Supplementary Information S1. Sequence similarity to known microRNAs from miRBase.

The mature form of CDH1-i2-miR-1 was compared to the known mature microRNAs collected in miRBase. The comparison was done with the BLASTN (BLAST+ suite) [1] and FASTA tools (FASTA3) [2]. While BLASTN is focusing on the core similarity FASTA is also considering broader sequence similarities. Nevertheless both results are highly comparable and clearly show that CDH1-i2-miR-1 is distinct from other established microRNAs. The longest stretch of continuous base identity is 9 bases. Pages 2 to 7 show the BLASTN alignment of CDH1-i2-miR-1 versus all miRBase sequences, pages 8 to 21 show the corresponding FASTA alignment. For comparison reasons the pages 22 to 26 (BLASTN) and pages 27 to 32 (FASTA) show the situation for a well described microRNA hsa-miR-21-5p while pages 33 to 46 (BLASTN) and pages 47 to 63 (FASTA) show another reference situation for all three hsa-miR-200a/b/c-3p microRNAs. In relation to these reference sequences the sequence of the new microRNA CDH1-i2-miR-1 has very typical properties.
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Database: hsa_mature.fa
           2,656 sequences; 57,386 total letters



Query= mature-mir19-22
Length=22
ACTGTGGGAAATGCCTCACTTC
                                                                      Score     E
Sequences producing significant alignments:                          (Bits)  Value

hsa-miR-5002-3p MIMAT0021024 Homo sapiens miR-5002-3p                 18.3    1.3  
hsa-miR-4314 MIMAT0016868 Homo sapiens miR-4314                       18.3    1.3  
hsa-miR-12124 MIMAT0049018 Homo sapiens miR-12124                     16.4    5.2  
hsa-miR-10401-5p MIMAT0041633 Homo sapiens miR-10401-5p               16.4    5.2  
hsa-miR-7852-3p MIMAT0030427 Homo sapiens miR-7852-3p                 16.4    5.2  
hsa-miR-6871-3p MIMAT0027643 Homo sapiens miR-6871-3p                 16.4    5.2  
hsa-miR-5584-5p MIMAT0022283 Homo sapiens miR-5584-5p                 16.4    5.2  
hsa-miR-5580-3p MIMAT0022274 Homo sapiens miR-5580-3p                 16.4    5.2  
hsa-miR-371b-3p MIMAT0019893 Homo sapiens miR-371b-3p                 16.4    5.2  
hsa-miR-4657 MIMAT0019724 Homo sapiens miR-4657                       16.4    5.2  
hsa-miR-4512 MIMAT0019049 Homo sapiens miR-4512                       16.4    5.2  
hsa-miR-3922-5p MIMAT0019227 Homo sapiens miR-3922-5p                 16.4    5.2  
hsa-miR-3616-3p MIMAT0017996 Homo sapiens miR-3616-3p                 16.4    5.2  
hsa-miR-4318 MIMAT0016869 Homo sapiens miR-4318                       16.4    5.2  
hsa-miR-3164 MIMAT0015038 Homo sapiens miR-3164                       16.4    5.2  
hsa-miR-3151-3p MIMAT0027026 Homo sapiens miR-3151-3p                 16.4    5.2  
hsa-miR-1236-5p MIMAT0022945 Homo sapiens miR-1236-5p                 16.4    5.2  
hsa-miR-1229-3p MIMAT0005584 Homo sapiens miR-1229-3p                 16.4    5.2  
hsa-miR-147b-3p MIMAT0004928 Homo sapiens miR-147b-3p                 16.4    5.2  
hsa-miR-675-5p MIMAT0004284 Homo sapiens miR-675-5p                   16.4    5.2  
hsa-miR-647 MIMAT0003317 Homo sapiens miR-647                         16.4    5.2  
hsa-miR-632 MIMAT0003302 Homo sapiens miR-632                         16.4    5.2  
hsa-miR-371a-5p MIMAT0004687 Homo sapiens miR-371a-5p                 16.4    5.2  
hsa-miR-106b-3p MIMAT0004672 Homo sapiens miR-106b-3p                 16.4    5.2  
hsa-miR-147a MIMAT0000251 Homo sapiens miR-147a                       16.4    5.2  


>hsa-miR-5002-3p MIMAT0021024 Homo sapiens miR-5002-3p
Length=21

 Score = 18.3 bits (9),  Expect = 1.3
 Identities = 9/9 (100%), Gaps = 0/9 (0%)
 Strand=Plus/Plus

Query  12  TGCCTCACT  20
           |||||||||
Sbjct  5   TGCCTCACT  13


>hsa-miR-4314 MIMAT0016868 Homo sapiens miR-4314
Length=18

 Score = 18.3 bits (9),  Expect = 1.3
 Identities = 9/9 (100%), Gaps = 0/9 (0%)
 Strand=Plus/Plus

Query  5   TGGGAAATG  13
           |||||||||
Sbjct  4   TGGGAAATG  12


>hsa-miR-12124 MIMAT0049018 Homo sapiens miR-12124
Length=20

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  7   GGAAATGC  14
           ||||||||
Sbjct  3   GGAAATGC  10


>hsa-miR-10401-5p MIMAT0041633 Homo sapiens miR-10401-5p
Length=20

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  3  TGTGGGAA  10
          ||||||||
Sbjct  3  TGTGGGAA  10


>hsa-miR-7852-3p MIMAT0030427 Homo sapiens miR-7852-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  9   AAATGCCT  16
           ||||||||
Sbjct  22  AAATGCCT  15


>hsa-miR-6871-3p MIMAT0027643 Homo sapiens miR-6871-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  2   CTGTGGGA  9
           ||||||||
Sbjct  22  CTGTGGGA  15


>hsa-miR-5584-5p MIMAT0022283 Homo sapiens miR-5584-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  6   GGGAAATG  13
           ||||||||
Sbjct  3   GGGAAATG  10


>hsa-miR-5580-3p MIMAT0022274 Homo sapiens miR-5580-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  15  CTCACTTC  22
           ||||||||
Sbjct  15  CTCACTTC  8


>hsa-miR-371b-3p MIMAT0019893 Homo sapiens miR-371b-3p
Length=23

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  1   ACTGTGGG  8
           ||||||||
Sbjct  15  ACTGTGGG  8


>hsa-miR-4657 MIMAT0019724 Homo sapiens miR-4657
Length=23

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  11  ATGCCTCA  18
           ||||||||
Sbjct  23  ATGCCTCA  16


>hsa-miR-4512 MIMAT0019049 Homo sapiens miR-4512
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  13  GCCTCACT  20
           ||||||||
Sbjct  5   GCCTCACT  12


>hsa-miR-3922-5p MIMAT0019227 Homo sapiens miR-3922-5p
Length=23

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  2   CTGTGGGA  9
           ||||||||
Sbjct  21  CTGTGGGA  14


>hsa-miR-3616-3p MIMAT0017996 Homo sapiens miR-3616-3p
Length=23

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  8   GAAATGCC  15
           ||||||||
Sbjct  12  GAAATGCC  5


>hsa-miR-4318 MIMAT0016869 Homo sapiens miR-4318
Length=17

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  1  ACTGTGGG  8
          ||||||||
Sbjct  2  ACTGTGGG  9


>hsa-miR-3164 MIMAT0015038 Homo sapiens miR-3164
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  6   GGGAAATG  13
           ||||||||
Sbjct  12  GGGAAATG  19


>hsa-miR-3151-3p MIMAT0027026 Homo sapiens miR-3151-3p
Length=20

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  2   CTGTGGGA  9
           ||||||||
Sbjct  13  CTGTGGGA  6


>hsa-miR-1236-5p MIMAT0022945 Homo sapiens miR-1236-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  6   GGGAAATG  13
           ||||||||
Sbjct  11  GGGAAATG  18


>hsa-miR-1229-3p MIMAT0005584 Homo sapiens miR-1229-3p
Length=23

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  2   CTGTGGGA  9
           ||||||||
Sbjct  23  CTGTGGGA  16


>hsa-miR-147b-3p MIMAT0004928 Homo sapiens miR-147b-3p
Length=21

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  7   GGAAATGC  14
           ||||||||
Sbjct  7   GGAAATGC  14


>hsa-miR-675-5p MIMAT0004284 Homo sapiens miR-675-5p
Length=23

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  1   ACTGTGGG  8
           ||||||||
Sbjct  22  ACTGTGGG  15


>hsa-miR-647 MIMAT0003317 Homo sapiens miR-647
Length=21

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  15  CTCACTTC  22
           ||||||||
Sbjct  10  CTCACTTC  17


>hsa-miR-632 MIMAT0003302 Homo sapiens miR-632
Length=19

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  2   CTGTGGGA  9
           ||||||||
Sbjct  12  CTGTGGGA  19


>hsa-miR-371a-5p MIMAT0004687 Homo sapiens miR-371a-5p
Length=20

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  1   ACTGTGGG  8
           ||||||||
Sbjct  7   ACTGTGGG  14


>hsa-miR-106b-3p MIMAT0004672 Homo sapiens miR-106b-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  1   ACTGTGGG  8
           ||||||||
Sbjct  5   ACTGTGGG  12


>hsa-miR-147a MIMAT0000251 Homo sapiens miR-147a
Length=20

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  7   GGAAATGC  14
           ||||||||
Sbjct  7   GGAAATGC  14



Lambda      K        H
    1.37    0.711     1.31 

Gapped
Lambda      K        H
    1.37    0.711     1.31 

Effective search space used: 435266


  Database: hsa_mature.fa
    Posted date:  Jun 1, 2021  5:02 PM
  Number of letters in database: 57,386
  Number of sequences in database:  2,656



Matrix: blastn matrix 1 -3
Gap Penalties: Existence: 5, Extension: 2





Search Databases with FASTA | Find Duplications | Search Status 


[show/hide all alignments]

# fasta36 -n -q -w 80 -m 6 -m 9I -Z 10000 -f -12 -V !./annot/ann_feats2ipr.pl+--host=xdb+--neg+--acc_comment+--no_mod -V q!./annot/ann_feats2ipr.pl+--host=xdb+--neg+--acc_comment+--no_mod -r +5/-4 -g -4 -E 20 TMP.q TMP.q2 6
FASTA searches a protein or DNA sequence data bank
 version 36.3.8i Nov, 2020
Please cite:
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Query: TMP.q
  1>>>QUERY - 22 nt
Library: TMP.q2
    57386 residues in  2656 sequences
Statistics: Altschul/Gish params: n0: 22 Lambda: 0.192 K: 0.177 H: 0.360
 statistics sampled from 463 (463) to 463 sequences
Algorithm: FASTA (3.8 Nov 2011) [optimized]
Parameters: DNA matrix (5:-4), open/ext: -12/-4
 ktup: 6, E-join: 0.25 (0.0917), E-opt: 0.05 (0.0917), width:  16
 Scan time:  0.010
Annotation symbols:
 = : active site
 # : binding site
 ^ : site
 ! : metal binding

