
Protein Identifier: Q6NTF7  

>sp|Q6NTF7|ABC3H_HUMAN DNA dC->dU-editing enzyme APOBEC-3H OS=Homo sapiens GN=APOBEC3H PE=1 SV=3 

MALLTAETFRLQFNNKRRLRRPYYPRKALLCYQLTPQNGSTPTRGYFENKKKCHAEICFINEIKSMGLDETQCYQVTCYLTWSPCSSCAWELVDFIKAHDH

LNLGIFASRLYYHWCKPQQKGLRLLCGSQVPVEVMGFPKFADCWENFVDHEKPLSFNPYKMLEELDKNSRAIKRRLERIKIPGVRAQGRYMDILCDAEV 

Intro  

Q6NTF7 is DNA dC->dU-editing enzyme APOBEC-3H a product of the APOBEC3H gene found on human chromosome 22. It  is 

a member of the cytidine and deoxycytidylate deaminase family, which take part in catalytic reactions of cytidine and use Zn2+  as a 

cofactor. It's got 4 recorded isoforms on the UniProt database. 

The A3H-var/haplotype 2 exhibits antiviral activity against vif-deficient HIV-1.  

After the penetration of retroviral nucleocapsids into target cells of infection and the initiation of reverse transcription, it can induce 

the conversion of cytosine to uracil in the minus-sense single-strand viral DNA, leading to G-to-A hypermutations in the subsequent 

plus-strand viral DNA. Selectively targets single-stranded DNA and does not deaminate double-stranded DNA or single- or double-

stranded RNA. 

Exhibits antiviral activity also against T-cell leukemia virus type 1 (HTLV-1) and may inhibit the mobility of LTR and non-LTR 

retrotransposons 

Antiviral activity is neutralized by the HIV-1 virion infectivity factor (VIF), that prevents its incorporation into progeny virions by 

both inhibiting its translation and/or by inducing its ubiquitination and subsequent degradation by the 26S proteasome. 

 

http://www.uniprot.org/uniprot/?query=family:%22cytidine+and+deoxycytidylate+deaminase+family%22


 



 

>pdb|3WUS|A Chain A, Crystal Structure Of The Vif-binding Domain Of Human Apobec3f 

MEAMYPHIFYFHFKNLRKAYGRNESWLCFTMEVVKHHSPVSWKRGVFRNQVDPETHCHAERCFLSWFCDDILSPNTNYEV 

TWYTSWSPCPECAGEVAEFLARHSNVNLTIFTARLYYFWDTDYQEGLRSLSQEGASVEIMGYKDFKYCWENFVYNDDEPF 

KPWKGLKYNFLFLDSKLQEI   [highest score, e-value] 

 

>pdb|4J4J|A Chain A, Crystal Structure Of The Apobec3f Vif Binding Domain 

TFTFNFNNEPWVRGRHETYLCFTMEVVKHHSPVSWKRGVFRNQVDPETHCHAERCFLSWFCDDILSPNTNYEVTWYTSWS 

PCPECAGEVAEFLARHSNVNLTIFTARLYYFWDTDYQEGLRSLSQEGASVEIMGYKDFKYCWENFVYNDDEPFKPWKGLK 



YNFLFLDSKLQEI    [seond highest score, most identical,  

 

>pdb|5HX4|A Chain A, Zinc-free Apobec3f Catalytic Domain Crystal Structure 

MEAMDPHIFYFHFKNLRKAYGRNESWLCFTMEVVKHHSPVSWKRGVFRNQVDPETGRHAERCFLSWFADDILSPNTNYEV 

TWYTSWSPCPECAGEVAEFLARHSNVNLTIKTARLYYFDDTDYQEGLRSLSQEGASVEIMGYKDFKYCWENFVYNDDEPF 

KPWDGLDYNFLDLDSKLQEI 

 

>pdb|3VM8|A Chain A, Crystal Structure Of The Human Apobec3c Having Hiv-1 Vif-Binding Interface 

RNQVDSETHCHAERCFLSWFCDDILSPNTKYQVTWYTSWSPCPDCAGEVAEFLARHSNVNLTIFTARLYYFQYPCYQEGL 

RSLSQEGVAVEIMDYEDFKYCWENFVYNDNEPFKPWKGLKTNFRLLKRRL 

 

>pdb|2KBO|A Chain A, Structure, Interaction, And Real-Time Monitoring Of The Enzymatic Reaction Of Wild 

Type Apobec3g 

TFTFNFNNEPWVRGRHETYLCYEVERMHNDTWVLLNQRRGFLCNQAPHKHGFLEGRHAELCFLDVIPFWKLDLDQDYRVT 

CFTSWSPCFSCAQEMAKFISKNKHVSLCIFTARIYDDQGRCQEGLRTLAEAGAKISIMTYSEFKHCWDTFVDHQGCPFQP 

WDGLDEHSQDLSGRLRAI 

 

>pdb|2RPZ|A Chain A, Solution Structure Of The Monomeric Form Of Mouse Apobec2 

FKFQFRNVEYSSGRNKTFLCYVVEVQSKGGQAQATQGYLEDEHAGAHAEEAFFNTILPAFDPALKYNVTWYVSSSPCAAC 

ADRILKTLSKTKNLRLLILVSRLFMWEEPEVQAALKKLKEAGCKLRIMKPQDFEYIWQNFVEQEEGESKAFEPWEDIQE 



 



 



            



SWISS MODEL https://swissmodel.expasy.org/interactive/BrHg6c/models/ 

 



 



 



  

 

 

Analysis of the Results 

Critical evaluation of the model and of the alignments 

Discuss a possible function for the protein 


