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ABSTRACT 

The testes contain many proteins including testis-specific protein kinase 1 (TESK1) expressed predominantly and 

ubiquitously in mature testis. They exhibited a vital role in spermatogenesis process. Lithium is an effective drug for the 

treatment of psychiatric disorders. Lead acetate (Pb2COOH) and Carbon tetrachloride (CCl4) which is used as an insecticide 

in agriculture are considered as environmental pollutants. The prolonged exposure to these (toxic) substances exhibited 

adverse effect on male reproductive organs. Doxorubicin (DXR) and cyclophosphamide (CYP) are effective 

chemotherapeutic drugs. They exhibited toxicity on testicular proteins. Irradiation caused disruption of normal cyclic 

spermatogenesis through radiotherapy. During the present study, these toxic factors affect all electrophoretic patterns at 

qualitative level through their effect on number and arrangement of the bands and at the quantitative effect through 

changing the band quantity. In the electrophoretic protein pattern, the lowest similarity index (SI) value (0.42) was recorded 

with CYP-treated group and the highest SI value (0.79) noticed with Pb2COOH-treated group. In the electrophoretic 

lipoprotein pattern, the lowest SI values (0.44) was observed with Pb2COOH-treated group and the highest SI values (0.73 

and 0.80) observed with CCl4-treated and irradiated groups. In catalase (CAT) pattern, the lowest SI value (0.69) was 

noticed in DXR-treated, CYP-treated and irradiated groups. The highest SI value (0.91) was observed with Pb2COOH-

treated, Li2CO3-treated and CCl4-treated groups. In peroxidase (Gpx) pattern, the lowest SI value (0.25) was noticed with 

irradiated group and the hightest value (0.75) observed with CCl4-treated group. In esterase (EST) pattern, the lowest SI 

value (0.44) was observed with irradiated group and the highest SI value (0.86) noticed with DXR-treated group. The 3D 

model of TESK1 was built by means of restraint-based comparative modeling. It was noted that model of the TESK1 was 

quite big and no available template for the whole sequence and its first half (Up to residue 333). 

 

Keywords: Lithium Toxicity, Carbon Tetrachloride, Lead Toxicity, Doxorubicin, Cyclophosphamide, Irradiation, Testis-

specific protein kinase. 

 

INTRODUCTION  

The testes contain various proteins necessary for 

spermatogenesis and development of the reproductive 

system. These proteins and their mRNA are expressed 

widely in the mature testes. The protein content was 

considered as a marker of testicular tissue injury1. Lithium 

is alkali element. It is used as an effective drug for the 

treatment of several psychiatric disorders in human. The 

prolonged exposure to lithium during the therapeutic use 

has several toxic effects leading to various undesirable side 

effects. It was found that lithium carbonate promoted 

toxicity and showed adverse effect on male reproductive 

organs through lowering the fertility index of male rats to 

50%2. Injection of lithium at the therapeutic doses caused 

destruction of leydig cells followed by remarkable 

reduction of sperm viability and motility3. This might lead 

to reducing steroidogenic activity and efficiency of 

spermatogenesis process in a dose-dependent manner2,4. 

Carbon tetrachloride (CCl4) is a colorless liquid organic 

compound. It is well known that it exhibits hepatotoxic and 

nephrotoxic activities5. It is used as an insecticide in 

agriculture for fumigation of the grains. The industrial 

workers are susceptible to the particular tissue injury 

induced by CCl4 toxicity during their life. It enhance the 

oxidative stress through generation of the free radicals and 

oxidation of the macromolecules such as lipids and 

proteins5,6. Lead is a heavy metal belongs to common 

environmental and occupational pollutants. It is considered 

an important cause of infertility among occupational 

workers. It affects the male reproductive organs at the 

biochemical7 and physiological level8. Low dose of lead 

was sufficient to arrest spermatogenesis process9. Cancer 

treatment by mean of chemotherapy is not found to be safe 

due to the side effects of the chemotherapeutic drugs on 

the healthy tissues10. The testicular cells are most sensitive 

to the chemotherapeutic drugs which influence severely on 
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spermatogenesis process11. Doxorubicin (DXR) and 

cyclophosphamide (CYP) belong to numerous 

chemotherapeutic drugs12. The treatment with CYP affects 

testicular cells through depletion of the differentiated cells 

in the testis13. This results in depletion of germ cells 

maturation and hence reduction in sperm counts14,15. DXR 

is very active against wide spectrum of cancerous tumors 

and is mainly used in the treatment of lymphomas, 

leukemias and other solid tumors16. It exhibits dose-

dependent toxic effect on different organs17. It affected the 

male reproduction ability through changing the testicular 

proteins18. Also, it influences the testicular lipids which are 

consisting of very long chain polyunsaturated fatty acids19. 