The best scores are:                                           opt bits E(10000) %_id  %_sim  alen
hsa-miR-4314 MIMAT0016868 Homo sapiens miR-4314     (  18) [f]   51 19.3       2 0.917 0.917   12 align 
hsa-miR-147a MIMAT0000251 Homo sapiens miR-147a     (  20) [f]   50 18.8     2.7 0.875 0.875   16 align 
hsa-miR-147b-3p MIMAT0004928 Homo sapiens miR-147b- (  21) [f]   50 18.8     2.8 0.875 0.875   16 align 
hsa-miR-4511 MIMAT0019048 Homo sapiens miR-4511     (  22) [r]   49 18.5     3.5 0.765 0.765   17 align 
hsa-miR-519d-3p MIMAT0002853 Homo sapiens miR-519d- (  22) [f]   47 17.9     5.2 0.846 0.846   13 align 
hsa-miR-4318 MIMAT0016869 Homo sapiens miR-4318     (  17) [f]   45 17.7     5.9 0.867 0.867   15 align 
hsa-miR-5002-3p MIMAT0021024 Homo sapiens miR-5002- (  21) [f]   46 17.7       6 0.909 0.909   11 align 
hsa-miR-5580-3p MIMAT0022274 Homo sapiens miR-5580- (  22) [r]   46 17.6     6.3 0.909 0.909   11 align 
hsa-miR-4432 MIMAT0018948 Homo sapiens miR-4432     (  20) [f]   44 17.2     8.5 0.750 0.750   16 align 
hsa-miR-106b-3p MIMAT0004672 Homo sapiens miR-106b- (  22) [f]   44 17.1     9.2 0.750 0.750   16 align 
hsa-miR-593-5p MIMAT0003261 Homo sapiens miR-593-5p (  25) [r]   44 17.0     9.9 0.750 0.750   16 align 
hsa-miR-6806-5p MIMAT0027512 Homo sapiens miR-6806- (  24) [r]   43 16.7      12 0.786 0.786   14 align 
hsa-miR-6508-5p MIMAT0025472 Homo sapiens miR-6508- (  21) [f]   42 16.6      13 0.833 0.833   12 align 
hsa-miR-337-3p MIMAT0000754 Homo sapiens miR-337-3p (  22) [f]   42 16.5      13 0.833 0.833   12 align 
hsa-miR-12132 MIMAT0049026 Homo sapiens miR-12132   (  22) [f]   42 16.5      13 0.833 0.833   12 align 
hsa-miR-23a-3p MIMAT0000078 Homo sapiens miR-23a-3p (  21) [r]   41 16.3      16 0.900 0.900   10 align 
hsa-miR-6857-3p MIMAT0027615 Homo sapiens miR-6857- (  21) [r]   41 16.3      16 0.684 0.684   19 align 
hsa-miR-3934-5p MIMAT0018349 Homo sapiens miR-3934- (  22) [r]   41 16.2      16 0.900 0.900   10 align 
hsa-miR-33a-3p MIMAT0004506 Homo sapiens miR-33a-3p (  22) [r]   41 16.2      16 0.900 0.900   10 align 
hsa-miR-3164 MIMAT0015038 Homo sapiens miR-3164     (  22) [f]   41 16.2      16 0.900 0.900   10 align 
hsa-miR-5093 MIMAT0021085 Homo sapiens miR-5093     (  23) [r]   41 16.2      17 0.900 0.900   10 align 
hsa-miR-6511a-5p MIMAT0025478 Homo sapiens miR-6511 (  23) [r]   41 16.2      17 0.900 0.900   10 align 
hsa-miR-5002-5p MIMAT0021023 Homo sapiens miR-5002- (  24) [r]   41 16.2      17 0.900 0.900   10 align 
hsa-miR-6511b-5p MIMAT0025847 Homo sapiens miR-6511 (  24) [r]   41 16.2      17 0.900 0.900   10 align 
hsa-miR-632 MIMAT0003302 Homo sapiens miR-632       (  19) [f]   40 16.1      17 1.000 1.000    8 align 
hsa-miR-371a-5p MIMAT0004687 Homo sapiens miR-371a- (  20) [f]   40 16.1      18 1.000 1.000    8 align 
hsa-miR-3151-3p MIMAT0027026 Homo sapiens miR-3151- (  20) [r]   40 16.1      18 1.000 1.000    8 align 
hsa-miR-12124 MIMAT0049018 Homo sapiens miR-12124   (  20) [f]   40 16.1      18 1.000 1.000    8 align 
hsa-miR-10401-5p MIMAT0041633 Homo sapiens miR-1040 (  20) [f]   40 16.1      18 1.000 1.000    8 align 
hsa-miR-647 MIMAT0003317 Homo sapiens miR-647       (  21) [f]   40 16.0      19 1.000 1.000    8 align 
hsa-miR-5584-5p MIMAT0022283 Homo sapiens miR-5584- (  22) [f]   40 16.0      20 1.000 1.000    8 align 
hsa-miR-6735-3p MIMAT0027372 Homo sapiens miR-6735- (  22) [f]   40 16.0      20 0.706 0.706   17 align 
hsa-miR-6871-3p MIMAT0027643 Homo sapiens miR-6871- (  22) [r]   40 16.0      20 1.000 1.000    8 align 
hsa-miR-4512 MIMAT0019049 Homo sapiens miR-4512     (  22) [f]   40 16.0      20 1.000 1.000    8 align 
hsa-miR-7852-3p MIMAT0030427 Homo sapiens miR-7852- (  22) [r]   40 16.0      20 1.000 1.000    8 align 
hsa-miR-1236-5p MIMAT0022945 Homo sapiens miR-1236- (  22) [f]   40 16.0      20 1.000 1.000    8 align 

[bookmark: hsa-miR-4314]>>>QUERY, 22 nt vs TMP.q2 library 
[bookmark: hsa-miR-43142]>>hsa-miR-4314 MIMAT0016868 Homo sapiens miR-4314                             (18 nt)
 initn:  45 init1:  45 opt:  51  Z-score: 103.0  bits: 19.3 E(10000):    2
banded Smith-Waterman score: 51; 91.7% identity (91.7% similar) in 12 nt overlap (2-13:1-12)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-4314_l][alignment]

               10        20  
QUERY  ACTGTGGGAAATGCCTCACTTC
        :: :::::::::         
hsa-mi  CTCTGGGAAATGGGACAG   
                10           


[bookmark: hsa-miR-147a]>>hsa-miR-147a MIMAT0000251 Homo sapiens miR-147a                             (20 nt)
 initn:  40 init1:  40 opt:  50  Z-score: 99.9  bits: 18.8 E(10000):  2.7
banded Smith-Waterman score: 50; 87.5% identity (87.5% similar) in 16 nt overlap (3-17:2-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-147a_l][alignment]

                10        20  
QUERY  ACTGTG-GGAAATGCCTCACTTC
         :::: :::::::: ::     
hsa-mi  GTGTGTGGAAATGCTTCTGC  
                10        20  


[bookmark: hsa-miR-147b-3p]>>hsa-miR-147b-3p MIMAT0004928 Homo sapiens miR-147b-3p                       (21 nt)
 initn:  40 init1:  40 opt:  50  Z-score: 99.2  bits: 18.8 E(10000):  2.8
banded Smith-Waterman score: 50; 87.5% identity (87.5% similar) in 16 nt overlap (3-17:2-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-147b-3p_l][alignment]

                10        20  
QUERY  ACTGTG-GGAAATGCCTCACTTC
         :::: :::::::: ::     
hsa-mi  GTGTGCGGAAATGCTTCTGCT 
                10        20  


[bookmark: hsa-miR-4511_r]>>hsa-miR-4511 MIMAT0019048 Homo sapiens miR-4511                             (22 nt)
rev-comp initn:  30 init1:  30 opt:  49  Z-score: 97.0  bits: 18.5 E(10000):  3.5
banded Smith-Waterman score: 49; 76.5% identity (76.5% similar) in 17 nt overlap (22-6:4-20)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-4511_r_l][alignment]

           20        10         
QUERY-    GAAGTGAGGCATTTCCCACAGT
          ::: ::  :::::: ::     
hsa-mi GAAGAACTGTTGCATTTGCCCT   
               10        20     


[bookmark: hsa-miR-519d-3p]>>hsa-miR-519d-3p MIMAT0002853 Homo sapiens miR-519d-3p                       (22 nt)
 initn:  30 init1:  30 opt:  47  Z-score: 94.0  bits: 17.9 E(10000):  5.2
banded Smith-Waterman score: 47; 84.6% identity (84.6% similar) in 13 nt overlap (9-21:3-15)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-519d-3p_l][alignment]

               10        20        
QUERY  ACTGTGGGAAATGCCTCACTTC      
               :: :::::: :::       
hsa-mi       CAAAGTGCCTCCCTTTAGAGTG
                     10        20  


[bookmark: hsa-miR-4318]>>hsa-miR-4318 MIMAT0016869 Homo sapiens miR-4318                             (17 nt)
 initn:  40 init1:  40 opt:  45  Z-score: 95.1  bits: 17.7 E(10000):  5.9
banded Smith-Waterman score: 45; 86.7% identity (86.7% similar) in 15 nt overlap (1-14:2-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-4318_l][alignment]

                 10        20  
QUERY   ACTGTGGG-AAATGCCTCACTTC
        :::::::: : ::::        
hsa-mi CACTGTGGGTACATGCT       
               10              


[bookmark: hsa-miR-5002-3p]>>hsa-miR-5002-3p MIMAT0021024 Homo sapiens miR-5002-3p                       (21 nt)
 initn:  45 init1:  45 opt:  46  Z-score: 93.2  bits: 17.7 E(10000):    6
banded Smith-Waterman score: 46; 90.9% identity (90.9% similar) in 11 nt overlap (10-20:3-13)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-5002-3p_l][alignment]

               10        20        
QUERY  ACTGTGGGAAATGCCTCACTTC      
                : :::::::::        
hsa-mi        TGACTGCCTCACTGACCACTT
                      10        20 


[bookmark: hsa-miR-5580-3p_r]>>hsa-miR-5580-3p MIMAT0022274 Homo sapiens miR-5580-3p                       (22 nt)
rev-comp initn:  40 init1:  40 opt:  46  Z-score: 92.5  bits: 17.6 E(10000):  6.3
banded Smith-Waterman score: 46; 90.9% identity (90.9% similar) in 11 nt overlap (22-12:8-18)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-5580-3p_r_l][alignment]

               20        10         
QUERY-        GAAGTGAGGCATTTCCCACAGT
              :::::::: ::           
hsa-mi CACATATGAAGTGAGCCAGCAC       
               10        20         


[bookmark: hsa-miR-4432]>>hsa-miR-4432 MIMAT0018948 Homo sapiens miR-4432                             (20 nt)
 initn:  30 init1:  30 opt:  44  Z-score: 90.9  bits: 17.2 E(10000):  8.5
banded Smith-Waterman score: 44; 75.0% identity (75.0% similar) in 16 nt overlap (1-16:5-20)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-4432_l][alignment]

                   10        20  
QUERY      ACTGTGGGAAATGCCTCACTTC
           ::: ::  : ::::::      
hsa-mi AAAGACTCTGCAAGATGCCT      
               10        20      


[bookmark: hsa-miR-106b-3p]>>hsa-miR-106b-3p MIMAT0004672 Homo sapiens miR-106b-3p                       (22 nt)
 initn:  40 init1:  40 opt:  44  Z-score: 89.5  bits: 17.1 E(10000):  9.2
banded Smith-Waterman score: 44; 75.0% identity (75.0% similar) in 16 nt overlap (1-16:5-20)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-106b-3p_l][alignment]

                   10        20  
QUERY      ACTGTGGGAAATGCCTCACTTC
           :::::::: : :  ::      
hsa-mi CCGCACTGTGGGTACTTGCTGC    
               10        20      


[bookmark: hsa-miR-593-5p_r]>>hsa-miR-593-5p MIMAT0003261 Homo sapiens miR-593-5p                         (25 nt)
rev-comp initn:  35 init1:  35 opt:  44  Z-score: 87.9  bits: 17.0 E(10000):  9.9
banded Smith-Waterman score: 44; 75.0% identity (75.0% similar) in 16 nt overlap (20-5:8-23)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-593-5p_r_l][alignment]

             20        10         
QUERY-      GAAGTGAGGCATTTCCCACAGT
              ::  ::::::: : ::    
hsa-mi AGGCACCAGCCAGGCATTGCTCAGC  
               10        20       


[bookmark: hsa-miR-6806-5p_r]>>hsa-miR-6806-5p MIMAT0027512 Homo sapiens miR-6806-5p                       (24 nt)
rev-comp initn:  35 init1:  35 opt:  43  Z-score: 86.9  bits: 16.7 E(10000):   12
banded Smith-Waterman score: 43; 78.6% identity (78.6% similar) in 14 nt overlap (18-5:9-22)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-6806-5p_r_l][alignment]

            20        10         
QUERY-     GAAGTGAGGCATTTCCCACAGT
               :::::::   ::::    
hsa-mi TGTAGGCATGAGGCAGGGCCCAGG  
               10        20      


[bookmark: hsa-miR-6508-5p]>>hsa-miR-6508-5p MIMAT0025472 Homo sapiens miR-6508-5p                       (21 nt)
 initn:  35 init1:  35 opt:  42  Z-score: 87.2  bits: 16.6 E(10000):   13
banded Smith-Waterman score: 42; 83.3% identity (83.3% similar) in 12 nt overlap (8-19:5-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-6508-5p_l][alignment]

               10        20    
QUERY  ACTGTGGGAAATGCCTCACTTC  
              ::::::: : ::     
hsa-mi    TCTAGAAATGCATGACCCACC
                  10        20 


[bookmark: hsa-miR-337-3p]>>hsa-miR-337-3p MIMAT0000754 Homo sapiens miR-337-3p                         (22 nt)
 initn:  30 init1:  30 opt:  42  Z-score: 86.5  bits: 16.5 E(10000):   13
banded Smith-Waterman score: 42; 83.3% identity (83.3% similar) in 12 nt overlap (11-22:11-22)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-337-3p_l][alignment]

               10        20  
QUERY  ACTGTGGGAAATGCCTCACTTC
                 ::::::  ::::
hsa-mi CTCCTATATGATGCCTTTCTTC
               10        20  


[bookmark: hsa-miR-12132]>>hsa-miR-12132 MIMAT0049026 Homo sapiens miR-12132                           (22 nt)
 initn:  30 init1:  30 opt:  42  Z-score: 86.5  bits: 16.5 E(10000):   13
banded Smith-Waterman score: 42; 83.3% identity (83.3% similar) in 12 nt overlap (1-12:5-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-12132_l][alignment]

                   10        20  
QUERY      ACTGTGGGAAATGCCTCACTTC
           :::::: ::: :          
hsa-mi TATTACTGTGAGAATTATGATG    
               10        20      


[bookmark: hsa-miR-23a-3p_r]>>hsa-miR-23a-3p MIMAT0000078 Homo sapiens miR-23a-3p                         (21 nt)
rev-comp initn:  30 init1:  30 opt:  41  Z-score: 85.7  bits: 16.3 E(10000):   16
banded Smith-Waterman score: 41; 90.0% identity (90.0% similar) in 10 nt overlap (16-7:12-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-23a-3p_r_l][alignment]

             20        10         
QUERY-      GAAGTGAGGCATTTCCCACAGT
                  ::: ::::::      
hsa-mi ATCACATTGCCAGGGATTTCC      
               10        20       


[bookmark: hsa-miR-6857-3p_r]>>hsa-miR-6857-3p MIMAT0027615 Homo sapiens miR-6857-3p                       (21 nt)
rev-comp initn:  35 init1:  35 opt:  41  Z-score: 85.7  bits: 16.3 E(10000):   16
banded Smith-Waterman score: 41; 68.4% identity (68.4% similar) in 19 nt overlap (20-2:3-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-6857-3p_r_l][alignment]

