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Phylogenic and Structural Analysis of the Cytosine
Editing Protein APOBEC
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APOBEC3C 1 190
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APOBEC3H 1 182

ZDD: zinc-dependent cytidine deaminase domain

Table 1
Genomic structure, function and sequence specificity of APOBEC superfamily.
Gene Chromosomal No of Function Tissue specific
location EX0ns EXpression
AID 12pl13 5 Immunoglobin Activated B cells
diversification
APOBEC] 12pl13.1 5 Lipid metaboli Gastrointestinal tract
e
APOBEC2 3 Mitochondrial Differentiated skeletal
function and cardiac muscle
APOBEC3A 22q13.1 5 Viral restriction Monocytes,
macrophages, non-
progenitor cells
APOBEC3BE 22q13.1 8 Viral restriction IFN/-activated liver
cells
APOBEC3C  22ql3.1 4 Viral restriction Immune centers,
peripheral blood cells
APOBEC3D  22ql3.1 7 Viral restriction Immune centers,
peripheral blood cells
APOBEC3F 22q13.1 8 Viral restriction Immune centers,
peripheral blood cells,
IFN/-activated liver
cells
APOBEC3G  22ql3.1 8 Viral restriction Immune centers,
peripheral blood cells,
IFN/-activated liver
cells
APOBEC3H  22ql3.1 5 Viral restriction Immune centers,
peripheral blood cells
APOBEC4 1q25.3 2 Unknown

Salter JD, et al. Trends Biochem Sci. 2016 Jul;41(7):578-594.
Revathidevi S, et al. Cancer Lett. 2021 Jan 1;496:104-116.
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5 HEEDNA L TC motiffefi ) = A EL: Tyrl3041Tyrl32
DNAF%1: 5-ATCGGG-3'

Shi, K., Carpenter, M.A., et al, 2017 Nat. Struct. Mol. Biol
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Wang, X., Li, J., Wang, Y., Yang, B., Wei, J., Wu, J., et al, 2018, Nat. Biotechnol
Shi, K., Carpenter, M.A., et al, 2017, Nat. Struct. Mol. Biol
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Wang, X., Li, J., Wang, Y., Yang, B., Wei, J., Wu, J., et al, 2018. Nat. Biotechnol
Shi, K., Carpenter, M.A., et al, 2017, Nat. Struct. Mol. Biol
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Gehrke, J.M., et al, 2018, Nat. Biotechnol
Shi, K., Carpenter, M.A., etal, 2017, Nat. Struct. Mol. Biol
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Pairwise Alignment
Gap Opening Penalty 15.00

Gap Extension Penalty 5.00

Multiple Alignment

Gap Opening Penalty 15.00

Gap Extension Penalty 5.00
» Weight

Use Negative Matrix OFF

Delay Divergent Cutoff (%) 30

Option
ANALYSIS

Statistical Method
PHYLOGENY TEST

Test of Phylogeny

No. of Bootstrap Replications

SUBSTITUTION MODEL

Substitutions Type

Model/Method
RATES AND PATTERNS

Rates among Sites

DATA SUBSET TO USE

Gaps/Missing Data Treatment

TREE INFERENCE OPTIONS
ML Heuristic Method
Initial Tree for ML

Branch Swap Filter
SYSTEM RESOURCE USAGE

Number of Threads

Kumar, S., Stecher, G., and Tamura, K, 2016, Mol. Biol. Evol.
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Bootstrap method
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> Jones-Taylor-Thornton (JTT) model

Uniform Rates

Use all sites

Nearest-Neighbor-Interchange (NNI)

Make initial tree automatically (Default - NI/BioNJ,

None
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