
 

 

Confirming the presence of HIV-1 envelope gene sequences in the genome of 
James D. Watson. 

K03455.1 is the accession number of the HIV-1 (HXB2), complete genome; the HIV/HTLV-
III/LAV reference genome. 

Go to https://blast.ncbi.nlm.nih.gov/Blast.cgi?PAGE_TYPE=BlastSearch 

Enter K03455.1 into this box 

In the Choose Search Set box select “Whole-genome shotgun contigs (wgs)” [1] and “Homo 
sapiens (taxid: 9606) from the dropdown boxes. 

Scroll down to the bottom of the page and click the BLAST button on the left hand side. 
Wait until the program finishes calculating.  This may take several minutes. 

When the results appear scroll down below the bottom of the page and the “Alignments” 
heading. 

This reveals a 135 bp “Sequence ID: ABKV01048903.1” 
Click on the sequence ID link.  ABKV01048903.1  

This opens a page “Homo sapiens Contig48983, whole genome shotgun sequence” [1]. This is 
the DNA sequence of a diploid genome of a single individual, James D. Watson [2]. 

http://theperthgroup.com/
https://blast.ncbi.nlm.nih.gov/Blast.cgi?PAGE_TYPE=BlastSearch
https://www.ncbi.nlm.nih.gov/nuccore/ABKV01048903
https://www.ncbi.nlm.nih.gov/nuccore/ABKV01048903


 
 
The 135 bases Query HIV-1 sequence 
ATCACCCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAAAGTAGGAAAAGCAATG
TATGCCCCTCCCATCAGTGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACA
AGAGATGGT 
is nucleotides 7464-7498 in the HIV-1 env gp120/160 protein coding region of HIV-1. 
 
126/135 bases of the Subject James Watson sequence is 93% identical to the HIV-1 sequence.  
eValue 7X10-46 with no gaps [3].  eValue is an estimate of the probability of the HIV-1 sequence 
being a chance finding.  eValues <10-6  are considered significant.  This eValue is approximately 
zero. 
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