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Approved b1, Tamilnadu Government & Pharmacy Llnuncil of India" New l)elhi.
Alfi1iated^to the Tarnilnadu Dr. M"G"R. Medieal Liniversiry,

and The f)irectorate of Medical Education. Lthennar.

REF.NO: SSIP/ REQ/202 3 I 007

From

Department of Pharmaceutical Analysis,

SS institute of pharmacy,

Sankari, Salem (DIST) - 637301.

To

Data: 17/1012023

The principal,

SS institute of pharmacy,

Sankari. Salem (DIST) - 637301.

Subject: Letter for requesting permission to conduct ADD ON COURSE -Reg.

Respected sir,

We are requesting you to grand permission to conduct add-on eourse in the seminar lrall
on 01/1112023 to 08/1112023. We wish to conduct adel on course on fhe title "Computational
Protein Modeling And Analytics". This add-on course program weiuld be a great opportunity
for students to leam and that would help to shape the shldents"

Thanking you,

Yours truly,

NH-544, Kuppanur (Po), Sankari (Tk), Salem(Dt) - 637301.,Tamilnadu, lndia
'?imne:$4285'24tO8O'l'' E-rriail':'ssipt'718@.Brryail.cum'1'Websire : www;ssip"edu:m
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Approved by Tamilnadu Govt:mment & Phannacy council of India, New Delhi.
Affiliated to the Tarnilnadu I)r. IVI.G.R. Medical Universiry,' and The Directorate of Medical Edueation" Chennai.

9,

This is to inform that
course to be conducted

CIRCULAR

will B.PHARM students have
by our SS Institute of Pharmacy

DATE:1711012A23

the schedule of following value - added
and it as mentioned below.

COURSE NAME SCHEDULE DURATION VENUE RESOURCE PERSON

COMPUTATIONAL
PROTEIN
MODELING AND
ANALYTICS

01nU2023
to

0811U2023

35 HOURS SEMINAR
HALL

ANITHA. B

A11 the above-mentioned students must enroll and actively partieipate in the course without fail.

Note: Certificates will be issued fbr the eligible students after eompletion of the eourse ari6
examination.
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NH-544, Kuppanur (Po), sankari (Tk), salem(Dt) - G373a\Tamilnadu, tndia
Phrrne : 04283 24io8o j E-mail': ssiplZl8@Mcp41 j websire . www.ssip.eou.rn
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Approved by Tamilnadu Government & Pharmacy council of India, New Delhi.
rtffiliated to'the Tamilnadu Dr. M.G.R. Medical University.

and The Directorate of Medical Education" Chennar.

Sl. No. TOPIC DATE

1 Fundamentals of Protein Structure and Computational
Methods

- Overview of Protein Structure and Function
- Key Concepts: Primary, Secondary, Tertiary, and Quaternary

Structures
- Importance of Computational Methods in Protein Modeling

utu2023

2 Techniques in Protein Structure Prediction
- HomologyModeling
- Ab Initio Modeling
- Threading and Fold Recognition
- Comparative Modeling Techniques

2nU2023

J Molecular Dynamics and Simulations
- Principles and Setup ofMolecular Dynamics (IvID)

Simulations
- Analyzing MD Simulation Data
- Applications of MD inProteinDynamics

31tlt2023-
411u2023

4 Protein Interactionand Docking Methods
- Techniques for Protein-Ligand Docking
- Predicting Protein-Protein Interactions
- Rigid and Flexible Docking Approaches
- Scoring Functions and Validation

6111t2023-
7nU2023

5 Tools, Refinernemt, and Validation
- Structural Bioinforrnatics Tools and Databases
- Protein Structure Refinement Techniques (Energy

Minimization, Ros etta)
- Validation and Quality Assessment Metrics EMSD,

Ramachandran?lot)

817u2023

RESOURCE PERSON:B.Anitha

SYLLABUS

COMPUTATIONAL PROTEIN MODELING AND ANALYSIS

TOTAL HOURS:35Hrs IJitt
;\ -at

' ; 1, {{i lv
\J ,1 !'

