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(NCBI 
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Sequence) 
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1 Bos 
taurus(cattl

e) 

NP_776384.3 NP_776384     
            

acyl-CoA desaturase NP_776384.3  
GI:148540094 

359 aa 

2 Bubalus 
bubalis(
Water 

buffalo ) 

CAZ16319.1 CAZ16319  stearoyl CoA 
desaturase 

CAZ16319.1  
GI:238623585 

359 aa 

3 Camelus 
ferus(

Camel) 

XP_00618298
4.1 

XP_00618298
4              

PREDICTED: acyl-
CoA desaturase 

XP_006182984.1  
GI:560913419 

359 aa 

4 Canis lupus 
familiaris 

(dog) 

XP_543968.2 XP_543968     
            

PREDICTED: acyl-
CoA desaturase 

XP_543968.2  
GI:73998637  

360 aa 

5 Capra 
aegagrushi

rcus   
(goat) 

AAL29305.1 AAL29305 stearoyl coenzyme A 
desaturase 

AAL29305.1  
GI:16798113  

359 aa 

6 Danio rerio 
(zebrafish) 

NP_942110.2 NP_942110     
            

stearoyl-CoA 
desaturase 5 

NP_942110.2  
GI:563580257 

326 aa 

7 Equus 
caballus(H

orse) 

XP_00150041
4.1 

XP_00150041
4              

PREDICTED: acyl-
CoA desaturase 

XP_001500414.1  
GI:149689754 

359 aa 
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8 Gallus 
gallus 

(chicken) 

NP_990221.1 NP_990221     
            

stearoyl-CoA 
desaturase 1 

NP_990221.1  
GI:45382443  

357 aa 

9 Homo 
sapiens 

AAH05807.1 AAH05807 SCD protein AAH05807.1  
GI:13543284  

355 aa 

10 Macaca 
mulatta 
(Rhesus 
monkey) 

AFJ71651.1 AFJ71651 acyl-CoA desaturase AFJ71651.1  
GI:387542048 

359 aa 

11 Mus 
musculus 

NP_033153.2 NP_033153     
            

acyl-CoA desaturase 
1 

NP_033153.2  
GI:31543675  

355 aa 

12 Ovis aries 
(Sheep)   

NP_00100925
4.1 

NP_00100925
4              

acyl-CoA desaturase NP_001009254.1  
GI:57164289 

359 aa 

13 Pan 
troglodytes 
(chimpanze

e) 

JAA41265.1 JAA41265 stearoyl-CoA 
desaturase (delta-9-

desaturase) 

JAA41265.1  
GI:410349323 

359 aa 

14 Pongo 
abelii 

(Sumatran 
orangutan) 

NP_00112573
1.1 

NP_00112573
1              

acyl-CoA desaturase NP_001125731.1  
GI:197099102 

359 aa 

15 Rattus 
norvegicus 

(Norway 
rat) 

NP_114029.1 NP_114029     
            

acyl-CoA desaturase 
2 

NP_114029.1  
GI:13929208  

358 aa 

16 Sus scrofa 
(pig) 

NP_998946.1 NP_998946     
            

acyl-CoA desaturase NP_998946.1  
GI:47523282  

359 aa 

17 Taeniopygi
a guttata 

(zebra 
finch) 

XP_00219815
2.1 

XP_00219815
2              

PREDICTED: acyl-
CoA desaturase 

XP_002198152.1  
GI:224052475 

360 aa 

18  Xenopus 
laevis 

(African 
clawed 

frog) 

NP_00108780
9.1 

NP_00108780
9              

stearoyl-CoA 
desaturase (delta-9-

desaturase) 

NP_001087809.1  
GI:147901446 

339 aa 
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A Bioinformatic analysis of Stearoyl-CoA desaturase  (SCD) Protein 
Sequences from 18 different species with emphasis on domesticated species  
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Abstract  
Stearoyl-CoA desaturase (SCD) is a key enzyme that converts saturated fatty acids (SFAs) to 
monounsaturated fatty acids (MUFAs) in the biosynthesis of fat. Despite being crucial for 
interpreting SCDs roles across species, the evolutionary relations of the SCD Proteins in several 
organisms has yet to be elucidated. This study aims to present this evolutionary relationship based 
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on amino acid sequences.Using Multiple Sequence Alignment and Phylogenetic construction 
methods,a hypothetical evolutionary relationship was generated between the Stearoyl-CoA 
desaturase (SCD) Protein sequences between 18 different species. 
The phylogenetic tree constructed by MEGA 5.2 for SCD Protein sequences show that the 
Evolutionary relations between SCD Protein sequences from 18 different species are similar to 
their species evolutionary relationships nearly. 
Keywords: Phylogenetic Analysis, Stearoyl-CoA desaturase (SCD) Proteins, Multiple Sequence 
Alignment,Bionformatics. 