The radiation exposure by mean of radiotherapy leads to 

serious systemic damage to various cellular structures20. It 

affected the testicular tissue which represents the most 

radiosensitive organ through disruption of normal cyclic 

spermatogenesis process and therefore, impairment of 

fertility 21,22. Testis-specific protein kinase 1 (TESK1) is a 

626 amino acid serine/threonine kinase. It is a protein 

kinase with a unique structure consisting of an N-terminal 

protein kinase domain and a C-terminal proline-rich 

domain23. It was revealed that TESK1 protein exhibited a 

vital role in spermatogenesis. Its mRNA is expressed 

predominantly and ubiquitously in the testicular germ cells 

and it may play an important role in spermatogenesis 

process24,25. TESK1 is a dual specificity protein kinase. It 

is capable of phosphorylating both serine/threonine and 

tyrosine residues in its sequence. The autophosphorylation 

plays a role in regulating the kinase activity of TESK126. 

The present framework aimed to investigate the different 

mutagenicity induced by selected toxic substances in the 

testicular tissue in rats. Various electrophoretic patterns 

were monitored and compared with control group. The 3D 

models of the TESK1 were built using homology modeling 

to give a first insight about the structural characteristics of 

the activated regions in this protein kinase. 

 

MATERIALS AND METHODS  

Materials: Chemicals and Reagents 

Acrylamide, Bis-acrylamide, Ammonium persulfate 

(APS), N, N,N,N-Tetramethylethylnediamine (TEMED), 

Tris buffer, Coomassie Brilliant Blue G-250 (CBBR-250) 

and Sudan Black B (SBB) were procured from Sigma-

Aldrich. The chemicals used for in-gel esterase staining 

including Ŭ- and ɓ-naphthylacetate, Fast Blue RR were 

purchased from Qualigens Fine Chemicals, India. 

Cyclophosphamide (CYP), Doxorubicin (DXR), Lead 

Acetate Trihydrate (Pb2COOH), Carbon Tetrachloride 

(CCl4), Lithium Carbonate (Li2CO3) and Benzidine were 

purchased from Sigma Chemicals Company (London, 

UK). All other chemicals and reagents used were of 

analytical grade and of highest purity. 

Animals and Treatment 

Healthy seventy adult male Wistar rats (weighing 150ï170 

g) were housed as 7 groups. The animals were kept under 

normal conditions at 25 ± 2°C. All the experimental 

procedures were carried out according to the ethical 

guidelines and protocol approved by the institutional 

animal care of National Research Centre, Egypt. 

Experimental Design  

The rats were randomly divided into 7 groups each 

containing 10 rats. Group I (Control group): Rats were fed 

with normal diet as ad libitum and received distilled water 

for 60 days. Group II (Pb2COOH-treated group): Rats 

received Pb2COOH at concentration of 30 mg/kg body 

weight orally by gavage tube for 60 days by gavage tube27. 

Group III (Li2CO3-treated group): Rats were treated with 

Li 2CO3 solution interperitoneally (i.p.) at the dose 25 

mg/kg B.W./day) for 31 days28. Group IV (DXR-treated 

group): Rats received DXR at dose level of 25mg/kg b.wt 

for three times per week for two weeks29. Group V (CCl4-

treated group): Rats were injected with CCl4 (i.p.) at the 

dose 0.5 ml/kg b.w. (50 % CCl4 in olive oil) twice a week 

for 28 days30. Group VI (CYP-treated group): Rats 

received CYP (i.p) at 40 mg/kg b.w. twice a week for 15 

days31. Group VII (Irradiated group): Rats were exposed to 

single dose of 7 Gy delivered at the dose rate of 1.167 Rad 

/ Sec. at Middle Eastern Regional Radioisotope Centre for 

the Arab Countries, Dokki, Egypt using Cobalt 60 (Co60)32.  

