
M  E  G  L  R  R  G  L  S  R  W  K  R  Y  H  I  K  V  

Human  AGCCGGAGCCGGGCGGGCGCCATGGAGGGGCTGCGGCGGGGGCTGTCGCGCTGGAAGCGCTACCACATCAAGGTG 

   Chicken  AGCCGGAGAGG----------ATGGACACACTGCGAAGAAGCCTTTCTCGCTGGAAGAGGTACCACATTAAGGTG 

M  D  T  L  R  R  S  L  S  R  W  K  R  Y  H  I  K  V 

H  L  A  D  E  A  L  L  L  P  L  T  V  R  P  R  D  T  L  S  D  L  R  A  Q 

Human  CACCTGGCGGACGAGGCGCTGCTGCTACCGCTGACCGTGCGGCCGCGGGACACGCTCAGCGACCTGCGCGCCCAG 

   Chicken  CACTTGGCTGATGAGGACCTGATGATGCCGCTGACCGTCAAGCCCAGAGACACAGTGATGGACCTACGGGCTTAC 

H  L  A  D  E  D  L  M  M  P  L  T  V  K  P  R  D  T  V  M  D  L  R  A  Y 

L  V  G  Q  G  V  S  S  W  K  R  A  F  Y  Y  N  A  R  R  L  D  D  H  Q  T 

Human  CTGGTGGGCCAGGGCGTGAGCTCCTGGAAGCGCGCCTTCTACTACAACGCGCGGCGGCTGGACGACCACCAGACG 

   Chicken  CTAGTACGGGAGGGCGTCACTTCCTGGAAGAAAACATTTTATTACAACTCCAGGCAGCTTGAAGAGCATGAGACT 

L  V  R  E  G  V  T  S  W  K  K  T  F  Y  Y  N  S  R  Q  L  E  E  H  E  T 

V  R  D  A  R  L  Q  D  G  S  V  L  L  L  V  S  D  P  R    

Human  GTGCGCGACGCGCGCCTGCAGGACGGCTCGGTGCTGCTGCTCGTCAGCGACCCCAGGTGGCCGCGGNNNNNNNNN 

   Chicken  TTGAAAGCAGCCAATATCCAGAACGGCTCAGTCCTGCTTCTTGTCAGCAACAAAAGGTAGGCAAGGNNNNNNNNN 

L  K  A  A  N  I  Q  N  G  S  V  L  L  L  V  S  N  K  R  

* 

Human  NCCTCTTTCAGGTAGTCTGGGTTGGAGGAGGCAGAGCCATGACCAA-GGGGACCTGGGTACTGGCTGAAGGAATA 

   Chicken  NTCTTATGCAGATAACGCCAAAGAGCACAGCAAAAGCCATGGGAGACGGGGAGCGTGACAGGAGCTGAAAGGAAG 

* 

Supplementary Figure S1. Nucleotide sequence alignment of human and chicken TINCR genes. Nucleotide 
sequences of the coding segments and their flanking regions within human and chicken TINCR were aligned 
with the Multalin algorithm. Coding sequence is indicated by yellow shading. Amino acid sequences of the 
encoded proteins are shown above and below the nucleotide seqeuences. An asterisk indicates the end of a 
protein. The sequence of the intron between the two coding exons is shaded grey. Only the first and the last 10 
nucleotides of the intron are shown whereas the main portion of the intron is replaced by N’s. Intronic splicing 
signals GT and AG are underlined. Red fonts indicate identical nucleotides both sequences. Dashes were 
introduced to optimize the alignment in the noncoding regions. GenBank accession numbers of the nucleotide 
sequences shown in the figure: Human TINCR (partial sequence), NC_000019.10, nucleotides 5567945-5567655 
and 5562221-5562149 (reverse complement); Chicken TINCR (partial sequence), NC_006115.5, nucleotides 
4549790-4550070 and 4556982-4557055. The expression of the protein-coding segment of chicken TINCR was 
confirmed by RT-PCR analysis of chicken skin with the primers GgTINCRs 5’-GGATGCTCCTCTCTGCCACA-3’ and 
GgTINCRa 5’-CACGCTGCGTTCCATGGTCA-3’ and sequencing of the PCR product (GenBank accession number 
MN857541). 



Supplementary Figure S2. TINCR protein contains a ubiquitin-like fold. The amino acid sequence of 
human TINCR protein was used as a query. The search for conserved domains within a protein 
sequence was performed at the website https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi? 
using default parameters (Search against database: CDD v3.17 - 52910 PSSMs; Expect value 
threshold: 0.01; Apply low-complexity filter: no; Composition based statistics adjustment: yes). The 
three top domain hits are shown. References: Marchler-Bauer A, Bryant SH. CD-Search: protein 
domain annotations on the fly. Nucleic Acids Res. 2004;32:327-331. Marchler-Bauer A et al. CDD: a 
Conserved Domain Database for the functional annotation of proteins. Nucleic Acids Res. 
2011;39:225-9. Marchler-Bauer A et al. CDD: NCBI's conserved domain database. Nucleic Acids Res. 
2015;43:222-6. Marchler-Bauer A et al. CDD/SPARCLE: functional classification of proteins via 
subfamily domain architectures. Nucleic Acids Res. 2017;45:200-3.  


