  167  4  14,2  0 
ANXA5_RAT  Annexin A5 OS=Rattus norvegicus GN=Anxa5 PE=1 SV=3  35,7  4,8  160,5  3  9,1  0 
GSTP1_RAT  Glutathione S‐transferase P OS=Rattus norvegicus GN=Gstp1 PE=1 SV=2  23,4  7,69  160,19  2  12,9  3 

ODPB_RAT 
Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Rattus 

norvegicus GN=Pdhb PE=1 SV=2  39  6,2  157,5  3  8,9  0 
TBB5_RAT  Tubulin beta‐5 chain OS=Rattus norvegicus GN=Tubb5 PE=1 SV=1  49,6  4,64  155,05  3  7,2  1 

PP2AA_MOUSE 
Serine/threonine‐protein phosphatase 2A catalytic subunit alpha isoform OS=Mus 

musculus GN=Ppp2ca PE=1 SV=1  35,6  5,2  152,9  3  8,7  0 
TPIS_RAT  Triosephosphate isomerase OS=Rattus norvegicus GN=Tpi1 PE=1 SV=2  26,8  7,7  152,1  3  14,1  1 
ARL3_RAT  ADP‐ribosylation factor‐like protein 3 OS=Rattus norvegicus GN=Arl3 PE=1 SV=2  20,4  7,6  149,3  3  18,1  0 

PHYIP_RAT 
Phytanoyl‐CoA hydroxylase‐interacting protein OS=Rattus norvegicus GN=Phyhip 

PE=2 SV=1  37,5  6,59  144,18  2  8,2  1 
HSP72_RAT  Heat shock‐related 70 kDa protein 2 OS=Rattus norvegicus GN=Hspa2 PE=2 SV=2  69,6  5,38  141,68  2  3,8  2 
NDKB_RAT  Nucleoside diphosphate kinase B OS=Rattus norvegicus GN=Nme2 PE=1 SV=1  17,3  7,78  137,03  3  19,7  0 
WBP2_RAT  WW domain‐binding protein 2 OS=Rattus norvegicus GN=Wbp2 PE=1 SV=1  28,1  5,9  136,5  3  11,5  2 
TKT_RAT  Transketolase OS=Rattus norvegicus GN=Tkt PE=1 SV=1  67,6  7,9  132,5  4  5,5  0 
TRY1_RAT  Anionic trypsin‐1 OS=Rattus norvegicus GN=Prss1 PE=1 SV=1  25,9  4,56  129,34  1  8,1  0 

ERP44_MOUSE  Endoplasmic reticulum resident protein 44 OS=Mus musculus GN=Erp44 PE=1 SV=1  46,8  5  122,8  3  6,9  0 
CYBP_RAT  Calcyclin‐binding protein OS=Rattus norvegicus GN=Cacybp PE=1 SV=1  26,5  8,72  122,64  2  10,9  0 

ODPA_RAT 
Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial 

OS=Rattus norvegicus GN=Pdha1 PE=1 SV=2  43,2  9,37  119,38  2  6,2  0 

ODO1_RAT 
2‐oxoglutarate dehydrogenase, mitochondrial OS=Rattus norvegicus GN=Ogdh PE=1 

SV=1  116,2  6,31  114,26  2  4,3  0 
TPM3_RAT  Tropomyosin alpha‐3 chain OS=Rattus norvegicus GN=Tpm3 PE=1 SV=2  29  4,6  111,6  2  8,5  0 
TERA_RAT  Transitional endoplasmic reticulum ATPase OS=Rattus norvegicus GN=Vcp PE=1 SV=3  89,3  5  106,01  2  6,2  0 

GBB4_RAT 
Guanine nucleotide‐binding protein subunit beta‐4 OS=Rattus norvegicus GN=Gnb4 

PE=2 SV=4  37,3  5,7  105,8  2  6,2  0 
NDKA_RAT  Nucleoside diphosphate kinase A OS=Rattus norvegicus GN=Nme1 PE=1 SV=1  17,2  5,93  104,91  2  20,4  0 



ARP3_RAT  Actin‐related protein 3 OS=Rattus norvegicus GN=Actr3 PE=1 SV=1  47,3  5,5  102,7  2  10,8  0 
NUDC_RAT  Nuclear migration protein nudC OS=Rattus norvegicus GN=Nudc PE=1 SV=1  38,4  5,15  102,17  2  6,9  0 
DPYL5_RAT  Dihydropyrimidinase‐related protein 5 OS=Rattus norvegicus GN=Dpysl5 PE=1 SV=1  61,5  6,7  101,9  1  5,3  1 
VATE1_RAT  V‐type proton ATPase subunit E 1 OS=Rattus norvegicus GN=Atp6v1e1 PE=1 SV=1  26,1  9,11  101,67  1  6,2  0 

