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GenBank	sequence	submission	
	
1.		If	you	have	not	already	done	so,	go	to	your	User	Profile	and	fill	in	your	middle	initial	(if	you	have	one).	
	
“My	Profile”	–––>	“User	Profile”	–––>	“Edit	Profile”,	enter	your	middle	initial,	then	click	“Submit	Edits”	
	

	
	
	
2.		Search	for	the	specimen	record	in	the	Edit	Existing	Occurrence	Records	search	tool	that	you	want	to	submit	
genetic	sequence	data	for.		Confirm	all	specimen	metadata	is	complete	and	accurate!		Then,	click	on	
“Linked	Resources”.	
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3.		Click	on	“Submit	Sequence	to	GenBank”.	
	

	
	
	

4.		A	pop-up	window	will	appear	and	your	username	and	the	Record	ID	(occid)	of	the	specimen	will	be	
automatically	displayed.	
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5.		Copy	and	paste	your	FASTA	formatted	sequence	into	the	Sequence	box	and	then	chose	the	Sequence	
Definition	for	the	gene	region	you	are	submitting.	
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If	you	hover	your	mouse	over	the	?,	the	GenBank	approved	standard	definitions	will	appear	in	a	pop-up	box.	
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6.		Select	the	method	used	to	obtain	this	sequence.		It	will	nearly	always	be	“Sanger	dideoxy	sequencing”.	
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7.		If	this	sequence	is	published	in	a	peer-reviewed	journal	or	as	part	of	a	project	such	as	the	“North	American	
MycoFlora	Project”,	slide	the	button	to	“Yes”,	enter	the	title	of	the	publication,	and	click	the	“+”	to	add	authors.	
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8.		Add	as	many	authors	as	you	like.		They	will	appear	in	the	order	you	add	them.		To	remove	an	author,	click	
the	“x”.	
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9.		If	you	want	GenBank	to	embargo	(i.e.	not	release	your	sequence	to	the	public)	for	1	year,	then	slide	the	
button	to	“Yes”.		It	is	recommended	to	immediately	release	your	sequences	and	not	embargo	them.	
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10.		Finally,	click	the	“Add”	button,	then	the	“Generate”	button.	
	

	
	

You	will	see	a	pop-up	window	that	tells	you	to	click	the	“Open	File	Manager	button”.		Click	“OK”,	then	open	the	
File	Manager	to	see	your	generated	files.	

	
	

	
11.		Click	the	“GenBank”	file	to	see	your	list	of	files.	
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12.		Click	the	filename	of	the	scientific	name	(with	date	and	time	stamp)	to	see	your	list	of	sequence	files.	
	

	
	
	

13.		You	will	see	2	files:		a	.gbf	file	and	a	.sqn	file.		The	.gbf	file	will	show	you	exactly	what	your	sequence	
submission	will	look	like	at	GenBank	(see	below).		The	.sqn	file	should	be	downloaded	and	emailed	to	GenBank	
at	this	email:		gb-sub@ncbi.nlm.nih.gov	
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PLEASE	CAREFULLY	CHECK	YOUR	.gbf	FILE	FOR	ANY	ERRORS	

BEFORE	EMAILING	YOUR	SEQUENCE	SUBMISSION	TO	GenBank!!!	
	
	

	