Testicular protein extraction 

All the animals were anaesthetized and killed by 

decapitation. Testes were quickly dissected and carefully 

cleaned of superficial fatty layer, weighed and then washed 

in ice-cold saline. As mentioned in Elshawi et al.33, the 

testes were freezed with liquid nitrogen and homogenized 

in 1 ml water-soluble extraction buffer. The homogenates 

left in refrigerator  

overnight and vortexed for 15 seconds then centrifuged at 

10,000 rpm at 4ęC for 15 min. The supernatants containing 

water-soluble proteins were transferred to new eppendorf 

tubes and kept at deep-freeze until the different 

electrophoretic patterns. 

Protein Determination 

All samples of each group were pooled together and used 

as one sample. Protein concentration was estimated in the 

tissue homogenates according to the method suggested by 

Bradford34 using bovine serum albumin as standard. The 

protein concentration in each well should be in the range 

between 60-80 ɛg protein. 

Electrophoretic protein pattern 

To determine the relative molecular weight of isolated 

proteins, vertical slab, non-denaturing 10 % 

polyacrylamide gel electrophoresis of samples was carried 

out according to method suggested by Laemmli35 using 

Mini -gel electrophoresis (BioRad, USA), with the 

modification that samples, gels and running buffers were 

lacking SDS. The gels contained Acrylamide/Bis (30% T, 

2.67% C) (Acrylamide: bis-acrylamide = 29.2:0.8) and 

10% glycerol. Equal quantities of protein were loaded in 

each well. The gel  

was run in buffer containing Tris (24 mM) and glycine 

(194 mM) at room temperature. After completing the 

electrophoretic run, protein bands were visualized by 

staining with Coomassie Brilliant Blue G-250 and  

destained overnight with 7% (v/v) glacial acetic acid after 

documentation36. The molecular weight of the separated 

proteins was estimated in comparison to marker of 

standard molecular weights with regularly spaced bands 

ranging from 6.458 to 195.755 KDa. 5ɛl of the marker 
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loaded in the first well with the samples each run. The 

native gels were also stained for lipid with Sudan Black B 

(SBB)37. Relative mobilities (Rf) and band percent (B %) 

of protein and lipoprotein bands were determined. 

Electrophoretic localization of in-gel enzyme activity  

The native gel was stained for catalase (CAT) pattern 

according to method described by Siciliano and Shaw38. It 

was stained for peroxidase (Gpx) pattern using benzidine 

stain prepared according to method of Rescigno et al.39. 

The native gel was processed for localization of in-gel 

esterases (EST) pattern according to method suggested by 

Ahmad et al.40 who reported that the gel was incubated in 

reaction mixture containing Ŭ, ɓ-naphthyl acetate (5.58 X 

10-3 mM, pH 7.5) as substrates along with dye coupler Fast 

Blue RR at 25°C in dark. After developing the dark brown 

bands of EST activity, the reaction was stopped by fixing 

the gels in 7% glacial acetic acid for 30 min, followed by 

preserving the gel in 5% acetic acid prepared in 10% 

methanol. 

Computational Methods 

Protein Structure Prediction 

Prediction of protein structure is considered as one of the 

most important and advanced technologies used by 

computational structural biology and theoretical 

chemistry. It aims to determine the three-dimensional 

structure of proteins from sequences of their amino acid. 

By this technology, it was expressed that the tertiary 

structure of protein predicted from its primary structure. 

Comparative Protein Modeling 

The solved structures were used as starting points or 

templates by the comparative protein modeling. This 

technology is effective because it shows that there is a 

limited set of tertiary structural motifs to which most 

proteins belong although number of actual proteins is vast. 

Furthermore, it was suggested that there are only around 

2000 distinct protein folds in nature, though there are many 

millions of different proteins. Sequence-based methods for 

identifying protein homology compare sequences to find 

similarities that are unlikely to occur by chance. 

Essentially all methods employ some sort of scheme to 

judge amino acid substitutions, insertions and deletions. 