,rurt't{ IPAX .

i1-$x'$$Y'i{ffixffi
g&J F-lX &J 'i :vA

"Nfl[5',[4,'Iftrppauur (Po),'Sarikari"(Tt)iSztlern(Dt) -"6573Ot,Tamiluailu,'lntlia
Phone :04283 241080 | E-mail : ssipl71S@grpil.com I website : www"ssip.edu.in
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ADD ON i CERTIFICATE VALUE ADDED COURSES
ACADEMIC YEAR 2023-2024

'TsTIi544,'lr.uppanui (Po), Sankafi (Tk), Salem(Dt) - 63730uTamilnadu, rndia

ss EFdsg€F€JEg f,}r xlF6Affi1&,€&ff&',

Phone : a4283 241080 | E-mail : ss_rplZl8@gnqail.cam i website : www.ssip.edu.in
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Appror"cd by TanrilnaduGcv'emment,& Pharmac), Council of India, lrTew Delhi"
Affiliated to the Tamilnadu Dr. M.G.R. Medical University,

and The Dir ectarat e of Medical Education, Clhennai "

ACADAMIC YEAR 2023.2024

S.NO
NAME OF ADD ON
CERTIFICATES
PROGRAMS

COURSE
CODE

NO OF'
STUDENTS
BNROLLED

TYPE OF ADI)
ONCERTIFICATE
PROGRAMS

1 Advanced therapy topics in
immunotherapy 23ATT101 55

SelFframed course

2. Green cell factories
23GCF02 58

Self-framed course

a
J. Advanced techniques in

enzymology. 23ATEO3 10
Self-framed course

4. B iomechanics and orthopaedic

implants 23BOI04 s8
Self-framed oourse

5. Blockchain technology in
pharmaceuticals 23tsTP05 30 Sel!framed course

6. Cell designer modeling tool for
gene-regul atory & biomedical
networks

23CDMTGRBNO6 27

Self-framed course

7. Computational protein modeling
and anallics 23CPMAO7 59

Self-fi'amed course

8. Scientific writing in health
research 24SWHRO8 54

Self-framed course

9. Systematic reviews for pharmacy

health professionals 24SRPHPOg 57

Seliframed course

10. Advanceci bio in formatics: Tools
& applications 24ABTAIO 111

Self-frarned course

11 Telemedicine: Principles &
practices 24TPP1 1 58

Self-fi'amed eourse

'I{H-544, Kuppanur (P o),
Phone :04283 241080 

|

S ankali'(Tk), S ilem(D t) -' 6373U1 I aririln a tlu,'In di a
E-mail : ssip 1 7 I 8_@,elqad{aE} j Website : www.ssip. edu.in
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NAME OF ADD ON€€URSE

COURSE INSTRUCTORS

YEAR OFFERED

COURSE DURATION

ADD ON COURSE - EIiTROLLMEN'T LIST

COMPUTATIONAL PROTIEN MODELING AND
ANALYSIS
ANITHA.B

3''I SEM B.PHARM

35 hrs

S.NO NAME OF THE STUDENT REGISTER NO COURSE
1 ABINESH. S 56002t52350t 2Nd B.PHARM
2. ABISHEK.B 56002t523502 2'd B.PHARM
1J. ABISURYA.C 56002t523503 2Nd B.PHARM
4. ANANDASIVAM.T 56002t523s04 2Nd B.PHARM
5. ANBU.R 560021523s0s 2"d B.PHARM
6. ARAVINTH.M s6002ts23506 2'd B.PHARM
7. ARCHANA.A s6002ts23s07 2Nd B.PHARM
8. ARIVILKUMAR.P s6002ts23508 2Nd B.PHARM
9. ARLTN.A 56002ts23509 2"d B.PHARM
10. ARUN KUMAR.K s60021s23s10 2'd B.PHARM
11. ARUNKUMAR.M s6002ts235tt 2"d B.PHARM
t2. BALAMURUGAN.B 5600215235t2 2'd B.PHARM
13. BATHRINATH.A s6002Is23s13 2Nd B.PHARM
14. BOOPATHI.G s6002ts23514 2"d B.PHARM
15. BOOPATHI.P 56002t5235t5 2"d B"PHARM
16. CHITHARTHA.M 56002t5235t6 2"d B.PHARM
17. DEVIPRIYA.K 560021523st7 2'd B.PHARM
18. D}IATCHNAMOORTHI.K 56002ts23s18 2"d B.PHARM
19. DHIVYA.N 56002t5235t9 2Nd B.PHARM
20. GAYATHzu.S 56002t523521 2'd B"PHARM
21. GOPIKA.K 560021523s22 2"d B.PHARM
22. GOPI.K 56002t523s23 2'd B.PHARM
23. GURUMOORTHI.M 560021523524 2"d B.PHARM
24. HARIPRIYA.K 560021 523525 2"d B.PHARM
25. JOTHIPRAKASH.P s60021s23526 2"d B.PHARM
26. KARTHICK KANNAN.S 56002t523s27 2'd B.PHARN4
21. KARTHICK.K 56002ts23528 2Od B.PHARM