        20        10         
QUERY- GAAGTGAGGCATTTCCCACAGT
         : ::::    : ::::::: 
hsa-mi TGACTGAGCTTCTCCCCACAG 
               10        20  


[bookmark: hsa-miR-3934-5p_r]>>hsa-miR-3934-5p MIMAT0018349 Homo sapiens miR-3934-5p                       (22 nt)
rev-comp initn:  35 init1:  35 opt:  41  Z-score: 85.0  bits: 16.2 E(10000):   16
banded Smith-Waterman score: 41; 90.0% identity (90.0% similar) in 10 nt overlap (21-12:12-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-3934-5p_r_l][alignment]

                  20        10         
QUERY-           GAAGTGAGGCATTTCCCACAGT
                  :: :::::::           
hsa-mi TCAGGTGTGGAAACTGAGGCAG          
               10        20            


[bookmark: hsa-miR-33a-3p_r]>>hsa-miR-33a-3p MIMAT0004506 Homo sapiens miR-33a-3p                         (22 nt)
rev-comp initn:  35 init1:  35 opt:  41  Z-score: 85.0  bits: 16.2 E(10000):   16
banded Smith-Waterman score: 41; 90.0% identity (90.0% similar) in 10 nt overlap (10-1:6-15)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-33a-3p_r_l][alignment]

        20        10                
QUERY- GAAGTGAGGCATTTCCCACAGT       
                   :: :::::::       
hsa-mi        CAATGTTTCCACAGTGCATCAC
                      10        20  


[bookmark: hsa-miR-3164]>>hsa-miR-3164 MIMAT0015038 Homo sapiens miR-3164                             (22 nt)
 initn:  40 init1:  40 opt:  41  Z-score: 85.0  bits: 16.2 E(10000):   16
banded Smith-Waterman score: 41; 90.0% identity (90.0% similar) in 10 nt overlap (6-15:12-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-3164_l][alignment]

                     10        20  
QUERY        ACTGTGGGAAATGCCTCACTTC
                  :::::::: :       
hsa-mi TGTGACTTTAAGGGAAATGGCG      
               10        20        


[bookmark: hsa-miR-5093_r]>>hsa-miR-5093 MIMAT0021085 Homo sapiens miR-5093                             (23 nt)
rev-comp initn:  30 init1:  30 opt:  41  Z-score: 84.5  bits: 16.2 E(10000):   17
banded Smith-Waterman score: 41; 90.0% identity (90.0% similar) in 10 nt overlap (22-13:3-12)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-5093_r_l][alignment]

          20        10         
QUERY-   GAAGTGAGGCATTTCCCACAGT
         ::: ::::::            
hsa-mi AGGAAATGAGGCTGGCTAGGAGC 
               10        20    


[bookmark: hsa-miR-6511a-5p_r]>>hsa-miR-6511a-5p MIMAT0025478 Homo sapiens miR-6511a-5p                     (23 nt)
rev-comp initn:  30 init1:  30 opt:  41  Z-score: 84.5  bits: 16.2 E(10000):   17
banded Smith-Waterman score: 41; 90.0% identity (90.0% similar) in 10 nt overlap (22-13:7-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-6511a-5p_r_l][alignment]

              20        10         
QUERY-       GAAGTGAGGCATTTCCCACAGT
             :::::: :::            
hsa-mi CAGGCAGAAGTGGGGCTGACAGG     
               10        20        


[bookmark: hsa-miR-5002-5p_r]>>hsa-miR-5002-5p MIMAT0021023 Homo sapiens miR-5002-5p                       (24 nt)
rev-comp initn:  35 init1:  35 opt:  41  Z-score: 83.9  bits: 16.2 E(10000):   17
banded Smith-Waterman score: 41; 90.0% identity (90.0% similar) in 10 nt overlap (18-9:12-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-5002-5p_r_l][alignment]

               20        10         
QUERY-        GAAGTGAGGCATTTCCCACAGT
                  ::::::: ::        
hsa-mi AATTTGGTTTCTGAGGCACTTAGT     
               10        20         


[bookmark: hsa-miR-6511b-5p_r]>>hsa-miR-6511b-5p MIMAT0025847 Homo sapiens miR-6511b-5p                     (24 nt)
rev-comp initn:  30 init1:  30 opt:  41  Z-score: 83.9  bits: 16.2 E(10000):   17
banded Smith-Waterman score: 41; 90.0% identity (90.0% similar) in 10 nt overlap (22-13:10-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-6511b-5p_r_l][alignment]

                 20        10         
QUERY-          GAAGTGAGGCATTTCCCACAGT
                :::::: :::            
hsa-mi CTGCAGGCAGAAGTGGGGCTGACA       
               10        20           


[bookmark: hsa-miR-632]>>hsa-miR-632 MIMAT0003302 Homo sapiens miR-632                               (19 nt)
 initn:  40 init1:  40 opt:  40  Z-score: 85.7  bits: 16.1 E(10000):   17
banded Smith-Waterman score: 40; 100.0% identity (100.0% similar) in 8 nt overlap (2-9:12-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-632_l][alignment]

                         10        20  
QUERY            ACTGTGGGAAATGCCTCACTTC
                  ::::::::             
hsa-mi GTGTCTGCTTCCTGTGGGA             
               10                      


[bookmark: hsa-miR-371a-5p]>>hsa-miR-371a-5p MIMAT0004687 Homo sapiens miR-371a-5p                       (20 nt)
 initn:  40 init1:  40 opt:  40  Z-score: 84.9  bits: 16.1 E(10000):   18
banded Smith-Waterman score: 40; 100.0% identity (100.0% similar) in 8 nt overlap (1-8:7-14)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-371a-5p_l][alignment]

                     10        20  
QUERY        ACTGTGGGAAATGCCTCACTTC
             ::::::::              
hsa-mi ACTCAAACTGTGGGGGCACT        
               10        20        


[bookmark: hsa-miR-3151-3p_r]>>hsa-miR-3151-3p MIMAT0027026 Homo sapiens miR-3151-3p                       (20 nt)
rev-comp initn:  40 init1:  40 opt:  40  Z-score: 84.9  bits: 16.1 E(10000):   18
banded Smith-Waterman score: 40; 100.0% identity (100.0% similar) in 8 nt overlap (9-2:6-13)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-3151-3p_r_l][alignment]

        20        10               
QUERY- GAAGTGAGGCATTTCCCACAGT      
                    ::::::::       
hsa-mi         CCTGATCCCACAGCCCACCT
                       10        20


[bookmark: hsa-miR-12124]>>hsa-miR-12124 MIMAT0049018 Homo sapiens miR-12124                           (20 nt)
 initn:  40 init1:  40 opt:  40  Z-score: 84.9  bits: 16.1 E(10000):   18
banded Smith-Waterman score: 40; 100.0% identity (100.0% similar) in 8 nt overlap (7-14:3-10)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-12124_l][alignment]

               10        20    
QUERY  ACTGTGGGAAATGCCTCACTTC  
             ::::::::          
hsa-mi     GAGGAAATGCAGATGCTGGA
                   10        20


[bookmark: hsa-miR-10401-5p]>>hsa-miR-10401-5p MIMAT0041633 Homo sapiens miR-10401-5p                     (20 nt)
 initn:  40 init1:  40 opt:  40  Z-score: 84.9  bits: 16.1 E(10000):   18
banded Smith-Waterman score: 40; 100.0% identity (100.0% similar) in 8 nt overlap (3-10:3-10)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-10401-5p_l][alignment]

               10        20  
QUERY  ACTGTGGGAAATGCCTCACTTC
         ::::::::            
hsa-mi CGTGTGGGAAGGCGTGGGGT  
               10        20  


[bookmark: hsa-miR-647]>>hsa-miR-647 MIMAT0003317 Homo sapiens miR-647                               (21 nt)
 initn:  40 init1:  40 opt:  40  Z-score: 84.2  bits: 16.0 E(10000):   19
banded Smith-Waterman score: 40; 100.0% identity (100.0% similar) in 8 nt overlap (15-22:10-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-647_l][alignment]

               10        20      
QUERY  ACTGTGGGAAATGCCTCACTTC    
                     ::::::::    
hsa-mi      GTGGCTGCACTCACTTCCTTC
                    10        20 


[bookmark: hsa-miR-5584-5p]>>hsa-miR-5584-5p MIMAT0022283 Homo sapiens miR-5584-5p                       (22 nt)
 initn:  40 init1:  40 opt:  40  Z-score: 83.6  bits: 16.0 E(10000):   20
banded Smith-Waterman score: 40; 100.0% identity (100.0% similar) in 8 nt overlap (6-13:3-10)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-5584-5p_l][alignment]

               10        20     
QUERY  ACTGTGGGAAATGCCTCACTTC   
            ::::::::            
hsa-mi    CAGGGAAATGGGAAGAACTAGA
                  10        20  


[bookmark: hsa-miR-6735-3p]>>hsa-miR-6735-3p MIMAT0027372 Homo sapiens miR-6735-3p                       (22 nt)
 initn:  30 init1:  30 opt:  40  Z-score: 83.6  bits: 16.0 E(10000):   20
banded Smith-Waterman score: 40; 70.6% identity (70.6% similar) in 17 nt overlap (2-18:5-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-6735-3p_l][alignment]

                  10        20  
QUERY     ACTGTGGGAAATGCCTCACTTC
           ::::::    : :::::    
hsa-mi AGGCCTGTGGCTCCTCCCTCAG   
               10        20     


[bookmark: hsa-miR-6871-3p_r]>>hsa-miR-6871-3p MIMAT0027643 Homo sapiens miR-6871-3p                       (22 nt)
rev-comp initn:  40 init1:  40 opt:  40  Z-score: 83.6  bits: 16.0 E(10000):   20
banded Smith-Waterman score: 40; 100.0% identity (100.0% similar) in 8 nt overlap (9-2:15-22)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-6871-3p_r_l][alignment]

         20        10         
QUERY-  GAAGTGAGGCATTTCCCACAGT
                     :::::::: 
hsa-mi CAGCACCCTGTGGCTCCCACAG 
               10        20   


[bookmark: hsa-miR-4512]>>hsa-miR-4512 MIMAT0019049 Homo sapiens miR-4512                             (22 nt)
 initn:  40 init1:  40 opt:  40  Z-score: 83.6  bits: 16.0 E(10000):   20
banded Smith-Waterman score: 40; 100.0% identity (100.0% similar) in 8 nt overlap (13-20:5-12)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-4512_l][alignment]

               10        20          
QUERY  ACTGTGGGAAATGCCTCACTTC        
                   ::::::::          
hsa-mi         CAGGGCCTCACTGTATCGCCCA
                       10        20  


[bookmark: hsa-miR-7852-3p_r]>>hsa-miR-7852-3p MIMAT0030427 Homo sapiens miR-7852-3p                       (22 nt)
rev-comp initn:  40 init1:  40 opt:  40  Z-score: 83.6  bits: 16.0 E(10000):   20
banded Smith-Waterman score: 40; 100.0% identity (100.0% similar) in 8 nt overlap (16-9:15-22)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-7852-3p_r_l][alignment]

                20        10         
QUERY-         GAAGTGAGGCATTTCCCACAGT
                     ::::::::        
hsa-mi TATGTAGTAGTCAAAGGCATTT        
               10        20          


[bookmark: hsa-miR-1236-5p]>>hsa-miR-1236-5p MIMAT0022945 Homo sapiens miR-1236-5p                       (22 nt)
 initn:  40 init1:  40 opt:  40  Z-score: 83.6  bits: 16.0 E(10000):   20
banded Smith-Waterman score: 40; 100.0% identity (100.0% similar) in 8 nt overlap (6-13:11-18)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-1236-5p_l][alignment]

                    10        20  
QUERY       ACTGTGGGAAATGCCTCACTTC
                 ::::::::         
hsa-mi TGAGTGACAGGGGAAATGGGGA     
               10        20       


22 residues in 1 query   sequences
57386 residues in 2656 library sequences
 Tcomplib [36.3.8i Nov, 2020] (48 proc in memory [0G])
 start: Tue Jun  1 07:44:56 2021 done: Tue Jun  1 07:44:56 2021
 Total Scan time:  0.010 Total Display time:  0.010

Function used was FASTA [36.3.8i Nov, 2020]

Search Databases with FASTA | Find Duplications | Search Status 




BLASTN 2.11.0+


Reference: Stephen F. Altschul, Thomas L. Madden, Alejandro A.
Schaffer, Jinghui Zhang, Zheng Zhang, Webb Miller, and David J.
Lipman (1997), "Gapped BLAST and PSI-BLAST: a new generation of
protein database search programs", Nucleic Acids Res. 25:3389-3402.



