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LOCUS
DEFINITION
ACCESSION

NM_ 0010105982
Homo sapiens
NM_001010982

1819 bp
arylformamidase (AFM!
XM_496246

VERSION NM_001010982.2 GI:142374718

KEYWORDS

SOURCE Homo sapiens (human)

ORGANISM Howo sspiens

Eukaryota; Metazoa; Chordata:; Cras
Mammvnalia; Eutheria; Euarchontoglil
Catarrhini: Hominidae: Homo.

COMMENT PROVISIONAL REFSFQ: This record hit
NCBI review. The reference secguenc
On Apr 6, Z007 this seguence wvers:
Sequence Note: removed 1 bamses fr(
to the reference genome assembly.

PRIMARY REFSEQ_SPAN PRIMARY_ IDENT
1-1819 BX648442 .1

FEATURES Location/Cualifiers

1..1819
/organism="Homo
/mol_type="mRNA"

source
sapiens'

/db_xrerf="taxon:Qeus”

/chromosome="17"
/map="17q25.3"
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