NH;544, Ti.uppanur (Po), sarrkari (Tk), salem(Dr) - F3x0r,Tamilnarlu, rndia
Phone :04283 24108a I E-trail : ssiplTlS@gmail.com lwcbsitc : www.ssip.erlu.in
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Appror,-ed by TarnilnaduCor,'eflrrnent.& Pharmacy C-"ouncil of India, New Delhi
Affiliated to the Tarnilnadu Dr. M.G.R. Medical University,

and The Di ector ate of Medi cal Educati on. Chennai.

')8. KARTHIKEYAN.M 560021 s23529 2"'i B.PHARM-
29. KAVIBHARATHI.S 560021s23s30 2'd B.PHARM
30. KAVIYA.S s6042t523531 2"d B"PHARM
31 KESAVAN.P s6002ts23532 2'd B.PHARM
32. KIRUBANIDHI.R 56402ts23s33 2'd B"PHARM
JJ. KIRUTHIKA.P 560021523534 2"d B.PHARM
34. MEGALA.G 560021s23535 2''l B.PHARM
35. MOHAMMED KABEER.A 56042t523536 2Nd B"PHARM
36. RANISH.G 56002ts23531 2'd B"PHARM
5t. SARAN MOHAN.R 560021523538 2"d B.PHARM
38. SASIKATA.G 56002t523539 2'O B.PHARM
39" SATHYA JASMINE.A 56002t523540 2Nd B.PHARM
40. SETHURAMAN.P 56002t52354t 2'd B.PHARM
41. SOWMIYA.D 56002ts23s42 2Nd B.PHARM
42. SRIGANTH.K s6002T523543 2'd B.PHARM
43. SUGASHINI.M 56002ts23s44 2'd B.PHARM
44. SLINDHARS s60021523s4s 2'd B"PHARM
45. SURIYA.M s60021523s46 2'd B.PHARM
46. SYED ABDULLA.A 560021s23s47 2Nd B.PHARM
47. TAMILMANI.P s6002ts23548 2Nd B.PHARM
48. THIRUMAI,AI.R s6002t523s49 2"d B.PHARM
49. THIRUMENINATHAN.M 56002Ts23550 2Od B.PHARM
50. UMA SHANKARI.E s6002rs235st 2"d B"PHARM
51. VAITHEESWARI.V 56002t523552 2"d B.PI{ARM
52. VIGNESH.C s600215235s3 2"d B.PHARM
53. VIGNESH.S 56002ts23554 2"d B"PHARM
54. VIJAYASARATHT.S s60021523555 2'd B.PHARM
55. VIMAL.R 56002ts23556 2'd B"PHARM
56. VINOTHINI.A 560A21523551 2"d B.PHARM
57. VISHALATCHI.K s6002 I 523ss8 2"d B.PHARM
58. YAZHINI.B 550021523559 2"d B.PHARM
59. S.YTIVAKIRUTHIGA 550021s23560 2'd B"PHARM

'NI1:544,'Kuppanur (Po), Sankari (n0, Salem[Dt) - 6373'0l,Tamilnadu,'India
Phone :04283 241080 | E-mail : ssip171S@gmaikam lWebsite : www.ssip.edu.in
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ANSWER ALt THE QUESTIONS:

MULTIPLE CHOICE QUESTIONS

1. Which technique is commonly used to preciict the three-elimensional

fi-om its amino acid sequence?