Database: hsa_mature.fa
           2,656 sequences; 57,386 total letters



Query= mature-mir21-5p-22

Length=22
                                                                      Score     E
Sequences producing significant alignments:                          (Bits)  Value

hsa-miR-21-5p MIMAT0000076 Homo sapiens miR-21-5p                     44.1    2e-08
hsa-miR-873-3p MIMAT0022717 Homo sapiens miR-873-3p                   18.3    1.3  
hsa-miR-374a-3p MIMAT0004688 Homo sapiens miR-374a-3p                 18.3    1.3  
hsa-miR-7851-3p MIMAT0030426 Homo sapiens miR-7851-3p                 16.4    5.2  
hsa-miR-6884-5p MIMAT0027668 Homo sapiens miR-6884-5p                 16.4    5.2  
hsa-miR-4420 MIMAT0018933 Homo sapiens miR-4420                       16.4    5.2  
hsa-miR-3913-5p MIMAT0018187 Homo sapiens miR-3913-5p                 16.4    5.2  
hsa-miR-3662 MIMAT0018083 Homo sapiens miR-3662                       16.4    5.2  
hsa-miR-580-5p MIMAT0026617 Homo sapiens miR-580-5p                   16.4    5.2  
hsa-miR-340-5p MIMAT0004692 Homo sapiens miR-340-5p                   16.4    5.2  
hsa-miR-361-5p MIMAT0000703 Homo sapiens miR-361-5p                   16.4    5.2  
hsa-miR-153-5p MIMAT0026480 Homo sapiens miR-153-5p                   16.4    5.2  
hsa-miR-12117 MIMAT0049011 Homo sapiens miR-12117                     16.4    5.2  
hsa-miR-10393-5p MIMAT0041617 Homo sapiens miR-10393-5p               16.4    5.2  
hsa-miR-6719-3p MIMAT0025850 Homo sapiens miR-6719-3p                 16.4    5.2  
hsa-miR-5696 MIMAT0022489 Homo sapiens miR-5696                       16.4    5.2  
hsa-miR-3913-3p MIMAT0019225 Homo sapiens miR-3913-3p                 16.4    5.2  
hsa-miR-3161 MIMAT0015035 Homo sapiens miR-3161                       16.4    5.2  
hsa-miR-651-5p MIMAT0003321 Homo sapiens miR-651-5p                   16.4    5.2  
hsa-miR-590-3p MIMAT0004801 Homo sapiens miR-590-3p                   16.4    5.2  
hsa-miR-374a-5p MIMAT0000727 Homo sapiens miR-374a-5p                 16.4    5.2  
hsa-miR-184 MIMAT0000454 Homo sapiens miR-184                         16.4    5.2  


>hsa-miR-21-5p MIMAT0000076 Homo sapiens miR-21-5p
Length=22

 Score = 44.1 bits (22),  Expect = 2e-08
 Identities = 22/22 (100%), Gaps = 0/22 (0%)
 Strand=Plus/Plus

Query  1   TAGCTTATCAGACTGATGTTGA  22
           ||||||||||||||||||||||
Sbjct  1   TAGCTTATCAGACTGATGTTGA  22


>hsa-miR-873-3p MIMAT0022717 Homo sapiens miR-873-3p
Length=22

 Score = 18.3 bits (9),  Expect = 1.3
 Identities = 9/9 (100%), Gaps = 0/9 (0%)
 Strand=Plus/Plus

Query  10  AGACTGATG  18
           |||||||||
Sbjct  3   AGACTGATG  11


>hsa-miR-374a-3p MIMAT0004688 Homo sapiens miR-374a-3p
Length=22

 Score = 18.3 bits (9),  Expect = 1.3
 Identities = 9/9 (100%), Gaps = 0/9 (0%)
 Strand=Plus/Plus

Query  4   CTTATCAGA  12
           |||||||||
Sbjct  1   CTTATCAGA  9


>hsa-miR-7851-3p MIMAT0030426 Homo sapiens miR-7851-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 11/12 (92%), Gaps = 0/12 (0%)
 Strand=Plus/Plus

Query  10  AGACTGATGTTG  21
           ||||||| ||||
Sbjct  9   AGACTGAGGTTG  20


>hsa-miR-6884-5p MIMAT0027668 Homo sapiens miR-6884-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  14  TGATGTTG  21
           ||||||||
Sbjct  15  TGATGTTG  22


>hsa-miR-4420 MIMAT0018933 Homo sapiens miR-4420
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  12  ACTGATGT  19
           ||||||||
Sbjct  4   ACTGATGT  11


>hsa-miR-3913-5p MIMAT0018187 Homo sapiens miR-3913-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 11/12 (92%), Gaps = 0/12 (0%)
 Strand=Plus/Plus

Query  11  GACTGATGTTGA  22
           ||||||| ||||
Sbjct  6   GACTGATCTTGA  17


>hsa-miR-3662 MIMAT0018083 Homo sapiens miR-3662
Length=24

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  11  GACTGATG  18
           ||||||||
Sbjct  17  GACTGATG  24


>hsa-miR-580-5p MIMAT0026617 Homo sapiens miR-580-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  7   ATCAGACT  14
           ||||||||
Sbjct  10  ATCAGACT  17


>hsa-miR-340-5p MIMAT0004692 Homo sapiens miR-340-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  10  AGACTGAT  17
           ||||||||
Sbjct  14  AGACTGAT  21


>hsa-miR-361-5p MIMAT0000703 Homo sapiens miR-361-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  5   TTATCAGA  12
           ||||||||
Sbjct  1   TTATCAGA  8


>hsa-miR-153-5p MIMAT0026480 Homo sapiens miR-153-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  14  TGATGTTG  21
           ||||||||
Sbjct  10  TGATGTTG  17


>hsa-miR-12117 MIMAT0049011 Homo sapiens miR-12117
Length=20

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  12  ACTGATGT  19
           ||||||||
Sbjct  18  ACTGATGT  11


>hsa-miR-10393-5p MIMAT0041617 Homo sapiens miR-10393-5p
Length=25

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  14  TGATGTTG  21
           ||||||||
Sbjct  22  TGATGTTG  15


>hsa-miR-6719-3p MIMAT0025850 Homo sapiens miR-6719-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  12  ACTGATGT  19
           ||||||||
Sbjct  12  ACTGATGT  5


>hsa-miR-5696 MIMAT0022489 Homo sapiens miR-5696
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  7   ATCAGACT  14
           ||||||||
Sbjct  19  ATCAGACT  12


>hsa-miR-3913-3p MIMAT0019225 Homo sapiens miR-3913-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 11/12 (92%), Gaps = 0/12 (0%)
 Strand=Plus/Minus

Query  11  GACTGATGTTGA  22
           ||||||| ||||
Sbjct  17  GACTGATCTTGA  6


>hsa-miR-3161 MIMAT0015035 Homo sapiens miR-3161
Length=23

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  4   CTTATCAG  11
           ||||||||
Sbjct  8   CTTATCAG  1


>hsa-miR-651-5p MIMAT0003321 Homo sapiens miR-651-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  2   AGCTTATC  9
           ||||||||
Sbjct  13  AGCTTATC  6


>hsa-miR-590-3p MIMAT0004801 Homo sapiens miR-590-3p
Length=21

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  1   TAGCTTAT  8
           ||||||||
Sbjct  19  TAGCTTAT  12


>hsa-miR-374a-5p MIMAT0000727 Homo sapiens miR-374a-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  4   CTTATCAG  11
           ||||||||
Sbjct  20  CTTATCAG  13


>hsa-miR-184 MIMAT0000454 Homo sapiens miR-184
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  4   CTTATCAG  11
           ||||||||
Sbjct  19  CTTATCAG  12



Lambda      K        H
    1.37    0.711     1.31 

Gapped
Lambda      K        H
    1.37    0.711     1.31 

Effective search space used: 435266


  Database: hsa_mature.fa
    Posted date:  Jun 1, 2021  5:02 PM
  Number of letters in database: 57,386
  Number of sequences in database:  2,656



Matrix: blastn matrix 1 -3
Gap Penalties: Existence: 5, Extension: 2
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[show/hide all alignments]

# fasta36 -n -q -w 80 -m 6 -m 9I -Z 10000 -f -12 -V !./annot/ann_feats2ipr.pl+--host=xdb+--neg+--acc_comment+--no_mod -V q!./annot/ann_feats2ipr.pl+--host=xdb+--neg+--acc_comment+--no_mod -r +5/-4 -g -4 -E 10 TMP.q TMP.q2 6
FASTA searches a protein or DNA sequence data bank
 version 36.3.8i Nov, 2020
Please cite:
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Query: TMP.q
  1>>>mature-mir21-5p-22 - 22 nt
Library: TMP.q2
    57386 residues in  2656 sequences
Statistics: Altschul/Gish params: n0: 22 Lambda: 0.192 K: 0.177 H: 0.360
 statistics sampled from 264 (265) to 264 sequences
Algorithm: FASTA (3.8 Nov 2011) [optimized]
Parameters: DNA matrix (5:-4), open/ext: -12/-4
 ktup: 6, E-join: 0.25 (0.0529), E-opt: 0.05 (0.0529), width:  16
 Scan time:  0.020
Annotation symbols:
 = : active site
 # : binding site
 ^ : site
 ! : metal binding

The best scores are:                                           opt bits E(10000) %_id  %_sim  alen
hsa-miR-21-5p MIMAT0000076 Homo sapiens miR-21-5p   (  22) [f]  110 35.3 2.9e-05 1.000 1.000   22 align 
hsa-miR-3913-5p MIMAT0018187 Homo sapiens miR-3913- (  22) [f]   51 19.0     2.4 0.917 0.917   12 align 
hsa-miR-7851-3p MIMAT0030426 Homo sapiens miR-7851- (  22) [f]   51 19.0     2.4 0.917 0.917   12 align 
hsa-miR-374a-3p MIMAT0004688 Homo sapiens miR-374a- (  22) [f]   51 19.0     2.4 0.917 0.917   12 align 
hsa-miR-3913-3p MIMAT0019225 Homo sapiens miR-3913- (  22) [r]   51 19.0     2.4 0.917 0.917   12 align 
hsa-miR-30e-3p MIMAT0000693 Homo sapiens miR-30e-3p (  22) [f]   49 18.5     3.5 0.765 0.765   17 align 
hsa-miR-101-5p MIMAT0004513 Homo sapiens miR-101-5p (  22) [f]   49 18.5     3.5 0.765 0.765   17 align 
hsa-miR-27b-5p MIMAT0004588 Homo sapiens miR-27b-5p (  22) [f]   49 18.5     3.5 0.765 0.765   17 align 
hsa-miR-30a-3p MIMAT0000088 Homo sapiens miR-30a-3p (  22) [f]   48 18.2     4.3 0.800 0.800   15 align 
hsa-miR-30d-3p MIMAT0004551 Homo sapiens miR-30d-3p (  22) [f]   48 18.2     4.3 0.800 0.800   15 align 
hsa-miR-340-5p MIMAT0004692 Homo sapiens miR-340-5p (  22) [f]   46 17.6     6.3 0.909 0.909   11 align 
hsa-miR-4678 MIMAT0019762 Homo sapiens miR-4678     (  22) [f]   46 17.6     6.3 0.909 0.909   11 align 
hsa-miR-873-3p MIMAT0022717 Homo sapiens miR-873-3p (  22) [f]   45 17.3     7.6 1.000 1.000    9 align 

[bookmark: hsa-miR-21-5p]>>>mature-mir21-5p-22, 22 nt vs TMP.q2 library 
[bookmark: hsa-miR-21-5p1]>>hsa-miR-21-5p MIMAT0000076 Homo sapiens miR-21-5p                           (22 nt)
 initn: 110 init1: 110 opt: 110  Z-score: 188.3  bits: 35.3 E(10000): 2.9e-05
banded Smith-Waterman score: 110; 100.0% identity (100.0% similar) in 22 nt overlap (1-22:1-22)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-21-5p_l][alignment]

               10        20  
mature TAGCTTATCAGACTGATGTTGA
       ::::::::::::::::::::::
hsa-mi TAGCTTATCAGACTGATGTTGA
               10        20  


[bookmark: hsa-miR-3913-5p]>>hsa-miR-3913-5p MIMAT0018187 Homo sapiens miR-3913-5p                       (22 nt)
 initn:  35 init1:  35 opt:  51  Z-score: 100.0  bits: 19.0 E(10000):  2.4
banded Smith-Waterman score: 51; 91.7% identity (91.7% similar) in 12 nt overlap (11-22:6-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-3913-5p_l][alignment]

               10        20       
mature TAGCTTATCAGACTGATGTTGA     
                 ::::::: ::::     
hsa-mi      TTTGGGACTGATCTTGATGTCT
                    10        20  


[bookmark: hsa-miR-7851-3p]>>hsa-miR-7851-3p MIMAT0030426 Homo sapiens miR-7851-3p                       (22 nt)
 initn:  35 init1:  35 opt:  51  Z-score: 100.0  bits: 19.0 E(10000):  2.4
banded Smith-Waterman score: 51; 91.7% identity (91.7% similar) in 12 nt overlap (10-21:9-20)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-7851-3p_l][alignment]

               10        20   
mature TAGCTTATCAGACTGATGTTGA 
                ::::::: ::::  
hsa-mi  TACCTGGGAGACTGAGGTTGGA
                10        20  


[bookmark: hsa-miR-374a-3p]>>hsa-miR-374a-3p MIMAT0004688 Homo sapiens miR-374a-3p                       (22 nt)
 initn:  45 init1:  45 opt:  51  Z-score: 100.0  bits: 19.0 E(10000):  2.4
banded Smith-Waterman score: 51; 91.7% identity (91.7% similar) in 12 nt overlap (4-15:1-12)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-374a-3p_l][alignment]

               10        20     
mature TAGCTTATCAGACTGATGTTGA   
          ::::::::: ::          
hsa-mi    CTTATCAGATTGTATTGTAATT
                  10        20  


[bookmark: hsa-miR-3913-3p_r]>>hsa-miR-3913-3p MIMAT0019225 Homo sapiens miR-3913-3p                       (22 nt)
rev-comp initn:  35 init1:  35 opt:  51  Z-score: 100.0  bits: 19.0 E(10000):  2.4
banded Smith-Waterman score: 51; 91.7% identity (91.7% similar) in 12 nt overlap (22-11:6-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-3913-3p_r_l][alignment]

