
OmniBankII sequence annotation pipeline 

 
1. Consensus sequence generation 
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IPCR FASTA sequences 

Mask LTR and Vector sequence 

Blast analysis 

BLAT analysis: output—blast 

format, minimum identity—90% 

Batch BLAT against NCBI 

mouse genome build 36 

Upstream flanks:  genome 

alignment must begin at 

nucleotide position <= 150. 

Downstream  (<=100) 

If more than 1 

alignment: take the 

longest (>=25bp) 

Merge with another 

alignment if the gap 

between them is <=6. 

The merged sequence >= 

25? 

Same clones?  

Parse the BLAT/ 

BLAST result and 

save in database 

Update the consensus if 

the new sequence is 

longer and has a higher 

alignment score 

Insert the consensus 

sequence generated from 

above procedure into the 

database 

 

OmniBankII database 

BLAST analysis against 

NCBI mouse build 36 



2. LTR sequence identification and consensus sequence status calling 
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OmniBankII database 

LTR sequence 

identified? 

Blast analysis against 5’ 

and 3’ LTR sequences 

Update the LTR position and tailor 

the sequence and make first 30 

LTR nucleotides the lower case 

Recorded the LTR sequence 

is not identified and record 

LTR verification failed 

If the consensus is >= 

20 bp after 

subtracting the LTR 

sequence? 

Keep the consensus sequence in the database, but flag 

all sequences <= 25bp for manual review 

Delete the 

consensus 

sequence and 

the whole 

row 

Only one consensus 

sequence generated 

for the clone? 

Recorded as nc 

(single, not confirmed) 

Multiple consensus 

sequences are located 

at the same 

chromosome? 

Recorded as m 

(mixed clones) 

The integration 

sites generated 

should be located 

with 50 bps 

Recorded as c 

(confirmed) 



3. Sequence annotation 
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OmniBankII database 

 

NCBI mouse build 36 

Entrez gene data 

Is the specific 

integration site located 

inside a specific gene? 

Associate the IST with that 

specific gene 