NMT1_RAT 
Glycylpeptide N‐tetradecanoyltransferase 1 OS=Rattus norvegicus GN=Nmt1 PE=2 

SV=1  56,8  8,83  100,26  1  2,8  1 
PRDX5_RAT  Peroxiredoxin‐5, mitochondrial OS=Rattus norvegicus GN=Prdx5 PE=1 SV=1  22,2  10,08  99,9  1  15,5  1 

KPYM_HUMAN  Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM2 PE=1 SV=4  57,9  9  97,9  2  4,1  0 
PGCB_RAT  Brevican core protein OS=Rattus norvegicus GN=Bcan PE=1 SV=2  96  4,7  97,1  2  2  0 

CSN5_MOUSE  COP9 signalosome complex subunit 5 OS=Mus musculus GN=Cops5 PE=1 SV=3  37,5  6,1  95,1  2  5,1  0 

GBB2_RAT 
Guanine nucleotide‐binding protein G(I)/G(S)/G(T) subunit beta‐2 OS=Rattus 

norvegicus GN=Gnb2 PE=1 SV=4  37,3  5,56  94  1  11,2  0 
CHM4B_MOUSE  Charged multivesicular body protein 4b OS=Mus musculus GN=Chmp4b PE=2 SV=2  24,9  4,6  93,4  2  11,2  1 

PP2BB_RAT 
Serine/threonine‐protein phosphatase 2B catalytic subunit beta isoform OS=Rattus 

norvegicus GN=Ppp3cb PE=2 SV=1  59,1  5,5  92,3  2  4,2  0 

GBB3_RAT 
Guanine nucleotide‐binding protein G(I)/G(S)/G(T) subunit beta‐3 OS=Rattus 

norvegicus GN=Gnb3 PE=1 SV=1  37,2  5,44  91,17  1  5,3  0 
RLA1_RAT  60S acidic ribosomal protein P1 OS=Rattus norvegicus GN=Rplp1 PE=3 SV=1  11,5  4,07  90,1  1  19,3  1 
PRDX6_RAT  Peroxiredoxin‐6 OS=Rattus norvegicus GN=Prdx6 PE=1 SV=3  24,8  5,6  88,6  2  8  0 
THIO_RAT  Thioredoxin OS=Rattus norvegicus GN=Txn PE=1 SV=2  11,7  4,64  87,24  1  12,4  0 
SH3G2_RAT  Endophilin‐A1 OS=Rattus norvegicus GN=Sh3gl2 PE=1 SV=2  39,9  5,1  86,3  2  5,4  0 
UBP1_RAT  Ubiquitin carboxyl‐terminal hydrolase 1 OS=Rattus norvegicus GN=Usp1 PE=2 SV=1  87,3  5,2  85,3  1  7,1  0 
SAHH_RAT  Adenosylhomocysteinase OS=Rattus norvegicus GN=Ahcy PE=1 SV=3  47,5  6,1  84,2  2  4,9  0 
CRK_RAT  Adapter molecule crk OS=Rattus norvegicus GN=Crk PE=1 SV=1  33,8  5,28  83,32  1  7,9  2 

UBP5_HUMAN  Ubiquitin carboxyl‐terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=2  95,7  4,8  82,6  2  2,7  0 

MANF_RAT 
Mesencephalic astrocyte‐derived neurotrophic factor OS=Rattus norvegicus GN=Manf 

PE=1 SV=1  20,4  9,5  81,6  1  11,2  0 
SYN2_RAT  Synapsin‐2 OS=Rattus norvegicus GN=Syn2 PE=1 SV=1  63,4  9,4  78,6  2  4,9  0 

RS4X_HUMAN  40S ribosomal protein S4, X isoform OS=Homo sapiens GN=RPS4X PE=1 SV=2  29,6  10,8  77,8  2  6,8  0 

PYGB_RAT 
Glycogen phosphorylase, brain form (Fragment) OS=Rattus norvegicus GN=Pygb PE=1 

SV=3  96,1  6,2  68,8  2  2  0 
VATD_MOUSE  V‐type proton ATPase subunit D OS=Mus musculus GN=Atp6v1d PE=1 SV=1  28,4  9,9  62,7  2  6,9  0 



THIM_RAT  3‐ketoacyl‐CoA thiolase, mitochondrial OS=Rattus norvegicus GN=Acaa2 PE=1 SV=1  41,8  9,1  52,29  1  2  0 
DGLB_RAT  Sn1‐specific diacylglycerol lipase beta OS=Rattus norvegicus GN=Daglb PE=1 SV=1  73,7  6,22  45,06  1  2,2  0 

OTC_RAT 
Ornithine carbamoyltransferase, mitochondrial OS=Rattus norvegicus GN=Otc PE=1 

SV=1  39,9  9,56  44,54  1  3,4  0 
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