             20        10         
matur-      TCAACATCAGTCTGATAAGCTA
            :::: :::::::          
hsa-mi AGACATCAAGATCAGTCCCAAA     
               10        20       


[bookmark: hsa-miR-30e-3p]>>hsa-miR-30e-3p MIMAT0000693 Homo sapiens miR-30e-3p                         (22 nt)
 initn:  30 init1:  30 opt:  49  Z-score: 97.0  bits: 18.5 E(10000):  3.5
banded Smith-Waterman score: 49; 76.5% identity (76.5% similar) in 17 nt overlap (6-22:2-18)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-30e-3p_l][alignment]

               10        20      
mature TAGCTTATCAGACTGATGTTGA    
            : :::: : :::::: :    
hsa-mi     CTTTCAGTCGGATGTTTACAGC
                   10        20  


[bookmark: hsa-miR-101-5p]>>hsa-miR-101-5p MIMAT0004513 Homo sapiens miR-101-5p                         (22 nt)
 initn:  40 init1:  30 opt:  49  Z-score: 97.0  bits: 18.5 E(10000):  3.5
banded Smith-Waterman score: 49; 76.5% identity (76.5% similar) in 17 nt overlap (5-21:4-20)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-101-5p_l][alignment]

               10        20   
mature TAGCTTATCAGACTGATGTTGA 
           :::::: : :: :: ::  
hsa-mi  CAGTTATCACAGTGCTGATGCT
                10        20  


[bookmark: hsa-miR-27b-5p]>>hsa-miR-27b-5p MIMAT0004588 Homo sapiens miR-27b-5p                         (22 nt)
 initn:  30 init1:  30 opt:  49  Z-score: 97.0  bits: 18.5 E(10000):  3.5
banded Smith-Waterman score: 49; 76.5% identity (76.5% similar) in 17 nt overlap (2-18:3-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-27b-5p_l][alignment]

                10        20  
mature  TAGCTTATCAGACTGATGTTGA
         :::::: : :: :: ::    
hsa-mi AGAGCTTAGCTGATTGGTGAAC 
               10        20   


[bookmark: hsa-miR-30a-3p]>>hsa-miR-30a-3p MIMAT0000088 Homo sapiens miR-30a-3p                         (22 nt)
 initn:  30 init1:  30 opt:  48  Z-score: 95.5  bits: 18.2 E(10000):  4.3
banded Smith-Waterman score: 48; 80.0% identity (80.0% similar) in 15 nt overlap (6-20:2-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-30a-3p_l][alignment]

               10        20      
mature TAGCTTATCAGACTGATGTTGA    
            : :::: : ::::::      
hsa-mi     CTTTCAGTCGGATGTTTGCAGC
                   10        20  


[bookmark: hsa-miR-30d-3p]>>hsa-miR-30d-3p MIMAT0004551 Homo sapiens miR-30d-3p                         (22 nt)
 initn:  30 init1:  30 opt:  48  Z-score: 95.5  bits: 18.2 E(10000):  4.3
banded Smith-Waterman score: 48; 80.0% identity (80.0% similar) in 15 nt overlap (6-20:2-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-30d-3p_l][alignment]

               10        20      
mature TAGCTTATCAGACTGATGTTGA    
            : :::: : ::::::      
hsa-mi     CTTTCAGTCAGATGTTTGCTGC
                   10        20  


[bookmark: hsa-miR-340-5p]>>hsa-miR-340-5p MIMAT0004692 Homo sapiens miR-340-5p                         (22 nt)
 initn:  40 init1:  40 opt:  46  Z-score: 92.5  bits: 17.6 E(10000):  6.3
banded Smith-Waterman score: 46; 90.9% identity (90.9% similar) in 11 nt overlap (7-17:11-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-340-5p_l][alignment]

                   10        20  
mature     TAGCTTATCAGACTGATGTTGA
                 :: ::::::::     
hsa-mi TTATAAAGCAATGAGACTGATT    
               10        20      


[bookmark: hsa-miR-4678]>>hsa-miR-4678 MIMAT0019762 Homo sapiens miR-4678                             (22 nt)
 initn:  35 init1:  35 opt:  46  Z-score: 92.5  bits: 17.6 E(10000):  6.3
banded Smith-Waterman score: 46; 90.9% identity (90.9% similar) in 11 nt overlap (8-18:11-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-4678_l][alignment]

                  10        20  
mature    TAGCTTATCAGACTGATGTTGA
                 ::::::: :::    
hsa-mi AAGGTATTGTTCAGACTTATGA   
               10        20     


[bookmark: hsa-miR-873-3p]>>hsa-miR-873-3p MIMAT0022717 Homo sapiens miR-873-3p                         (22 nt)
 initn:  45 init1:  45 opt:  45  Z-score: 91.0  bits: 17.3 E(10000):  7.6
banded Smith-Waterman score: 45; 100.0% identity (100.0% similar) in 9 nt overlap (10-18:3-11)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-873-3p_l][alignment]

               10        20         
mature TAGCTTATCAGACTGATGTTGA       
                :::::::::           
hsa-mi        GGAGACTGATGAGTTCCCGGGA
                      10        20  


22 residues in 1 query   sequences
57386 residues in 2656 library sequences
 Tcomplib [36.3.8i Nov, 2020] (48 proc in memory [0G])
 start: Mon Jul 12 10:33:00 2021 done: Mon Jul 12 10:33:00 2021
 Total Scan time:  0.020 Total Display time:  0.010

Function used was FASTA [36.3.8i Nov, 2020]

Search Databases with FASTA | Find Duplications | Search Status 



BLASTN 2.11.0+


Reference: Stephen F. Altschul, Thomas L. Madden, Alejandro A.
Schaffer, Jinghui Zhang, Zheng Zhang, Webb Miller, and David J.
Lipman (1997), "Gapped BLAST and PSI-BLAST: a new generation of
protein database search programs", Nucleic Acids Res. 25:3389-3402.



Database: hsa_mature.fa
           2,656 sequences; 57,386 total letters



Query= hsa-miR-200a-3p MIMAT0000682

Length=22
                                                                      Score     E
Sequences producing significant alignments:                          (Bits)  Value

hsa-miR-200a-3p MIMAT0000682 Homo sapiens miR-200a-3p                 44.1    2e-08
hsa-miR-141-3p MIMAT0000432 Homo sapiens miR-141-3p                   34.2    2e-05
hsa-miR-429 MIMAT0001536 Homo sapiens miR-429                         24.3    0.021
hsa-miR-4713-3p MIMAT0019821 Homo sapiens miR-4713-3p                 20.3    0.33 
hsa-miR-128-1-5p MIMAT0026477 Homo sapiens miR-128-1-5p               18.3    1.3  
hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b-3p                 18.3    1.3  
hsa-miR-7113-5p MIMAT0028123 Homo sapiens miR-7113-5p                 18.3    1.3  
hsa-miR-509-5p MIMAT0004779 Homo sapiens miR-509-5p                   18.3    1.3  
hsa-miR-200a-5p MIMAT0001620 Homo sapiens miR-200a-5p                 18.3    1.3  
hsa-miR-10395-3p MIMAT0041622 Homo sapiens miR-10395-3p               16.4    5.2  
hsa-miR-1843 MIMAT0039764 Homo sapiens miR-1843                       16.4    5.2  
hsa-miR-6776-3p MIMAT0027453 Homo sapiens miR-6776-3p                 16.4    5.2  
hsa-miR-6760-3p MIMAT0027421 Homo sapiens miR-6760-3p                 16.4    5.2  
hsa-miR-4490 MIMAT0019025 Homo sapiens miR-4490                       16.4    5.2  
hsa-miR-517-5p MIMAT0002851 Homo sapiens miR-517-5p                   16.4    5.2  
hsa-miR-4700-5p MIMAT0019796 Homo sapiens miR-4700-5p                 16.4    5.2  
hsa-miR-4676-5p MIMAT0019758 Homo sapiens miR-4676-5p                 16.4    5.2  
hsa-miR-3191-3p MIMAT0015075 Homo sapiens miR-3191-3p                 16.4    5.2  
hsa-miR-3170 MIMAT0015045 Homo sapiens miR-3170                       16.4    5.2  
hsa-miR-1324 MIMAT0005956 Homo sapiens miR-1324                       16.4    5.2  
hsa-miR-451a MIMAT0001631 Homo sapiens miR-451a                       16.4    5.2  
hsa-miR-141-5p MIMAT0004598 Homo sapiens miR-141-5p                   16.4    5.2  


>hsa-miR-200a-3p MIMAT0000682 Homo sapiens miR-200a-3p
Length=22

 Score = 44.1 bits (22),  Expect = 2e-08
 Identities = 22/22 (100%), Gaps = 0/22 (0%)
 Strand=Plus/Plus

Query  1   TAACACTGTCTGGTAACGATGT  22
           ||||||||||||||||||||||
Sbjct  1   TAACACTGTCTGGTAACGATGT  22


>hsa-miR-141-3p MIMAT0000432 Homo sapiens miR-141-3p
Length=22

 Score = 34.2 bits (17),  Expect = 2e-05
 Identities = 20/21 (95%), Gaps = 0/21 (0%)
 Strand=Plus/Plus

Query  1   TAACACTGTCTGGTAACGATG  21
           |||||||||||||||| ||||
Sbjct  1   TAACACTGTCTGGTAAAGATG  21


>hsa-miR-429 MIMAT0001536 Homo sapiens miR-429
Length=22

 Score = 24.3 bits (12),  Expect = 0.021
 Identities = 12/12 (100%), Gaps = 0/12 (0%)
 Strand=Plus/Plus

Query  5   ACTGTCTGGTAA  16
           ||||||||||||
Sbjct  5   ACTGTCTGGTAA  16


>hsa-miR-4713-3p MIMAT0019821 Homo sapiens miR-4713-3p
Length=22

 Score = 20.3 bits (10),  Expect = 0.33
 Identities = 10/10 (100%), Gaps = 0/10 (0%)
 Strand=Plus/Minus

Query  4   CACTGTCTGG  13
           ||||||||||
Sbjct  16  CACTGTCTGG  7


>hsa-miR-128-1-5p MIMAT0026477 Homo sapiens miR-128-1-5p
Length=23

 Score = 18.3 bits (9),  Expect = 1.3
 Identities = 9/9 (100%), Gaps = 0/9 (0%)
 Strand=Plus/Plus

Query  4   CACTGTCTG  12
           |||||||||
Sbjct  12  CACTGTCTG  20


>hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b-3p
Length=22

 Score = 18.3 bits (9),  Expect = 1.3
 Identities = 15/17 (88%), Gaps = 0/17 (0%)
 Strand=Plus/Plus

Query  5   ACTGTCTGGTAACGATG  21
           |||| ||||||| ||||
Sbjct  5   ACTGCCTGGTAATGATG  21


>hsa-miR-7113-5p MIMAT0028123 Homo sapiens miR-7113-5p
Length=21

 Score = 18.3 bits (9),  Expect = 1.3
 Identities = 9/9 (100%), Gaps = 0/9 (0%)
 Strand=Plus/Minus

Query  3   ACACTGTCT  11
           |||||||||
Sbjct  16  ACACTGTCT  8


>hsa-miR-509-5p MIMAT0004779 Homo sapiens miR-509-5p
Length=21

 Score = 18.3 bits (9),  Expect = 1.3
 Identities = 9/9 (100%), Gaps = 0/9 (0%)
 Strand=Plus/Minus

Query  4   CACTGTCTG  12
           |||||||||
Sbjct  14  CACTGTCTG  6


>hsa-miR-200a-5p MIMAT0001620 Homo sapiens miR-200a-5p
Length=22

 Score = 18.3 bits (9),  Expect = 1.3
 Identities = 12/13 (92%), Gaps = 0/13 (0%)
 Strand=Plus/Minus

Query  4   CACTGTCTGGTAA  16
           ||||||| |||||
Sbjct  17  CACTGTCCGGTAA  5


>hsa-miR-10395-3p MIMAT0041622 Homo sapiens miR-10395-3p
Length=21

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  5   ACTGTCTG  12
           ||||||||
Sbjct  11  ACTGTCTG  18


>hsa-miR-1843 MIMAT0039764 Homo sapiens miR-1843
Length=20

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  6   CTGTCTGG  13
           ||||||||
Sbjct  12  CTGTCTGG  19


>hsa-miR-6776-3p MIMAT0027453 Homo sapiens miR-6776-3p
Length=23

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  4   CACTGTCT  11
           ||||||||
Sbjct  8   CACTGTCT  15


>hsa-miR-6760-3p MIMAT0027421 Homo sapiens miR-6760-3p
Length=21

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  3  ACACTGTC  10
          ||||||||
Sbjct  1  ACACTGTC  8


>hsa-miR-4490 MIMAT0019025 Homo sapiens miR-4490
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  9   TCTGGTAA  16
           ||||||||
Sbjct  1   TCTGGTAA  8


>hsa-miR-517-5p MIMAT0002851 Homo sapiens miR-517-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  4   CACTGTCT  11
           ||||||||
Sbjct  15  CACTGTCT  22


>hsa-miR-4700-5p MIMAT0019796 Homo sapiens miR-4700-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  3   ACACTGTC  10
           ||||||||
Sbjct  20  ACACTGTC  13