Based on the scoring scheme a query sequence is aligned 

to another sequence or to a profile that represents a set of  

sequences. In an alignment equivalent amino acids are set 

side-by-side so that insertions and deletions become 

apparent as shown in Fig. 1. The score of the sequence, 

which is used to detect homology, is  

directly related to the alignment. Profile-profile  

sequence-based homology detection was used. Sequences 

can be scored globally or locally. In the former case, the 

alignment is over the entire length of the sequences. From 

a biological point of view this is not always desired 

because related proteins may not have recognizable 

homology along their entire length. Proteins may share 

only one out of several domains. Local scoring aligns 

subsequences only and can be better for finding local 

similarities. It is also possible to align a global domain 

model locally to a sequence, (global/local scoring) or to 

align part of a domain model locally to a sequence 

(local/local scoring). Based on the amount of information 

built into the scoring scheme, existing methods for 

sequence-based homology detection can broadly be 

divided into three categories. pair-wise methods that 

compare sequences one by one, profile methods that 

compare one sequence to a family of sequences and 

profile-profile methods that compare families of sequence. 

It has been shown that at comparable levels of 

misclassifications, profile based methods are more 

sensitive than pair-wise methods41,42 and that profile-

profile methods are even more sensitive43. All the 

modeling methods belong to one of the following groups: 

Homology modeling depends on the reasonable 

assumption that the two homologous proteins will involve 

in very similar structures. Due to a protein's fold is more 

evolutionarily conserved than sequence of its amino acids, 

comparative modeling of  

a target sequence can be carried out with reasonable 

accuracy on a very distantly related template. This 

provided with evidence that there is relationship between 

target and template discerned through alignment of the 

sequence. Based on study of the comparative modeling, it 

was suggested that the primary bottleneck arises from 

difficulties in alignment rather than from errors in 

prediction of structure given a known-good alignment44. 

When the target and template have identical sequences, the 

homology modeling becomes the most accurate 

unsurprisingly. Protein threading is used for scanning 

sequence of the amino acid in an unknown structure 

against solved structures in a database45. Assessment of 

compatibility of the sequence to the structure in each case 

is carried out by a scoring function, thus yielding possible 

three-dimensional models. Also, this type of the 

technological method is known as 3D-1D fold recognition 

due to its compatibility analysis between three-

dimensional structures and sequences of linear protein. 

Moreover, this method has given rise to methods 

performing an inverse folding search through evaluating 

compatibility of a given structure with a large sequences in 

database, thus it is possible to predict which sequences 

have the potential to produce a given fold46,47. 

Molecular Dynamic Simulations 

Concepts of the molecular dynamic simulations are quite 

simple. In these simulations, it is possible to follow the 

trajectories of N particles interacting via a many-body 

potential U (r1, r2, é, rN) using Newtonôs equation of 

motion48: 

N1,......,i   ;   ),......,(
dr

rd
m 12

i

2

i =-Ð= Ni rrU  

Where mi and ri indicate the mass and position of the 

particle. On the other hand, the force on it is given by the 

potential gradient U. Otherwise, in Brownian dynamic 

simulations, only the ions are simulated explicitly, all the 

atoms (ions, water, protein and lipid) can be included in 

the molecular dynamics. At every time step, the potential 

function is recalculated using new positions of the particles 

to determine their positions a short time later, and this 

process is iterated for a large number of steps until a 

statistically satisfactory data set is generated. The success 

of molecular dynamics simulations in capturing the 
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dynamics of the real system hinges critically on how 

accurately the potential functions or force fields are 

selected. In the past two decades, numerous studies have 

been carried out to develop force fields for biomolecular 

applications, and these are incorporated into several user-

friendly computer programs for simulation of 

biomolecular systems49,50. In these programs, the non-

bonded interactions between atoms are represented by 

Coulomb and Lennard-Jones potentials. Pairwise 

interactions are used for all the atoms in the system, and 

the potential parameters are  

determined empirically from spectroscopic data and fits to 

bulk properties. Most atoms in the system are also 

covalently bonded to other atoms, and these bonds are 

represented in molecular dynamics by a set of force 

parameters. For a geometry in Fig. 2 the bonds will 

typically involve the separation r12 =|r1 ī r2| between 

adjacent pairs of atoms in a molecular framework. The 

bend angles ɗ123 is between successive bond vectors (r2 ī 

r1) and (r2 ī r3). Usually this bending term is taken to be 

quadratic in the angular displacement from the equilibrium 

value. The torsion angles ʌ1234 are defined in terms of 

three connected bonds, hence four atomic coordinates: 

 
Where n123 = r12 x r23, n234 = r23 x r34. 
The normal unit defined by each pair of bonds. Usually the 

torsional potential involves an expansion in periodic 

functions51. 

