Sequin is an offline software for submitting complex sequences and large genomic datasets, while BankIt is a web-based tool for submitting simple sequences and small batches of data. Sakura is not a standard NCBI sequence submission tool; the tools mentioned for submitting sequences to databases like GenBank are Sequin and BankIt. Both Sequin and BankIt require information like contact details, reference information, organism name, sequence data in FASTA format, and annotations for features.  
Sequin (Offline, Complex Submissions)
· Purpose:
Ideal for complex submissions, large sequences, and detailed annotation. 
· Features:
An offline software with built-in validation functions, editing and complex annotation capabilities, and support for phylogenetic and population studies. 
· Availability:
Versions are available for Macintosh, PC, and Unix computers via anonymous FTP. 
· Use Cases:
Best for large genomic assemblies, segmented nucleotide sets, and complex annotations that are not suited for web-based tools. 
BankIt (Web-Based, Simple Submissions)
· Purpose:
A simpler, web-based tool for submitting single sequences or small batches of data. 
· Features:
A streamlined web interface for submitting data, including alignment files. 
· Use Cases:
Suitable for basic submissions of simple sequences, population studies, or environmental samples where complex annotation is not required. 
General Submission Requirements for Sequin and BankIt
Regardless of the tool used, you will generally need: 
· Contact information: Details of the authors submitting the data.
· Reference information: Associated publication information, even if not yet published.
· Organism name: The scientific name of the organism.
· Sequence data: The nucleotide sequence(s), typically in FASTA format.
· Annotation: Details about genes, coding regions, and any other relevant information.
· Source metadata: Information on the host or physical environment from which the sequence was isolated.
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