>hsa-miR-4676-5p MIMAT0019758 Homo sapiens miR-4676-5p
Length=21

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  4   CACTGTCT  11
           ||||||||
Sbjct  20  CACTGTCT  13


>hsa-miR-3191-3p MIMAT0015075 Homo sapiens miR-3191-3p
Length=23

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  6   CTGTCTGG  13
           ||||||||
Sbjct  23  CTGTCTGG  16


>hsa-miR-3170 MIMAT0015045 Homo sapiens miR-3170
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  5   ACTGTCTG  12
           ||||||||
Sbjct  22  ACTGTCTG  15


>hsa-miR-1324 MIMAT0005956 Homo sapiens miR-1324
Length=24

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  6   CTGTCTGG  13
           ||||||||
Sbjct  8   CTGTCTGG  1


>hsa-miR-451a MIMAT0001631 Homo sapiens miR-451a
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  11  TGGTAACG  18
           ||||||||
Sbjct  12  TGGTAACG  5


>hsa-miR-141-5p MIMAT0004598 Homo sapiens miR-141-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  2   AACACTGT  9
           ||||||||
Sbjct  19  AACACTGT  12



Lambda      K        H
    1.37    0.711     1.31 

Gapped
Lambda      K        H
    1.37    0.711     1.31 

Effective search space used: 435266


Query= hsa-miR-200b-3p MIMAT0000318

Length=22
                                                                      Score     E
Sequences producing significant alignments:                          (Bits)  Value

hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b-3p                 44.1    2e-08
hsa-miR-200c-3p MIMAT0000617 Homo sapiens miR-200c-3p                 34.2    2e-05
hsa-miR-429 MIMAT0001536 Homo sapiens miR-429                         24.3    0.021
hsa-miR-383-3p MIMAT0026485 Homo sapiens miR-383-3p                   20.3    0.33 
hsa-miR-200a-3p MIMAT0000682 Homo sapiens miR-200a-3p                 18.3    1.3  
hsa-miR-141-3p MIMAT0000432 Homo sapiens miR-141-3p                   18.3    1.3  
hsa-miR-10523-5p MIMAT0041992 Homo sapiens miR-10523-5p               16.4    5.2  
hsa-miR-6876-5p MIMAT0027652 Homo sapiens miR-6876-5p                 16.4    5.2  
hsa-miR-6777-5p MIMAT0027454 Homo sapiens miR-6777-5p                 16.4    5.2  
hsa-miR-6749-3p MIMAT0027399 Homo sapiens miR-6749-3p                 16.4    5.2  
hsa-miR-451b MIMAT0019840 Homo sapiens miR-451b                       16.4    5.2  
hsa-miR-4713-5p MIMAT0019820 Homo sapiens miR-4713-5p                 16.4    5.2  
hsa-miR-4692 MIMAT0019783 Homo sapiens miR-4692                       16.4    5.2  
hsa-miR-4673 MIMAT0019755 Homo sapiens miR-4673                       16.4    5.2  
hsa-miR-4645-3p MIMAT0019706 Homo sapiens miR-4645-3p                 16.4    5.2  
hsa-miR-4645-5p MIMAT0019705 Homo sapiens miR-4645-5p                 16.4    5.2  
hsa-miR-3942-3p MIMAT0019230 Homo sapiens miR-3942-3p                 16.4    5.2  
hsa-miR-3662 MIMAT0018083 Homo sapiens miR-3662                       16.4    5.2  
hsa-miR-3609 MIMAT0017986 Homo sapiens miR-3609                       16.4    5.2  
hsa-miR-4306 MIMAT0016858 Homo sapiens miR-4306                       16.4    5.2  
hsa-miR-2682-5p MIMAT0013517 Homo sapiens miR-2682-5p                 16.4    5.2  
hsa-miR-2277-3p MIMAT0011777 Homo sapiens miR-2277-3p                 16.4    5.2  
hsa-miR-1911-3p MIMAT0007886 Homo sapiens miR-1911-3p                 16.4    5.2  
hsa-miR-1827 MIMAT0006767 Homo sapiens miR-1827                       16.4    5.2  
hsa-miR-1301-3p MIMAT0005797 Homo sapiens miR-1301-3p                 16.4    5.2  
hsa-miR-580-3p MIMAT0003245 Homo sapiens miR-580-3p                   16.4    5.2  
hsa-miR-130b-3p MIMAT0000691 Homo sapiens miR-130b-3p                 16.4    5.2  
hsa-let-7i-3p MIMAT0004585 Homo sapiens let-7i-3p                     16.4    5.2  
hsa-miR-214-3p MIMAT0000271 Homo sapiens miR-214-3p                   16.4    5.2  
hsa-miR-196a-3p MIMAT0004562 Homo sapiens miR-196a-3p                 16.4    5.2  
hsa-miR-34a-3p MIMAT0004557 Homo sapiens miR-34a-3p                   16.4    5.2  
hsa-miR-16-1-3p MIMAT0004489 Homo sapiens miR-16-1-3p                 16.4    5.2  
hsa-let-7b-3p MIMAT0004482 Homo sapiens let-7b-3p                     16.4    5.2  


>hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b-3p
Length=22

 Score = 44.1 bits (22),  Expect = 2e-08
 Identities = 22/22 (100%), Gaps = 0/22 (0%)
 Strand=Plus/Plus

Query  1   TAATACTGCCTGGTAATGATGA  22
           ||||||||||||||||||||||
Sbjct  1   TAATACTGCCTGGTAATGATGA  22


>hsa-miR-200c-3p MIMAT0000617 Homo sapiens miR-200c-3p
Length=23

 Score = 34.2 bits (17),  Expect = 2e-05
 Identities = 20/21 (95%), Gaps = 0/21 (0%)
 Strand=Plus/Plus

Query  1   TAATACTGCCTGGTAATGATG  21
           |||||||||| ||||||||||
Sbjct  1   TAATACTGCCGGGTAATGATG  21


>hsa-miR-429 MIMAT0001536 Homo sapiens miR-429
Length=22

 Score = 24.3 bits (12),  Expect = 0.021
 Identities = 15/16 (94%), Gaps = 0/16 (0%)
 Strand=Plus/Plus

Query  1   TAATACTGCCTGGTAA  16
           |||||||| |||||||
Sbjct  1   TAATACTGTCTGGTAA  16


>hsa-miR-383-3p MIMAT0026485 Homo sapiens miR-383-3p
Length=19

 Score = 20.3 bits (10),  Expect = 0.33
 Identities = 10/10 (100%), Gaps = 0/10 (0%)
 Strand=Plus/Plus

Query  5   ACTGCCTGGT  14
           ||||||||||
Sbjct  6   ACTGCCTGGT  15


>hsa-miR-200a-3p MIMAT0000682 Homo sapiens miR-200a-3p
Length=22

 Score = 18.3 bits (9),  Expect = 1.3
 Identities = 15/17 (88%), Gaps = 0/17 (0%)
 Strand=Plus/Plus

Query  5   ACTGCCTGGTAATGATG  21
           |||| ||||||| ||||
Sbjct  5   ACTGTCTGGTAACGATG  21


>hsa-miR-141-3p MIMAT0000432 Homo sapiens miR-141-3p
Length=22

 Score = 18.3 bits (9),  Expect = 1.3
 Identities = 15/17 (88%), Gaps = 0/17 (0%)
 Strand=Plus/Plus

Query  5   ACTGCCTGGTAATGATG  21
           |||| ||||||| ||||
Sbjct  5   ACTGTCTGGTAAAGATG  21


>hsa-miR-10523-5p MIMAT0041992 Homo sapiens miR-10523-5p
Length=24

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  15  AATGATGA  22
           ||||||||
Sbjct  4   AATGATGA  11


>hsa-miR-6876-5p MIMAT0027652 Homo sapiens miR-6876-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  5   ACTGCCTG  12
           ||||||||
Sbjct  19  ACTGCCTG  12


>hsa-miR-6777-5p MIMAT0027454 Homo sapiens miR-6777-5p
Length=23

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  5   ACTGCCTG  12
           ||||||||
Sbjct  17  ACTGCCTG  10


>hsa-miR-6749-3p MIMAT0027399 Homo sapiens miR-6749-3p
Length=21

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  6   CTGCCTGG  13
           ||||||||
Sbjct  9   CTGCCTGG  16


>hsa-miR-451b MIMAT0019840 Homo sapiens miR-451b
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  11  TGGTAATG  18
           ||||||||
Sbjct  20  TGGTAATG  13


>hsa-miR-4713-5p MIMAT0019820 Homo sapiens miR-4713-5p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  8   GCCTGGTA  15
           ||||||||
Sbjct  17  GCCTGGTA  10


>hsa-miR-4692 MIMAT0019783 Homo sapiens miR-4692
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  5   ACTGCCTG  12
           ||||||||
Sbjct  9   ACTGCCTG  2


>hsa-miR-4673 MIMAT0019755 Homo sapiens miR-4673
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  6   CTGCCTGG  13
           ||||||||
Sbjct  9   CTGCCTGG  2


>hsa-miR-4645-3p MIMAT0019706 Homo sapiens miR-4645-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  7   TGCCTGGT  14
           ||||||||
Sbjct  14  TGCCTGGT  21


>hsa-miR-4645-5p MIMAT0019705 Homo sapiens miR-4645-5p
Length=19

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  7   TGCCTGGT  14
           ||||||||
Sbjct  8   TGCCTGGT  1


>hsa-miR-3942-3p MIMAT0019230 Homo sapiens miR-3942-3p
Length=21

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  1   TAATACTG  8
           ||||||||
Sbjct  18  TAATACTG  11


>hsa-miR-3662 MIMAT0018083 Homo sapiens miR-3662
Length=24

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  15  AATGATGA  22
           ||||||||
Sbjct  4   AATGATGA  11


>hsa-miR-3609 MIMAT0017986 Homo sapiens miR-3609
Length=24

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  1   TAATACTG  8
           ||||||||
Sbjct  13  TAATACTG  20


>hsa-miR-4306 MIMAT0016858 Homo sapiens miR-4306
Length=17

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  4   TACTGCCT  11
           ||||||||
Sbjct  17  TACTGCCT  10


>hsa-miR-2682-5p MIMAT0013517 Homo sapiens miR-2682-5p
Length=23

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  5   ACTGCCTG  12
           ||||||||
Sbjct  8   ACTGCCTG  1


>hsa-miR-2277-3p MIMAT0011777 Homo sapiens miR-2277-3p
Length=21

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  6   CTGCCTGG  13
           ||||||||
Sbjct  11  CTGCCTGG  18


>hsa-miR-1911-3p MIMAT0007886 Homo sapiens miR-1911-3p
Length=20

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  7   TGCCTGGT  14
           ||||||||
Sbjct  9   TGCCTGGT  2


>hsa-miR-1827 MIMAT0006767 Homo sapiens miR-1827
Length=18

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  4   TACTGCCT  11
           ||||||||
Sbjct  10  TACTGCCT  3


>hsa-miR-1301-3p MIMAT0005797 Homo sapiens miR-1301-3p
Length=24

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  6   CTGCCTGG  13
           ||||||||
Sbjct  7   CTGCCTGG  14


>hsa-miR-580-3p MIMAT0003245 Homo sapiens miR-580-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  15  AATGATGA  22
           ||||||||
Sbjct  6   AATGATGA  13


>hsa-miR-130b-3p MIMAT0000691 Homo sapiens miR-130b-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  15  AATGATGA  22
           ||||||||
Sbjct  7   AATGATGA  14


>hsa-let-7i-3p MIMAT0004585 Homo sapiens let-7i-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  4   TACTGCCT  11
           ||||||||
Sbjct  11  TACTGCCT  18


>hsa-miR-214-3p MIMAT0000271 Homo sapiens miR-214-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  5   ACTGCCTG  12
           ||||||||
Sbjct  22  ACTGCCTG  15


>hsa-miR-196a-3p MIMAT0004562 Homo sapiens miR-196a-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  5   ACTGCCTG  12
           ||||||||
Sbjct  13  ACTGCCTG  20


>hsa-miR-34a-3p MIMAT0004557 Homo sapiens miR-34a-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  3   ATACTGCC  10
           ||||||||
Sbjct  13  ATACTGCC  20


>hsa-miR-16-1-3p MIMAT0004489 Homo sapiens miR-16-1-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  1  TAATACTG  8
          ||||||||
Sbjct  9  TAATACTG  2


>hsa-let-7b-3p MIMAT0004482 Homo sapiens let-7b-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.2
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  4   TACTGCCT  11
           ||||||||
Sbjct  11  TACTGCCT  18



Lambda      K        H
    1.37    0.711     1.31 

Gapped
Lambda      K        H
    1.37    0.711     1.31 

Effective search space used: 435266


Query= hsa-miR-200c-3p MIMAT0000617

Length=23
                                                                      Score     E
Sequences producing significant alignments:                          (Bits)  Value

hsa-miR-200c-3p MIMAT0000617 Homo sapiens miR-200c-3p                 46.1    6e-09
hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b-3p                 34.2    2e-05
hsa-miR-4515 MIMAT0019052 Homo sapiens miR-4515                       16.4    5.6  
hsa-miR-3942-3p MIMAT0019230 Homo sapiens miR-3942-3p                 16.4    5.6  
hsa-miR-16-1-3p MIMAT0004489 Homo sapiens miR-16-1-3p                 16.4    5.6  
hsa-miR-3691-5p MIMAT0018120 Homo sapiens miR-3691-5p                 16.4    5.6  
hsa-miR-3609 MIMAT0017986 Homo sapiens miR-3609                       16.4    5.6  
hsa-miR-1257 MIMAT0005908 Homo sapiens miR-1257                       16.4    5.6  
hsa-miR-429 MIMAT0001536 Homo sapiens miR-429                         16.4    5.6  
hsa-miR-136-5p MIMAT0000448 Homo sapiens miR-136-5p                   16.4    5.6  
hsa-miR-34a-3p MIMAT0004557 Homo sapiens miR-34a-3p                   16.4    5.6  