 

RESULTS 
Electrophoretic protein pattern in the testicular tissue of 

healthy rats produced 15 bands with Rfs ranged between 

0.10 - 0.98 (Mwts 6.70 - 216.96 KDa and B % 0.39 - 

16.70). There was only one common bands noticed with 

Rf 0.98 (Mwt 6.70 KDa and B % 1.96). There was only 

one characteristic band appeared in irradiated group with 

Rf 0.64 (Mwt 17.85 KDa and B % 10.07). As compared to 

control, the 1st normal band (Rf 0.10, Mwt 216.96 KDa and 

B % 16.70) disappeared from CCl4-treated and irradiated 

groups. The 3rd normal band (Rf 0.27, Mwt 93.75 KDa and 

B % 3.82) disappeared from CYP-treated group. The 4th 

band (Rf 0.33, Mwt 58.49 KDa and B % 1.36) disappeared 

from Pb2COOH-treated and Li2CO3-treated groups. The 

6th band (Rf 0.45, Mwt 29.85 KDa and B % 6.78) 

disappeared from irradiated group. Several normal bands 

(Rfs 0.49, 0.79, 0.84, 0.87 and 0.91, Mwts 26.29, 14.36, 

12.81, 11.38 and 9.96 KDa and B % values 7.64, 5.10, 

3.73, 3.33 and 10.08) disappeared from CYP-treated 

group. As shown in Table 1 and illustrated in Fig. 3a, 

Pb2COOH caused quantitative mutation represented by 

decreasing B % of the 1st, 5th, 8th and 14th bands (Rfs 0.11, 

0.42, 0.55 and 0.92, Mwts 205.15, 34.04, 21.61 and 9.25 

KDa and B % 8.94, 3.00, 0.63 and 6.68 respectively) and 

by increasing B % of the 11th band (Rf 0.80, Mwt 14.16 

KDa and B % 38.85). Li 2CO3 administration caused 

disappearance of 2 normal bands with appearance of 2 

abnormal bands with Rfs 0.14 and 0.53 (Mwts 187.26 and 

23.13 KDa and B % 8.44 and 2.39) respectively. It was 

probable that the 2nd band was deviated to be appeared with 

Rf 0.23 (Mwt 120.81 KDa and B % 3.76). This was in  

association with the quantitative mutation represented by 

decreasing B % of the 1st, 4th, 7th and 12th bands (Rfs 0.10, 

0.33, 0.50 and 0.85, Mwts 215.78, 55.78, 25.29 and 12.27 

KDa and B % values 9.62, 0.31, 0.53 and 8.64 

respectively)  

and by increasing B % of the 3rd, 6th and 9th bands (Rfs 

0.28, 0.45 and 0.68, Mwts 87.32, 30.40 and 16.78 KDa and 

B % 5.30, 14.33 and 30.03 respectively). From the SI 

values, the lowest SI value (0.42) was recorded with CYP-

treated group and the highest SI value (0.79) was recorded 

with Pb2COOH-treated group (Fig. 3b). Lipoprotein 

pattern in healthy testicular tissue produced 5 bands with 

Rfs 0.05, 0.14, 0.26, 0.38 and 0.85 (B % 6.07, 19.62, 29.75, 

12.60 and 31.97) respectively. There was one common 

band appeared with Rf 0.05 (B % 6.07) (Table 2 and 

illustrated in Fig. 4a). As compared to control, CYP 

administration and irradiation caused disappearance of the 

5th normal band. Pb2COOH administration caused 

qualitative alterations represented by disappearanc of the 

2nd band with deviation of the 3rd and 4th bands to be 

appeared with Rfs 0.28 and 0.44 (B % 14.01 and 41.10). 

