0600
70000000

S
b3

Chatper 1 R
®= ABBERATION OF UNUSUAL GENOME o sy K

Conformations of Unusual DNA, Structural Translocation, Non-B DNA Conformations Cause
Rearrangements, Chromosomal Rearrangements, Rearrangement and Anfi Male Sterlity,
Rearrangements of Chromosomal Segments Causing on Chogenic Effect, Resequencing
Causing Malignancy in Lymph Glands, Neurological Disorders, Remarks, Conclusion

Chatper 2

" BACTERIAL GENOME SEQUENCING S _
Individual Sequences, Generating Gap, Assembling cotigs, Fhvsicui M.npping & DMNA
Sequencing, Role of Genetic Code a Determing Nucleofide Sequence, Searcling New
Genomes, Multiple Sequence alignment, Products of predicted genes

Chapter 3 2128
" SEQUENCING GENOME ' s oo o

Whole-Genome Alignments, Accessing Browses, How to Display Browser, Control Panel,
Pair Wise Alignment, Toolbar Control, Text Browser, Special Cases of Alignment, Visualizing
Alignments, Points to Remember

Chapter 4 2039
F— s : e T
" NUCLEOTIDE POLYMORPHISMS OF GENOMICDNA
|

Requirements, Cultural Conditions, Method of Slide Preparation, Technique of Fabrication,
Postprocessing Slides, Labeling, Hybridizations, Procedure, Culture of Bacteria, Obfaining
Genomic DNA, Slide Preparation, Technique of Fabrication, Postprocessing Slides, Labeling, .
Hybridizations, Mathematical Calculation, Detection of Locus, Corelative Studies, Assessment
of Samples, Points fo Remember




Problem in Computational Biology, Algerithmic Solufion, Restriction Mapping, Genomic
Libraries, Number of Cosmid Clones, Constructing Restriction Maps, Assembly of Contigs,
Reality check, Fingerprinting
Chatper 6
Large-Scale Genome Sequences, Genomic Sequence Pseudomonas Aeruginosa, Genomic
Sequence of Salmonella Enterica, Genomic Sequence of Yersinia Pesitis, Genomic Sequence
of Staphylococcus Aureus, Genomic Sequence of A Streptococci, Genomic Sequence of
Mycobacterium Spp., Genomic Sequence of Helicobacter Pylori, Detecting Gene Contents,

Prokaryotic Genomic Hybridization (Comparative Approach), Deleting Common Sequence,
Subtractive Cloning, Analysing Complete Genomic, Comparative Proteomics

Chapter 7 73—89

B MAPPING SNPs

Requirements, Supplied by Affymefrix Affymetrix Reagents, Equipment and Software, Hydrolytic
Effect of Restriction Enzyme, Ligation, Amplification Technique, Purification and Elution,
Marking, Hybridization, Procedures, Hydrolysis of Xbal, Ligation, Amplification Technique,
Isolating the Amplification Product, Process of Fragmentation, Labeling, Preparation of Hybr-
idization, Method of Staining, Use of Scanner, Analyzing the Resylts, Points fo Remember

Chapter 8 90—98

Requirements, Procedures, De-Staining Technique, Reduction of Disulfide Bonds, Enzymatic
Hydrolysis Protein, Observing Pepfides by MALDI-TOF MS, Finding Protein Databases, Weak
Paints, Points to Remember

Chatper 9

Aﬁilubi!im, Handling, Output Page, Points to Remember
Chatper 10

e R AL . e

Gene Flow in Bacteria, Translocation of nucleolide, Model of Transposable Elements,
Distribution of Transposable Elements, Functional status of Transposable Elements, Reporting




Transposable Elements, Various Categories of transposable Elements, Composite Structure
Transposon, Transposons of complicated Genetic structure, Gene Casseftes, Categories of
integrons, Specific fransposable elements, New Type of Element, Transposition of Site-Specific
elements, Additional type of elements, Element Encoding Resistance to Anfibiotics, Site
Designated Element Tn554, Transposable Elements, Genomic Descendunts Insertion of
One DNA Sequence Into Another DNA, Summary

Chapter

™ MOBILE ELEMENTS . vt

ALU Elements, Introducing Technique, Phylogeny of Alu Elements, Alu Elements in Human

Genome, Genomic Insertion in Coding Area, Affer Effects, Changes due to Genetic Instability,
Phylogenetic Effects of Alu, Control, Amplification

Chufpar 12 145—154
"""" I.'IIUCESS OF IDE NTIFIEA’I’IGN

Requqremems, Feeding, Web Based Tool, Sources Used, Procedures, Programming, Results,
Discussion, Applicability of Installation, Points to Remember

Chapter 13
—

mnz, RMA Alifold, Diagnostic Features, Main Goals Tnpﬂgruph'f Eeqmrernenis Pro::edures
Loading Optional Software, Loading Required Files, Basic Usage of RNAz, Modemnization of
ENAz, Genomic Screens of Commercial Level, Use of SimlsTit:s= Ponts to Remember

Chapter 14 172—181
cDNA MACROARRAY from Arubidopaia ﬁmﬁm £
Requirements, Sampling, Laboratory Preparation, Method of thndlzatlnn Prucedures

Laboratory Preparation, cONA Macroarray Filters, Method of Hybridization, Mathematical
Calculations, Subset Macroarray Filters, Points to Remember

Chatper 15 : ﬂ
MULTIPLE ALIGNMENT OF RNAs : s nasnenan

Procedures, Scoring of Alignment, Multiple Alignment, Experimental Approch, Final
Alignment, Points to Remember

"""" BEAD ARRAYS TECHNOLOGY

Gene Expression Profiling, Requirements, Kit for Extraction of RNA Reugems Requured




Additional Reagents Required, Array Matrix and Bead Chip, Array Imaging, Procedures,
RNA Exiraction from FFPE Tissues, DASL Assay Protocols, Laboratory Synthesis of cDNA,
Formation of Array Hybridization, Converstion-of Hybridization to Bead Arrays, Technique
for Imagning, Analysing Data, Applications, Points to Remember

Chatper 17

- OPEN READING FRAMES OF GENOMES

Softwares, Experimental Approach, Statistics Methods, Processing Data, Exploring Data,
Handling ORF Sequences, Handling ORFeome, Points to Remember

Chapter 18 217—240

SYNTHESIS OF ¢DNA LIBRARY

Requirements, Obtaining Pure RNA, Synthesis of cDNA Library, Amplification of the Library,
Screening of the Library, In Vivo Excision of Clones, Miniprep Plasmid Isolation, Role of
Restriction Enzymes, Synthesis of Probe, Method of Northern Blotting, Northern Blots,
Methods, Extraction of RNA, Synthesis of ¢DNA Library, Amplification of the cDNA Library,
Screening of the cDNA Library, In vivo Excision of Clones, Separation of Miniprep Plasmid,
Introducing Plasmid DNA, Synthesis of Probe, Method of Northem Blofting, Probing the blots,

Analyzing Clones, Points fo Remember
Chatper 19 1-250
: II_]__ET__I‘ERMINING CHANGES IN GENE EXPRESSION :

Requirements, Obtaining Clones, Method of Printing, Hybridizatipn, Method of Scanning,
Procedures, Process of Amplification, Mechanism of Printing, Labeling Samples, Washing,
Quantification, Mathematical Calculation, Points to Remember

Chatper 20

selected Features of the Programme, Resemblance at Different Levels, Applicable Alignment,
Results of Input and Output Programmes, DIALING and CHAOS at GOBIGS, Command-Line
Version of the Program, Options for the Program Run, Alternative Alignments

INDEX 256—278

iy

e et




