
 H.sapiens

P.troglodytes

 M.mulatta

C.lupus

 B.taurus

 M.musculus

R.norvegicus

G.gallus

X.tropicalis

 D.rerio

AgaP_AGAP007592,  A.gambiae

klp-4,  C.elegans

NP_071396.4 (1805 aa)

XP_527240.2 (1805 aa)

XP_001096670.1(1809 aa)

XP_005640119.1(1750 aa)

XP_002697622.3 (1734 aa)

NP_034747.2(1749 aa)

P_001100932.1 (1689 aa)

XP_418923.3 (1987 aa)

XP_002932725.2 (1967 aa)

XP_002665108.2 (1869 aa)

XP_308280.4 (1944 aa)

NP_508546.2 (1576 aa)

PEPcase (cl14656); Phosphoenolpyruvate carboxylase.

CAP_GLY (pfam01302); CAP-Gly domain.

DUF3585 (pfam12130); Protein of unknown function (DUF3585).

DUF3694 (pfam12473); Kinesin protein.
KIF1B (pfam12423); Kinesin protein 1B.

FHA (cl00062); Forkhead associated domain (FHA);
Motor_domain (cl00286);

Conserved Domains

            GRCh38-p13
chr6 17763693-17987635

                                  KIF13A
 kinesin family member 13A (Homo sapiens)

NM_022113.6   NP_071396.4             Consensus CDS: CCDS47381.1                               UniProtKB/Swiss-Prot: Q9H1H9                             UniProtKB/TrEMBL: A0A1B0GUA8
[6,007bp]         [1805aa] 
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