A) NMR Spectroscopy

B) X-ray Crystaliography

DATE:08/1112023

MARKS:15

struclure of u prolkp-:\
llr\\L\ '\\I 3)-€)"] Homology Modeling

D) Mass Spectrometry

2. Which software tool is popular for protein structure prediction and refinement base_d on
homologl modeling?

A) GROMACS

.gI swtss-MoDEl
C) PyMoL
D) Chimera

3. What is the primary goal of rnolecular docking in computationalprotein modeling?
A) To*predict the secondary structure of proteins

*f,fo determine the interaction between proteins and potentiai ligands
C) To analyze protein stability
D) To visualize,protein dnunics

4. Which computational approach uses energy minimization to refine protein structures and
reduce steric clashes?

A) Molecular Dynamics (MD)
B) HomologyModeling
C) Quantum Mechanics

,S\ on", gy Minim ization

3
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5. Which database provides a comprehensive collection of experimentally determined protein

structures?

A) UniProt

-Q) POe (Protein Dala Bank)
c) swrss-MoDEl
D) KEGG

6. What is the purpose of using molecular dynamics simulations in protein rrioCeling?
.. A) 1'o predict protein sequence

Xfl fo observe the protein's behavior over time ancl under different conditions
C) To detennine the protein's crystal structure

D) To identify protein-ligand binding sites

1 . Which tool is widely used for visualizing and analyzing protein structures and tireir
interactions? ,

A) BLAST
B) RCSB PDB !

;ffiywot
D) NCBI

In protein modeling, what does the term "secondary structure" refer to'?

A) The sequence of aruulo ac,ids in a protein

B) The 3D lolding pattern of a protein

$1L.ocal structures like alpha-helices and beta-sheets
tD) I Th. interaction between different protein subunits

Which software is used for performing energy calculations and molecular dynamics

simulation3?

A) SWrSS-MODEL
B) AutoDock

zl cnovacs
D) BLAS'I'

What does the term "homology modeling" refer to in computational protein modeling?
A) Predicting protein shucture from genetic data

,fi Predicting protein structure ba^sed on known structures of similar proteins

C) Analyzing the interaction between proteins

D) Visualizing protein-ligand interactions

8.

9.

10.

SS IIYSTITUTE, OF PHARMACY
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1 1. Which technique provides high-resolution structural inf"ormation by determining the electron
densiS' of Protein crYstals?

A) NMR Spectroscopy

B) Cryo-EM

.ffi X -t ay Cryrstallo graphy

D) Mass Spectrometry

12. S4rat does "protein-ligand docking" aim to achieve in computational studies?
A) To determine the protein's tertiary structure"' .-ft| To predict how a small molecule (ligand) binds to a protein

C) To model protein-protein interactions

D) To anallrze protein sequence data

13. Which approach involves simulating the physical movements of atoms and molecules over
time?

A) Molecular Docking

LPf Homology Modeling
C) Moiecular Dynamics (MD)
D) Energy Minimization

14" In computational protein modeling, what does the term "tertiary structure"' refer to?
A) The sequence of amino acids in a protein
B) The foldingpattern of alpha-helices and beta-sheets

v$ tne overall 3f) structure of a single polypeptide chain
D) The interaction between different protein chains

15. Which method is used to determine the interaction and binding affinity between proteins and
smali molecules?

A) Energy Minimization
B) Molecular I)ynamics Simulation

;fi\ Wtotecular Docking
D) Homology Modeling
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ANSWER KEY:

MULTIPLE CIIOICE QUESTIONS

DATE:08/1112023

MARKS:15

1. Which technique is commonly used to predict the three -dimensional structure of a protein
from its amino acid sequence?