>hsa-miR-200c-3p MIMAT0000617 Homo sapiens miR-200c-3p
Length=23

 Score = 46.1 bits (23),  Expect = 6e-09
 Identities = 23/23 (100%), Gaps = 0/23 (0%)
 Strand=Plus/Plus

Query  1   TAATACTGCCGGGTAATGATGGA  23
           |||||||||||||||||||||||
Sbjct  1   TAATACTGCCGGGTAATGATGGA  23


>hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b-3p
Length=22

 Score = 34.2 bits (17),  Expect = 2e-05
 Identities = 20/21 (95%), Gaps = 0/21 (0%)
 Strand=Plus/Plus

Query  1   TAATACTGCCGGGTAATGATG  21
           |||||||||| ||||||||||
Sbjct  1   TAATACTGCCTGGTAATGATG  21


>hsa-miR-4515 MIMAT0019052 Homo sapiens miR-4515
Length=22

 Score = 16.4 bits (8),  Expect = 5.6
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  6   CTGCCGGG  13
           ||||||||
Sbjct  19  CTGCCGGG  12


>hsa-miR-3942-3p MIMAT0019230 Homo sapiens miR-3942-3p
Length=21

 Score = 16.4 bits (8),  Expect = 5.6
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  1   TAATACTG  8
           ||||||||
Sbjct  18  TAATACTG  11


>hsa-miR-16-1-3p MIMAT0004489 Homo sapiens miR-16-1-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.6
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Minus

Query  1  TAATACTG  8
          ||||||||
Sbjct  9  TAATACTG  2


>hsa-miR-3691-5p MIMAT0018120 Homo sapiens miR-3691-5p
Length=23

 Score = 16.4 bits (8),  Expect = 5.6
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  16  ATGATGGA  23
           ||||||||
Sbjct  6   ATGATGGA  13


>hsa-miR-3609 MIMAT0017986 Homo sapiens miR-3609
Length=24

 Score = 16.4 bits (8),  Expect = 5.6
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  1   TAATACTG  8
           ||||||||
Sbjct  13  TAATACTG  20


>hsa-miR-1257 MIMAT0005908 Homo sapiens miR-1257
Length=21

 Score = 16.4 bits (8),  Expect = 5.6
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  15  AATGATGG  22
           ||||||||
Sbjct  5   AATGATGG  12


>hsa-miR-429 MIMAT0001536 Homo sapiens miR-429
Length=22

 Score = 16.4 bits (8),  Expect = 5.6
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  1  TAATACTG  8
          ||||||||
Sbjct  1  TAATACTG  8


>hsa-miR-136-5p MIMAT0000448 Homo sapiens miR-136-5p
Length=23

 Score = 16.4 bits (8),  Expect = 5.6
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  16  ATGATGGA  23
           ||||||||
Sbjct  16  ATGATGGA  23


>hsa-miR-34a-3p MIMAT0004557 Homo sapiens miR-34a-3p
Length=22

 Score = 16.4 bits (8),  Expect = 5.6
 Identities = 8/8 (100%), Gaps = 0/8 (0%)
 Strand=Plus/Plus

Query  3   ATACTGCC  10
           ||||||||
Sbjct  13  ATACTGCC  20



Lambda      K        H
    1.37    0.711     1.31 

Gapped
Lambda      K        H
    1.37    0.711     1.31 

Effective search space used: 468748


  Database: hsa_mature.fa
    Posted date:  Jun 1, 2021  5:02 PM
  Number of letters in database: 57,386
  Number of sequences in database:  2,656



Matrix: blastn matrix 1 -3
Gap Penalties: Existence: 5, Extension: 2
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[show/hide all alignments]

# fasta36 -n -q -w 80 -m 6 -m 9I -Z 10000 -f -12 -V !./annot/ann_feats2ipr.pl+--host=xdb+--neg+--acc_comment+--no_mod -V q!./annot/ann_feats2ipr.pl+--host=xdb+--neg+--acc_comment+--no_mod -r +5/-4 -g -4 -E 10 TMP.q TMP.q2 6
FASTA searches a protein or DNA sequence data bank
 version 36.3.8i Nov, 2020
Please cite:
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Query: TMP.q
  1>>>hsa-miR-200a-3p MIMAT0000682 - 22 nt
Library: TMP.q2
    57386 residues in  2656 sequences
Statistics: Altschul/Gish params: n0: 22 Lambda: 0.192 K: 0.177 H: 0.360
 statistics sampled from 279 (283) to 279 sequences
Algorithm: FASTA (3.8 Nov 2011) [optimized]
Parameters: DNA matrix (5:-4), open/ext: -12/-4
 ktup: 6, E-join: 0.25 (0.054), E-opt: 0.05 (0.054), width:  16
 Scan time:  0.010
Annotation symbols:
 = : active site
 # : binding site
 ^ : site
 ! : metal binding

The best scores are:                                           opt bits E(10000) %_id  %_sim  alen
hsa-miR-200a-3p MIMAT0000682 Homo sapiens miR-200a- (  22) [f]  110 35.3 2.9e-05 1.000 1.000   22 align 
hsa-miR-141-3p MIMAT0000432 Homo sapiens miR-141-3p (  22) [f]   96 31.5 0.00042 0.952 0.952   21 align 
hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b- (  22) [f]   78 26.5   0.013 0.857 0.857   21 align 
hsa-miR-429 MIMAT0001536 Homo sapiens miR-429       (  22) [f]   71 24.5   0.052 0.938 0.938   16 align 
hsa-miR-200a-5p MIMAT0001620 Homo sapiens miR-200a- (  22) [r]   61 21.8    0.35 0.850 0.850   20 align 
hsa-miR-128-1-5p MIMAT0026477 Homo sapiens miR-128- (  23) [f]   51 19.0     2.5 0.917 0.917   12 align 
hsa-miR-4713-3p MIMAT0019821 Homo sapiens miR-4713- (  22) [r]   50 18.7     2.9 1.000 1.000   10 align 
hsa-miR-411-3p MIMAT0004813 Homo sapiens miR-411-3p (  22) [f]   49 18.5     3.5 0.765 0.765   17 align 
hsa-miR-200c-5p MIMAT0004657 Homo sapiens miR-200c- (  22) [r]   48 18.2     4.3 0.800 0.800   15 align 
hsa-miR-505-3p MIMAT0002876 Homo sapiens miR-505-3p (  22) [f]   47 17.9     5.2 0.846 0.846   13 align 
hsa-miR-509-5p MIMAT0004779 Homo sapiens miR-509-5p (  21) [r]   45 17.4     7.3 1.000 1.000    9 align 
hsa-miR-7113-5p MIMAT0028123 Homo sapiens miR-7113- (  21) [r]   45 17.4     7.3 1.000 1.000    9 align 
hsa-miR-141-5p MIMAT0004598 Homo sapiens miR-141-5p (  22) [r]   45 17.3     7.6 0.867 0.867   15 align 
hsa-miR-451a MIMAT0001631 Homo sapiens miR-451a     (  22) [r]   44 17.1     9.2 0.727 0.727   22 align 

[bookmark: hsa-miR-200a-3p]>>>hsa-miR-200a-3p, 22 nt vs TMP.q2 library 
[bookmark: hsa-miR-200a-3p1]>>hsa-miR-200a-3p MIMAT0000682 Homo sapiens miR-200a-3p                       (22 nt)
 initn: 110 init1: 110 opt: 110  Z-score: 188.3  bits: 35.3 E(10000): 2.9e-05
banded Smith-Waterman score: 110; 100.0% identity (100.0% similar) in 22 nt overlap (1-22:1-22)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-200a-3p_l][alignment]

               10        20  
hsa-mi UAACACUGUCUGGUAACGAUGU
       ::::::::::::::::::::::
hsa-mi TAACACTGTCTGGTAACGATGT
               10        20  


[bookmark: hsa-miR-141-3p]>>hsa-miR-141-3p MIMAT0000432 Homo sapiens miR-141-3p                         (22 nt)
 initn:  80 init1:  80 opt:  96  Z-score: 167.4  bits: 31.5 E(10000): 0.00042
banded Smith-Waterman score: 96; 95.2% identity (95.2% similar) in 21 nt overlap (1-21:1-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-141-3p_l][alignment]

               10        20  
hsa-mi UAACACUGUCUGGUAACGAUGU
       :::::::::::::::: :::: 
hsa-mi TAACACTGTCTGGTAAAGATGG
               10        20  


[bookmark: hsa-miR-200b-3p]>>hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b-3p                       (22 nt)
 initn:  35 init1:  35 opt:  78  Z-score: 140.4  bits: 26.5 E(10000): 0.013
banded Smith-Waterman score: 78; 85.7% identity (85.7% similar) in 21 nt overlap (1-21:1-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-200b-3p_l][alignment]

               10        20  
hsa-mi UAACACUGUCUGGUAACGAUGU
       ::: :::: ::::::: :::: 
hsa-mi TAATACTGCCTGGTAATGATGA
               10        20  


[bookmark: hsa-miR-429]>>hsa-miR-429 MIMAT0001536 Homo sapiens miR-429                               (22 nt)
 initn:  60 init1:  60 opt:  71  Z-score: 130.0  bits: 24.5 E(10000): 0.052
banded Smith-Waterman score: 71; 93.8% identity (93.8% similar) in 16 nt overlap (1-16:1-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-429_l][alignment]

               10        20  
hsa-mi UAACACUGUCUGGUAACGAUGU
       ::: ::::::::::::      
hsa-mi TAATACTGTCTGGTAAAACCGT
               10        20  


[bookmark: hsa-miR-200a-5p_r]>>hsa-miR-200a-5p MIMAT0001620 Homo sapiens miR-200a-5p                       (22 nt)
rev-comp initn:  35 init1:  35 opt:  61  Z-score: 115.0  bits: 21.8 E(10000): 0.35
banded Smith-Waterman score: 61; 85.0% identity (85.0% similar) in 20 nt overlap (21-2:1-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-200a-5p_r_l][alignment]

        20        10           
hsa-m- ACATCGTTACCAGACAGTGTTA  
        :::: ::::: ::::::: :   
hsa-mi  CATC-TTACCGGACAGTGCTGGA
                 10        20  


[bookmark: hsa-miR-128-1-5p]>>hsa-miR-128-1-5p MIMAT0026477 Homo sapiens miR-128-1-5p                     (23 nt)
 initn:  45 init1:  45 opt:  51  Z-score: 99.4  bits: 19.0 E(10000):  2.5
banded Smith-Waterman score: 51; 91.7% identity (91.7% similar) in 12 nt overlap (1-12:9-20)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-128-1-5p_l][alignment]

                       10        20  
hsa-mi         UAACACUGUCUGGUAACGAUGU
               :: :::::::::          
hsa-mi CGGGGCCGTAGCACTGTCTGAGA       
               10        20          


[bookmark: hsa-miR-4713-3p_r]>>hsa-miR-4713-3p MIMAT0019821 Homo sapiens miR-4713-3p                       (22 nt)
rev-comp initn:  50 init1:  50 opt:  50  Z-score: 98.5  bits: 18.7 E(10000):  2.9
banded Smith-Waterman score: 50; 100.0% identity (100.0% similar) in 10 nt overlap (13-4:7-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-4713-3p_r_l][alignment]

        20        10            
hsa-m- ACATCGTTACCAGACAGTGTTA   
                ::::::::::      
hsa-mi    TGGGATCCAGACAGTGGGAGAA
                  10        20  


[bookmark: hsa-miR-411-3p]>>hsa-miR-411-3p MIMAT0004813 Homo sapiens miR-411-3p                         (22 nt)
 initn:  30 init1:  30 opt:  49  Z-score: 97.0  bits: 18.5 E(10000):  3.5
banded Smith-Waterman score: 49; 76.5% identity (76.5% similar) in 17 nt overlap (1-17:5-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-411-3p_l][alignment]

                   10        20  
hsa-mi     UAACACUGUCUGGUAACGAUGU
           :::::: :::   ::::     
hsa-mi TATGTAACACGGTCCACTAACC    
               10        20      


[bookmark: hsa-miR-200c-5p_r]>>hsa-miR-200c-5p MIMAT0004657 Homo sapiens miR-200c-5p                       (22 nt)
rev-comp initn:  35 init1:  35 opt:  48  Z-score: 95.5  bits: 18.2 E(10000):  4.3
banded Smith-Waterman score: 48; 80.0% identity (80.0% similar) in 15 nt overlap (16-2:5-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-200c-5p_r_l][alignment]

        20        10           
hsa-m- ACATCGTTACCAGACAGTGTTA  
             :::::   :::::::   
hsa-mi   CGTCTTACCCAGCAGTGTTTGG
                 10        20  


