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ABSTRACT
Banana streak infection (BSV) could be a plant unhealthful infection of the family Caulimoviridae. Infective

operator’s leaf dash of banana, brought about by banana streak infection (BSV) contamination, could be an as of late
depicted unwellness that happens in most banana-delivering nations. The unwellness, that is thought to affect
singularly Musa and liliopsid variety, is develop by vegetative propagation, coarse bugs and through seed. BSV
contamination in banana will antagonistically affect yield and organic product quality. We’ve analyzed the whole
requesting grouping of banana streak infection and banana streak infection Mysore by recovering the arrangement
in fasta organization from NCBI requesting. The sequencing information which can help the re-commenting of the
banana streak infection requesting and known an arrangement insertion in banana streak infection specialist.
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1. INTRODUCTION

Banana streak infection (BSV) species are far reaching in Musa spp. They are actually transmitted by a few
mealybug animal categories in a semipersistent mode and by actuation of endogenous arrangements incorporated in
the genome of Musa balbisiana, one of the progenitorsof engineered and characteristic cross breeds. Regular
indications incorporate yellow streaks on leaves, part of the pseudostem and anomalous rise of the group from the
center of the pseudostem, bearing less products of littler size. Despite the fact that leaf streaks and pseudostem part
side effects have been already seen in Cuba, BSV species were never recognized. Bacilliform particles were seen by
immunosorbent electron microscopy in plantain FHIA21. The polyclonal antiserum utilized was raised against a few
badnavirus animal categories and is along these lines not particular to BSV. Viral leaf dash of banana was initially
depicted in Ivory Coast, Africa in 1968 and the causal operators, BSV, was distinguished in Morocco in 1985 [4, 5].
The impacts of BSV contamination on plant development, bundle yield and organic product quality may be extremely
variable, for two reasons. Firstly, as specified beforehand, secludes of BSV vary significantly in the seriousness of
indications delivered, going from periodic chlorotic streaking to deadly systemic rot. Also, the side effects brought
about by BSV disease distinctively happen sporadically through the span of the year, and are connected with varieties
in infection focus. Yield misfortunes because of BSV invection in banana have been archived for the AAA cultivar
"Poyo' in Ivory Coast. Diminishment in cluster size and mutation of fingers have likewise been accounted for BSV
contamination in “Dwarf Cavendish'. It has been recommended that BSV disease might significantly affect group
measure and natural product quality when botanical start and early pack improvement agree with a time of expanded
infection union. BSV is an individual from the plant infection class Badnavirus, speaking to infections which have
bacilliform particles averaging 30 x 150 nm in size and which contain a roundabout twofold stranded DNA genome
7.2 kb in size. Badnaviruses are just the second gathering of ds DNA plant infections to be depicted. The limited host
scope of BSV is that spread of BSV must of need happen from banana to banana. Weed has don't assume a part in
the study of disease transmission of viral leaf streak as they do in contamination by CMV, which taints an extensive
variety of plant species. Albeit grown-up mealybugs are inactive, the early instars or "crawlers" are very versatile.
Mealybugs, which transmit badnaviruses in a semipersistent way. A few authoritative or provisional individuals from
the badnavirus gathering have been appeared to be transmitted through seed, in a few occasions at rates of 60-90%.
One badnavirus, Kalanchoe top-spotting infection (KTSV), is additionally dust transmitted.

2. MATERIALS AND METHODS

Databases used: NCBI, GENECARD

Tools used: APOLLO

Databases:

Gene bank: Databank of genetic sequences operated by a division of the National Institute of Health.

Gene card: Genecard is a database, which has collection of information about the genes.

Tools description:

Apollo: Apollo is a genomic annotation viewer and editorial manager. It was initially created as a coordinated effort
between the Berkeley Drosophila Genome Venture (some portion of the FlyBase consortium) and The Sanger
Establishment in Cambridge, UK. It was utilized by the FlyBase scholars to build the Discharge 3 and 4 annotations
on the completed Drosophila melanogaster genome, and has additionally been an essential vehicle for offering these
annotations to the group. Apollo permits specialists to investigate genomic annotations at numerous levels of subtle
element, and to perform master annotation curation, all in a graphical domain. It is a Java application that is anything
but difficult to introduce and keep running on Windows, Macintosh OS X, or any Unix-sort framework (counting
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Linux). Apollo is presently bolstered by NIH gift 1IRO1GM080203-01 from the National Establishment of General
Restorative Sciences (NIGMS).
Steps Included:
1. The genomic arrangement of Banana Streak GF infection and Banana Streak Mysore infection was looked in
NCBI Genome database.2. The entire genomic informations graphical output was taken for analysis.
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. Genomic sequence in fasta as well as Genbank format was retrieved and stored in local hard disk for future use.
. The entire genomic sequence in Genbank format was uploaded to the genome annotation tool Apollo.

. The regions present in the genome was identified using Apollo software

. The range of each region was predicted using sequence information function.

. The exon regions present in all the regions was detected using exon finder.

. Restriction site for EcoRI in the genome was predicted with the exact location.
. The genome comparison for both the virus was analysed manually.

. RESULTS & DISCUSSION
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From NCBI Genome Database, the objectives Banana Streak GF Infection and Banana Streak

Mysore infection subtle elements were taken to investigate.
Banana Streak Mysore Infection:
Complete genome:
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APOLLO: Genome comparison was done between the target sequences Banana Streak GF Virus and Banana
Streak Mysore Virus.
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2. CONCLUSION

The genome investigation was finished Banana Streak GF Infection and Banana Streak Mysore Infection
to discover the locales present in the genome .The consequences of apollo gave 3 areas for BSGFV and 3 districts
for BSMV.
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