A) NMR Spectroscopy

B) X-rayCrystallography
C) Homology Modeling
D) Mass Spectrometry

2. Which softrvare tool is popular for protein structure prediction and refinement based on
homology rnodeling/

A) GROMACS
B) SWrSS-MODEL
C) PyMoL
D) Chimera

3. What is thc primary goal of molecular docking in computational protein modeling?
A) To predict the secondary structure of proteins

B) To determine the interaction betw-een proteins and potential ligands
C) To analyze protein stability
D) To visualize protein dynamics

4. Which computational approach uses energy minimization to refine protein structures and
reduce steric clashes?

A) Molecular Dynamics (MD)
B) Honrology Modeling
C) Quantum Mechanics

D) Energy Minimization
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6.

5. Which database provides a comprehensive collection of experimentally determined protein
structures?

A) UniProt
B) PDB (Protein Data Bank)
c) swrss-MoDEr,
D) KEGG

7.

What is the purpose of using molecular dynamics simulations in protein modeling?
A) To predict protein sequence

B) To observe the protein's behavior over time and under different conditions
C) To determine the protein's crystal structure

D) To identify protein-ligand binding sites

Which tool is widely used for visualizing and analyzirTg protein structures and their
interactions?

A) BLAST
B) RCSBPDB
C) PyMoL
D) NCBi

In protein modeling, what does the term "secondary structure" refer to?

A) The sequcnce of amino acids in a protein

B) The 3D folding pattern of a protein
C) l,ocal structures like alpha-helices and beta-sheets

D) The interaction between different protein subunits

Which soltware is used for performing energy calculations and molecular dynamics
simulations?

A) SWrSS-MODEL
B) AutoDock
c) GROMACS
D) BLAST

10. What does the term "homology modeling" refer to in computational protein modeling?
A) Predicting protein structure from genetic data

B) Predicting protein structure based on known structures of similar prnteins
C) Analyzing the interaction between proteins

D) Visualizing protein-ligand interactions

8.

9.
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I 1. Which technique provides high-resolution structural information by determining the electron
density of protein crystals?

A) NMR Spectroscopy
B) Cryo-EM
C) X-ray Crystallography
D) N{ass Spectrometry

12. what does "protein-ligand docking" aim to achieve in computational studies?
A) To determine the protein's tertiary structure
B) To predict how a small molecule (ligand) binds to a protein
C) To model protein-protein interactions

D) To analyze protein sequence data

13. Which approach involves simulating the physical movements of atoms and molecules over
time'/

A) Molecular Docking
B) Homology Modeling
C) Nlolecular Dynamics (MD)
D) Energy Minimization

14. In computational protein modcling, what does the term "tertiary structure" refer t6?
A) The sequence of amino acids in a protein
B) The folding pattern of alpha-helices and beta-sheets

C) The overall 3D structure of a single polypeptide chain
D) The interaction between different protein chains

15. Which method is used to determine the interaction and binding affinity between proteins and
small molecules?

A) Energy Minimization
B) Molecular f)ynamics Simulation
C) Molecular Docking
D) Homology Modeling
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29. KAVIBHARATHI.S 560021523530 13 86%
30. KAVIYA.S s60021s23531 13 86%
31 KESAVAN.P 56002t523532 t4 93%
32. KIRUBANIDHI.R s60021s23s33 15 t00%
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ADD ON COURSE : SUMMARYREPORT

Course code and Name : 23CPMA07l Computational Protein Modeling And Analyics

Date Of Add On Programme : 01/1112023 to 08/1112023

Course Duration : 35 Hours

Year Offered : 3'd SemB.Pharm

Course Instructors : B.Anitha.,M.Pharm.

Course Outcomes:

Molecular Dynamics Simulation: Gain expbrience in running and analyzing
molecular dynamics (MD) simulations to study protein dynamics, stability, and
conformational changes. Learn about simulation parameters, analysis methods, and
interpretation of results.
Docking and Protein-Protein Interactions: Understand how to use computational
docking techniques to predict and analyze protein-protein interactions, as well as
protein-ligand interactions. Learn to evaluate binding affinities and predict complex
formation.

Course Type : Add on Course

Assessment Mode:

Total Duration : 35 Hours

Number of Participants : 59

Schme of Exam : MCQ t1pe, offline Mode

Date of Exam : 08/1112023
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