Li 2CO3 administration caused qualitative alterations 

represented by disappearance of 2 normal bands with 

appearance of one abnormal band (Rf 0.07, B % 22.88). In 

the DXR-treated group, the qualitative alterations were 

represented by disappearance of 2 normal bands with 

deviation of the 3rd normal band to be appeared with Rf 

0.25 (B % 47.00). This was in addition to the quantitative 

mutation which was represented by increasing B % of the 

1st band (Rf 0.04, B % 21.45). In the CCl4-treated group, 

the qualitative alterations were represented by 

disappearance of one normal bands with appearance of one 

abnormal band with Rf 0.06 (B % 7.33). This was in 

addition to the quantitative mutation which was 

 

 
Figure 1: An alignment between two sequences. 

Conserved amino acids are aligned and insertions are 

marked with dashes. 

 

 

Figure 2: Geometry of a simple chain molecule, 

illustrating the definition of interatomic distance r23, 

bend angle ɗ234, and torsion angle ʌ1234. 
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represented by increasing B % of the 3rd band (Rf 0.26, B 

% 48.22). In the CYP-treated group, the qualitative  

alterations were represented by disappearance of 2 normal  

bands with deviation of the 3rd normal band to be appeared  

 
Figure 3: (a) Electrophoretic protein pattern showing toxic effect of Pb2COOH, Li2CO3, DXR, CCl4, CYP and 

irradiation on protein pattern in testicular tissue of male rats, (b) Dendogram showing the similarity and relatiohship 

among Pb2COOH-treated, Li2CO3-treated, DXR-treated, CCl4-treated, CYP-treated and Irradiated groups in male rats 

as compared to control. 

 
Figure 4: (a) Electrophoretic lipoprotein pattern showing toxic effect of Pb2COOH, Li2CO3, DXR, CCl4, CYP and 

irradiation on lipoprotein pattern in testicular tissue of male rats, (b) Dendogram showing the similarity and 

relatiohship among Pb2COOH-treated, Li2CO3-treated, DXR-treated, CCl4-treated, CYP-treated and Irradiated groups 

in male rats as compared to control. 
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with Rf 0.24 (B % 52.36). The quantitative mutation was 

represented by increasing B % of the 2nd  band (Rf 0.12, B  

% 41.47). In the irradiated group, the qualitative alterations 

were represented by appearance of one abnormal band (Rf 

 
Figure 5: (a) Electrophoretic CAT pattern showing toxic effect of Pb2COOH, Li2CO3, DXR, CCl4, CYP and 

irradiation on CAT pattern in testicular tissue of male rats, (b) Dendogram showing the similarity and relatiohship 

among Pb2COOH-treated, Li2CO3-treated, DXR-treated, CCl4-treated, CYP-treated and Irradiated groups in male 

rats as compared to control. 

 
Figure 6: (a) Electrophoretic Gpx pattern showing toxic effect of Pb2COOH, Li2CO3, DXR, CCl4, CYP and 

irradiation on Gpx pattern in testicular tissue of male rats, (b) Dendogram showing the similarity and relatiohship 

among Pb2COOH-treated, Li2CO3-treated, DXR-treated, CCl4-treated, CYP-treated and Irradiated groups in male 

rats as compared to control. 
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0.07, B % 4.65) with deviation of the 5th normal band to be 

