Supplementary Information S2. CDH1-i2-miR-1 sequence unique in the human genome?

The mature form of the CDH1-i2-miR-1 sequence was compared to the whole human genome. The BLASTN online tool on the Ensemble-website of the European Bioinformatics Institute was used to detect similar sequences (Genome version GRCh38, Ensembl Release 104, May 2021). The results clearly show that the mature CDH1-i2-miR-1 sequence is unique in the CDH1 intron 2. Two shorter alignments are seen on chromosome 19 in the open reading frame of SH3GL1 and on chromosome 11 in an intergenic region. Pages 2 to 4 show the similarity search with the sequence revealed by Sanger sequencing of the exogenous product (ACTGTGGGAAATGCCTCACTC) while pages 5 to 7 show results with the true genomic sequence (ACTGTGGGAAATGCCTCACTT). In both cases the same results were returned.
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BLASTN 2.2.30+


Reference: Zheng Zhang, Scott Schwartz, Lukas Wagner, and Webb
Miller (2000), "A greedy algorithm for aligning DNA sequences", J
Comput Biol 2000; 7(1-2):203-14.



Database: Homo_sapiens.GRCh38.dna.toplevel.fa
           639 sequences; 63,147,197,748 total letters



Query= 
Length=21
                                                                      Score     E
Sequences producing significant alignments:                          (Bits)  Value

  16 dna:chromosome chromosome:GRCh38:16:1:90338345:1 REF             40.0    0.11 
  19 dna:chromosome chromosome:GRCh38:19:1:58617616:1 REF             36.1    1.7  
  11 dna:chromosome chromosome:GRCh38:11:1:135086622:1 REF            36.1    1.7  


> 16 dna:chromosome chromosome:GRCh38:16:1:90338345:1 REF
Length=90338345

 Score = 40.0 bits (20),  Expect = 0.11
 Identities = 20/20 (100%), Gaps = 0/20 (0%)
 Strand=Plus/Plus

Query  1         ACTGTGGGAAATGCCTCACT  20
                 ||||||||||||||||||||
Sbjct  68786830  ACTGTGGGAAATGCCTCACT  68786849


> 19 dna:chromosome chromosome:GRCh38:19:1:58617616:1 REF
Length=58617616

 Score = 36.1 bits (18),  Expect = 1.7
 Identities = 18/18 (100%), Gaps = 0/18 (0%)
 Strand=Plus/Minus

Query  2        CTGTGGGAAATGCCTCAC  19
                ||||||||||||||||||
Sbjct  4386858  CTGTGGGAAATGCCTCAC  4386841


> 11 dna:chromosome chromosome:GRCh38:11:1:135086622:1 REF
Length=135086622

 Score = 36.1 bits (18),  Expect = 1.7
 Identities = 18/18 (100%), Gaps = 0/18 (0%)
 Strand=Plus/Minus

Query  2          CTGTGGGAAATGCCTCAC  19
                  ||||||||||||||||||
Sbjct  127371436  CTGTGGGAAATGCCTCAC  127371419



Lambda      K        H
    1.37    0.711     1.31 

Gapped
Lambda      K        H
    1.37    0.700     1.20 

Effective search space used: 126294371214


  Database: Homo_sapiens.GRCh38.dna.toplevel.fa
    Posted date:  Mar 31, 2021  10:51 AM
  Number of letters in database: 63,147,197,748
  Number of sequences in database:  639



Matrix: blastn matrix 1 -3
Gap Penalties: Existence: 2, Extension: 2
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BLASTN 2.2.30+


Reference: Zheng Zhang, Scott Schwartz, Lukas Wagner, and Webb
Miller (2000), "A greedy algorithm for aligning DNA sequences", J
Comput Biol 2000; 7(1-2):203-14.



Database: Homo_sapiens.GRCh38.dna.toplevel.fa
           639 sequences; 63,147,197,748 total letters



Query= 
Length=21
                                                                      Score     E
Sequences producing significant alignments:                          (Bits)  Value

  16 dna:chromosome chromosome:GRCh38:16:1:90338345:1 REF             42.0    0.028
  19 dna:chromosome chromosome:GRCh38:19:1:58617616:1 REF             36.1    1.7  
  11 dna:chromosome chromosome:GRCh38:11:1:135086622:1 REF            36.1    1.7  


> 16 dna:chromosome chromosome:GRCh38:16:1:90338345:1 REF
Length=90338345

 Score = 42.0 bits (21),  Expect = 0.028
 Identities = 21/21 (100%), Gaps = 0/21 (0%)
 Strand=Plus/Plus

Query  1         ACTGTGGGAAATGCCTCACTT  21
                 |||||||||||||||||||||
Sbjct  68786830  ACTGTGGGAAATGCCTCACTT  68786850


> 19 dna:chromosome chromosome:GRCh38:19:1:58617616:1 REF
Length=58617616

 Score = 36.1 bits (18),  Expect = 1.7
 Identities = 18/18 (100%), Gaps = 0/18 (0%)
 Strand=Plus/Minus

Query  2        CTGTGGGAAATGCCTCAC  19
                ||||||||||||||||||
Sbjct  4386858  CTGTGGGAAATGCCTCAC  4386841


> 11 dna:chromosome chromosome:GRCh38:11:1:135086622:1 REF
Length=135086622

 Score = 36.1 bits (18),  Expect = 1.7
 Identities = 18/18 (100%), Gaps = 0/18 (0%)
 Strand=Plus/Minus

Query  2          CTGTGGGAAATGCCTCAC  19
                  ||||||||||||||||||
Sbjct  127371436  CTGTGGGAAATGCCTCAC  127371419



Lambda      K        H
    1.37    0.711     1.31 

Gapped
Lambda      K        H
    1.37    0.700     1.20 

Effective search space used: 126294371214


  Database: Homo_sapiens.GRCh38.dna.toplevel.fa
    Posted date:  Mar 31, 2021  10:51 AM
  Number of letters in database: 63,147,197,748
  Number of sequences in database:  639



Matrix: blastn matrix 1 -3
Gap Penalties: Existence: 2, Extension: 2
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