
Primers and 27 selected genes Amino Acid sequences complete alignment with using 
bioinformatics tools (ClustalX and Gene-Doc) 

Table S1. Oligonucleotide PCR primers. 

Gene Accession No Forward Primer (5 – 3) Reverse Primer (3- 5) Product size 
(bp) 

ggTas2R1 AB249766.1 GGTGCCATCAAGACAGTCTTCTC ACAGGCAGCCACTACAACAACA 135 

ggTas2R2 AB249767.1 GCGATGATTCCATGGCTGC CGTTGACCTGCAGAGGTAGG 102 

ggTas2R7 NM_001080719.1 TGGCAGAGCAGCACAACACAAC TACAAGACGCAGCCACAATGAA 111 

BCL2 NM_205339.1 GAGTTCGGCGGCGTGATGTG TTCAGGTACTCGGTCATCCAGGTG 92 

BCL2L1 NM_001025304.1 TGGAGAGCGTGGACAAGGAGATG CTCGGCAGCAGCGTTGTTCC 152 

MCL1 XM_001233734.1 GTGAGCCAGTGAGCACCAACAG ACAACCACAACTCTGAAGCATCGG 96 

BID NM_204552.2 GTCACAGGCAGTGGAAGGACTTG GTGCTGAAGACAGGCTGTAGAAGG 138 

NOXA XM_001233389.1 CGAACCGTGCCGAGCTGTTG TCCGCCTTGTCTCCGATCCTG 135 

CAPN1 NM_001044672.1 CAGACGATCCTCAACCGCATCATC GTTGACCATACTGCGACACGACTC 87 

CAPN2 NM_205080.1 TCGGAGGAAGCAGAGGAAGATGG CCGGAGGTTGATGAAGGTGTTGG 163 

CASP2 NM_001167701.1 TCCTCCGATTCCTCCAGTGAAGC CACAGTCCACATCTCCACCTGAAC 170 

CASP 9 XM_424580.6 TGATGCTCTCCAGAGGTGTCTTCC CCACTGAATCCTCCAATCCACTGC 195 

CASP 3 NM_204725.1 TACCGGACTGTCATCTCGTTCAGG ACTGCTTCGCTTGCTGTGATCTTC 166 

CASP 7 XM_421764.5 TTCCTGGAGGAATCCTGGAAGAGG TGAAGCGTGGATCATCAGACTGTG 158 

ATG5 NM_001183963.1 AGACGCCTATTCCGTGGAATTACC GATAGTTGGTGGCAACGAATCGC 158 

Beclin-1 NM_001006332.1 ACCGCAAGATTGTGGCTGAAGAC TGAGCATAACGCATCTGGTTCTCC 163 

Dynein NM_001006519.1 ACAATGACCTGAGGTGCCAACTG CCACTCATCACTGGGAGGAACTG 170 

LC3-I NM_001031451.1 TTACACCCATATCAGATTCTTG ATTCCAACCTGTCCCTCA 130 

LC3-II NM_001031461.1 AGGTGTACGAGAGCGAGAAGGAC TACTGAGAGCGTAGGTGACATCCG 200 

mTOR XM_417614.5 AACCACTGCTCGCCACAATGC CATAGGATCGCCACACGGATTAGC 120 

PLCβ2  XM_025151351.1 GCTGTTGGTGGTGTGCCTCAG GCTGCCTGCTTGGACTCTGTTAC 101 

IP3R3 XM_418035.6 CTGGTCTGCTATTGCCGCTGTC TTCTTGTCGCTCGTCATCAGGTTG 192 

α-gustducin NM_001267811.1 AGGAGTCAGCAAGGAGATCCAGAG AATGATAGGTCGGAACTCCATGCG 191 

TRPM5 XM 003641321.2 ATGGTGGAACAGGCAGCATTGAG ACAGCTTCTGGCTTGACGAGTTG 190 

GPX1 NM_001277853.2 AAGTGCTGCTGGTGGTCAACG GTTGGTGGCGTTCTCCTGGTG 155 

SOD1 NM_205064.1 GGTGACCTCGGCAATGTGACTG AATGATGCAGTGTGGTCCGGTAAG 93 

CAT NM_001031215.1 ACGTTGGCGGTAGGAGTCTGG GTGGTCAAGGCATCTGGCTTCTG 184 

β-actin NM_205518.1 CCAGCCATGTATGTAGCCATCCAG ACGGCCAGCCAGATCCAGAC 162 ∗gg–Gallus Gallus; TasR – Taste Receptor, β-actin- Housekeeping gene 

 

 

 

 

 



27 Selected genes Amino Acid sequences complete alignment with using bioinformatics tools 
(ClustalX and Gene-Doc) 

 

We performed complete amino acid sequence alignment for the experiment selected genes. First, 
we search amino acid complete sequence through exploring NCBI database, then we do complete 
alignment using two bioinformatics tools (ClustalX and Gene-Doc). The amino acid sequence alignment 
shows us that, those genes which are identical have black color while those which are similar with each 
other have gray color for the alignment indications. The empty area means there is no similarity and 
identity among the genes respectively. Interestingly, we found more identical and similar genes in bitter 
taste receptors family (ggTas2Rs), downstream signaling effectors genes and antioxidant genes, while 
there was rare similarity among apoptosis and autophagy related genes. The illustrated alignment 
figures for bitter taste receptors genes, downstream signaling effectors genes, apoptosis related genes, 
autophagy related genes and antioxidant genes are shown below. 

 

1. Bitter Taste Receptors genes complete sequence alignment (ggTas2R1, ggTas2R2 and ggTas2R7) 

 

 

 

 

 

 

 

 

 

 

 

2. Apoptosis related genes sequences complete alignment  



 



3. Autophagy related genes complete sequences alignment  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



4. Antioxidant related gens sequences complete alignment  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



5. Downstream signaling effectors gene complete sequences alignment  

 