appeared with Rf 0.90 (B % 32.28). There was no 

quantitative mutation. The lowest SI value (0.44) was 

observed with Pb2COOH-treated group and the highest SI  

values (0.73 and 0.80) were observed with CCl4-treated 

and irradiated groups (Fig. 4b). There was complete 

similarity between DXR-treated and CYP-treated groups 

in number and arrangement of the bands. As revealed in 

Table 3 and illustrated in Fig. 5a, 5 types of CAT enzyme 

were produced in healthy testicular tissue with Rfs 0.07, 

0.19, 0.31, 0.35 and 0.75 (B % values 14.31, 25.65, 15.14, 

22.13 and 22.78). There was only one common band 

appeared with Rf 0.75 (B % 22.78). As compared to 

control group, Pb2COOH administration caused obvious 

qualitative alterations represented by existence of one 

abnormal band with Rf 0.28 (B % 10.22). Irradiation 

caused disappearance of the 1st and 4th normal types of  

the enzyme. Li 2CO3 caused qualitative alterations 

represented by appearance of one abnormal type with Rf 

0.27 (B % 9.74). This was in addition to the quantitative 

mutation occurred by decreasing B % in the band appeared 

with Rf 0.33 (B % 9.85). In all treated groups, there was 

one abnormal band appeared with different data. This band 

was appeared with Rf 0.28 (B % 16.19) in DXR-treated 

group, with Rf 0.28 (B % 8.39) in CCl4-treated group, with 

Rf 0.29 (B % 13.11) in CYP-treated group and with Rf 

0.28 (B % 13.01) in irradiated group. On the other hand, 

there was quantitative mutation occurred through 

increasing B % severely in the 1st type of the enzyme 

appeared in the DXR-treated group (Rf 0.06 and B % 

47.65) and CYP-treated group (Rf 0.05 and B % 43.20). 

The lowest SI value (0.69) was noticed in DXR-treated, 

CYP-treated and irradiated groups. There was complete 

similarity between the Li 2CO3-treated and irradiated 

groups (Fig. 5b). The highest SI value (0.91) was observed 

with Pb2COOH, Li 2CO3-treated and CCl4-treated groups. 

Four types of Gpx enzyme were produced in healthy 

testicular tissue with Rfs 0.30, 0.51, 0.66 and 0.88 (B % 

values 29.11, 19.44, 32.41 and 19.04) respectively. There 

were no common bands. As shown in Table 4 and 

illustrated in Fig. 6a, it was found that Pb2COOH 

administration  

caused qualitative alterations represented by 

disappearance of the 4th type with deviation of the 3rd type 

to be appeared with Rf 0.64 (B % 41.28). Li 2CO3 

administration caused qualitative abnormalities 

represented by disappearance of the 1st, 2nd and 3th types 

with deviation of the 4th type to be appeared with Rf 0.86 

(B % 19.75). In addition, there were 4 abnormal bands 

appeared with Rfs 0.23, 0.39, 0.55 and 0.70 (B % values 

21.18, 19.17, 1.41 and 38.49) respectively. The 

abnormalities occurred with the same degree in DXR-

 
Figure 7: (a) Electrophoretic EST pattern showing toxic effect of Pb2COOH, Li2CO3, DXR, CCl4, CYP and irradiation 

on EST pattern in testicular tissue of male rats, (b) Dendogram showing the similarity and relatiohship among 

Pb2COOH-treated, Li2CO3-treated, DXR-treated, CCl4-treated, CYP-treated and Irradiated groups in male rats as 

compared to control. 
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treated and irradiated groups. These alterations were 

represented by disappearance of the 1st type of the enzyme 

and appearance of one abnormal band with deviation of the 

other types of enzyme to be appeared with different data. 

In the DXR-treated group, the abnormal band was 

appeared with Rf 0.26 (B % 33.12). The 2nd, 3rd and 4th  

types deviated to be appeared with Rfs 0.52 and 0.68 (B % 

values 23.19 and 23.54). While in irradiated group, the 

abnormal band appeared with Rf 0.23 (B % 33.28). The 

normal types were deviated to be appeared with Rfs 0.49 

and 0.69 (B % 0.58 and 49.70). In CCl4-treated group, the 

qualitative alteration was represented by disappearance of 

the 1st type with appearance of one abnormal band (Rf 

0.36, B % 22.48). The quantitative mutation occurred by 

decreasing B % of the 2nd type (Rf 0.51 and B % 0.89) and 

increasing B % of the 3rd type (Rf 0.65 and B % 56.37). 

The lowest SI value (0.25) was noted with irradiated group 

and 

the 

hightest value (0.75) was observed with CCl4-treated 

group. In the Li 2CO3-treated and DXR-treated groups, it 

was observed that all the bands were not matched with all 

bands of the other groups (Fig. 6b). Four types of EST 

enzyme were produced in testicular tissue of control rats 

 

 

 

 
Figure 8: Sequence alignments of TESK1 protein kinases and its homolog structures extracted from the 

protein data bank (PDB) database. Amino acids are colored based on their properties. 

 