[bookmark: hsa-miR-505-3p]>>hsa-miR-505-3p MIMAT0002876 Homo sapiens miR-505-3p                         (22 nt)
 initn:  30 init1:  30 opt:  47  Z-score: 94.0  bits: 17.9 E(10000):  5.2
banded Smith-Waterman score: 47; 84.6% identity (84.6% similar) in 13 nt overlap (2-14:5-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-505-3p_l][alignment]

                  10        20  
hsa-mi    UAACACUGUCUGGUAACGAUGU
           ::::::  :::::        
hsa-mi CGTCAACACTTGCTGGTTTCCT   
               10        20     


[bookmark: hsa-miR-509-5p_r]>>hsa-miR-509-5p MIMAT0004779 Homo sapiens miR-509-5p                         (21 nt)
rev-comp initn:  45 init1:  45 opt:  45  Z-score: 91.7  bits: 17.4 E(10000):  7.3
banded Smith-Waterman score: 45; 100.0% identity (100.0% similar) in 9 nt overlap (12-4:6-14)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-509-5p_r_l][alignment]

        20        10             
hsa-m- ACATCGTTACCAGACAGTGTTA    
                 :::::::::       
hsa-mi      TACTGCAGACAGTGGCAATCA
                    10        20 


[bookmark: hsa-miR-7113-5p_r]>>hsa-miR-7113-5p MIMAT0028123 Homo sapiens miR-7113-5p                       (21 nt)
rev-comp initn:  45 init1:  45 opt:  45  Z-score: 91.7  bits: 17.4 E(10000):  7.3
banded Smith-Waterman score: 45; 100.0% identity (100.0% similar) in 9 nt overlap (11-3:8-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-7113-5p_r_l][alignment]

        20        10            
hsa-m- ACATCGTTACCAGACAGTGTTA   
                  :::::::::     
hsa-mi     TCCAGGGAGACAGTGTGTGAG
                   10        20 


[bookmark: hsa-miR-141-5p_r]>>hsa-miR-141-5p MIMAT0004598 Homo sapiens miR-141-5p                         (22 nt)
rev-comp initn:  40 init1:  40 opt:  45  Z-score: 91.0  bits: 17.3 E(10000):  7.6
banded Smith-Waterman score: 45; 86.7% identity (86.7% similar) in 15 nt overlap (15-2:5-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-141-5p_r_l][alignment]

        20         10           
hsa-m- ACATCGTTACCAG-ACAGTGTTA  
              : :::: ::::::::   
hsa-mi    CATCTTCCAGTACAGTGTTGGA
                  10        20  


[bookmark: hsa-miR-451a_r]>>hsa-miR-451a MIMAT0001631 Homo sapiens miR-451a                             (22 nt)
rev-comp initn:  40 init1:  40 opt:  44  Z-score: 89.5  bits: 17.1 E(10000):  9.2
banded Smith-Waterman score: 44; 72.7% identity (72.7% similar) in 22 nt overlap (22-2:1-22)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-451a_r_l][alignment]

        20         10         
hsa-m- ACATCGTTACCA-GACAGTGTTA
       : : ::::::::  :: : ::: 
hsa-mi AAACCGTTACCATTACTGAGTT 
               10        20   


2>>>hsa-miR-200b-3p MIMAT0000318 - 22 nt Library: TMP.q2 57386 residues in 2656 sequences 
Statistics: Altschul/Gish params: n0: 22 Lambda: 0.192 K: 0.177 H: 0.360
 statistics sampled from 341 (346) to 341 sequences
Algorithm: FASTA (3.8 Nov 2011) [optimized]
Parameters: DNA matrix (5:-4), open/ext: -12/-4
 ktup: 6, E-join: 0.25 (0.0601), E-opt: 0.05 (0.0601), width:  16
 Scan time:  0.020
Annotation symbols:
 = : active site
 # : binding site
 ^ : site
 ! : metal binding

The best scores are:                                           opt bits E(10000) %_id  %_sim  alen
hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b- (  22) [f]  110 35.3 2.9e-05 1.000 1.000   22 align 
hsa-miR-200c-3p MIMAT0000617 Homo sapiens miR-200c- (  23) [f]   96 31.4 0.00044 0.952 0.952   21 align 
hsa-miR-141-3p MIMAT0000432 Homo sapiens miR-141-3p (  22) [f]   78 26.5   0.013 0.857 0.857   21 align 
hsa-miR-200a-3p MIMAT0000682 Homo sapiens miR-200a- (  22) [f]   78 26.5   0.013 0.857 0.857   21 align 
hsa-miR-429 MIMAT0001536 Homo sapiens miR-429       (  22) [f]   71 24.5   0.052 0.938 0.938   16 align 
hsa-miR-374a-5p MIMAT0000727 Homo sapiens miR-374a- (  22) [f]   53 19.6     1.6 0.812 0.812   16 align 
hsa-miR-374c-5p MIMAT0018443 Homo sapiens miR-374c- (  22) [f]   53 19.6     1.6 0.812 0.812   16 align 
hsa-miR-374c-3p MIMAT0022735 Homo sapiens miR-374c- (  22) [r]   53 19.6     1.6 0.812 0.812   16 align 
hsa-miR-374b-5p MIMAT0004955 Homo sapiens miR-374b- (  22) [f]   53 19.6     1.6 0.812 0.812   16 align 
hsa-miR-374b-3p MIMAT0004956 Homo sapiens miR-374b- (  22) [r]   53 19.6     1.6 0.812 0.812   16 align 
hsa-miR-1301-3p MIMAT0005797 Homo sapiens miR-1301- (  24) [f]   52 19.2     2.1 0.857 0.857   14 align 
hsa-miR-383-3p MIMAT0026485 Homo sapiens miR-383-3p (  19) [f]   51 19.2     2.1 0.917 0.917   12 align 
hsa-miR-505-5p MIMAT0004776 Homo sapiens miR-505-5p (  22) [r]   51 19.0     2.4 0.917 0.917   12 align 
hsa-miR-3609 MIMAT0017986 Homo sapiens miR-3609     (  24) [f]   51 18.9     2.5 0.917 0.917   12 align 
hsa-miR-645 MIMAT0003315 Homo sapiens miR-645       (  19) [f]   48 18.4     3.8 0.800 0.800   15 align 
hsa-miR-584-5p MIMAT0003249 Homo sapiens miR-584-5p (  22) [f]   47 17.9     5.2 0.846 0.846   13 align 
hsa-miR-4514 MIMAT0019051 Homo sapiens miR-4514     (  18) [r]   46 17.9     5.2 0.909 0.909   11 align 
hsa-miR-4713-5p MIMAT0019820 Homo sapiens miR-4713- (  22) [r]   46 17.6     6.3 0.909 0.909   11 align 
hsa-miR-12132 MIMAT0049026 Homo sapiens miR-12132   (  22) [f]   44 17.1     9.2 0.727 0.727   22 align 

[bookmark: hsa-miR-200b-3p1]>>>hsa-miR-200b-3p, 22 nt vs TMP.q2 library 
[bookmark: hsa-miR-200b-3p2]>>hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b-3p                       (22 nt)
 initn: 110 init1: 110 opt: 110  Z-score: 188.3  bits: 35.3 E(10000): 2.9e-05
banded Smith-Waterman score: 110; 100.0% identity (100.0% similar) in 22 nt overlap (1-22:1-22)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-200b-3p_l1][alignment]

[bookmark: hsa-miR-200b-3p_a]               10        20  
hsa-mi UAAUACUGCCUGGUAAUGAUGA
       ::::::::::::::::::::::
hsa-mi TAATACTGCCTGGTAATGATGA
               10        20  


[bookmark: hsa-miR-200c-3p]>>hsa-miR-200c-3p MIMAT0000617 Homo sapiens miR-200c-3p                       (23 nt)
 initn:  96 init1:  96 opt:  96  Z-score: 166.8  bits: 31.4 E(10000): 0.00044
banded Smith-Waterman score: 96; 95.2% identity (95.2% similar) in 21 nt overlap (1-21:1-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-200c-3p_l][alignment]

               10        20   
hsa-mi UAAUACUGCCUGGUAAUGAUGA 
       :::::::::: ::::::::::  
hsa-mi TAATACTGCCGGGTAATGATGGA
               10        20   


[bookmark: hsa-miR-141-3p2][bookmark: hsa-miR-141-3p1]>>hsa-miR-141-3p MIMAT0000432 Homo sapiens miR-141-3p                         (22 nt)
 initn:  35 init1:  35 opt:  78  Z-score: 140.4  bits: 26.5 E(10000): 0.013
banded Smith-Waterman score: 78; 85.7% identity (85.7% similar) in 21 nt overlap (1-21:1-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-141-3p_l1][alignment]

[bookmark: hsa-miR-141-3p_a]               10        20  
hsa-mi UAAUACUGCCUGGUAAUGAUGA
       ::: :::: ::::::: :::: 
hsa-mi TAACACTGTCTGGTAAAGATGG
               10        20  


[bookmark: hsa-miR-200a-3p3][bookmark: hsa-miR-200a-3p2]>>hsa-miR-200a-3p MIMAT0000682 Homo sapiens miR-200a-3p                       (22 nt)
 initn:  35 init1:  35 opt:  78  Z-score: 140.4  bits: 26.5 E(10000): 0.013
banded Smith-Waterman score: 78; 85.7% identity (85.7% similar) in 21 nt overlap (1-21:1-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-200a-3p_l1][alignment]

[bookmark: hsa-miR-200a-3p_a]               10        20  
hsa-mi UAAUACUGCCUGGUAAUGAUGA
       ::: :::: ::::::: :::: 
hsa-mi TAACACTGTCTGGTAACGATGT
               10        20  


[bookmark: hsa-miR-4292][bookmark: hsa-miR-4291]>>hsa-miR-429 MIMAT0001536 Homo sapiens miR-429                               (22 nt)
 initn:  71 init1:  71 opt:  71  Z-score: 130.0  bits: 24.5 E(10000): 0.052
banded Smith-Waterman score: 71; 93.8% identity (93.8% similar) in 16 nt overlap (1-16:1-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-429_l1][alignment]

[bookmark: hsa-miR-429_a]               10        20  
hsa-mi UAAUACUGCCUGGUAAUGAUGA
       :::::::: :::::::      
hsa-mi TAATACTGTCTGGTAAAACCGT
               10        20  


[bookmark: hsa-miR-374a-5p]>>hsa-miR-374a-5p MIMAT0000727 Homo sapiens miR-374a-5p                       (22 nt)
 initn:  30 init1:  30 opt:  53  Z-score: 103.0  bits: 19.6 E(10000):  1.6
banded Smith-Waterman score: 53; 81.2% identity (81.2% similar) in 16 nt overlap (1-16:4-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-374a-5p_l][alignment]

                  10        20  
hsa-mi    UAAUACUGCCUGGUAAUGAUGA
          ::::::  :::: :::      
hsa-mi TTATAATACAACCTGATAAGTG   
               10        20     


[bookmark: hsa-miR-374c-5p]>>hsa-miR-374c-5p MIMAT0018443 Homo sapiens miR-374c-5p                       (22 nt)
 initn:  30 init1:  30 opt:  53  Z-score: 103.0  bits: 19.6 E(10000):  1.6
banded Smith-Waterman score: 53; 81.2% identity (81.2% similar) in 16 nt overlap (1-16:2-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-374c-5p_l][alignment]

                10        20  
hsa-mi  UAAUACUGCCUGGUAAUGAUGA
        ::::::  :::: :::      
hsa-mi ATAATACAACCTGCTAAGTGCT 
               10        20   


[bookmark: hsa-miR-374c-3p_r]>>hsa-miR-374c-3p MIMAT0022735 Homo sapiens miR-374c-3p                       (22 nt)
rev-comp initn:  30 init1:  30 opt:  53  Z-score: 103.0  bits: 19.6 E(10000):  1.6
banded Smith-Waterman score: 53; 81.2% identity (81.2% similar) in 16 nt overlap (16-1:4-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-374c-3p_r_l][alignment]

        20        10            
hsa-m- TCATCATTACCAGGCAGTATTA   
             ::: ::::  ::::::   
hsa-mi    CACTTAGCAGGTTGTATTATAT
                  10        20  


[bookmark: hsa-miR-374b-5p]>>hsa-miR-374b-5p MIMAT0004955 Homo sapiens miR-374b-5p                       (22 nt)
 initn:  30 init1:  30 opt:  53  Z-score: 103.0  bits: 19.6 E(10000):  1.6
banded Smith-Waterman score: 53; 81.2% identity (81.2% similar) in 16 nt overlap (1-16:4-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-374b-5p_l][alignment]

                  10        20  
hsa-mi    UAAUACUGCCUGGUAAUGAUGA
          ::::::  :::: :::      
hsa-mi ATATAATACAACCTGCTAAGTG   
               10        20     


[bookmark: hsa-miR-374b-3p_r]>>hsa-miR-374b-3p MIMAT0004956 Homo sapiens miR-374b-3p                       (22 nt)
rev-comp initn:  30 init1:  30 opt:  53  Z-score: 103.0  bits: 19.6 E(10000):  1.6
banded Smith-Waterman score: 53; 81.2% identity (81.2% similar) in 16 nt overlap (16-1:2-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-374b-3p_r_l][alignment]

        20        10              
hsa-m- TCATCATTACCAGGCAGTATTA     
             ::: ::::  ::::::     
hsa-mi      CTTAGCAGGTTGTATTATCATT
                    10        20  


[bookmark: hsa-miR-1301-3p]>>hsa-miR-1301-3p MIMAT0005797 Homo sapiens miR-1301-3p                       (24 nt)
 initn:  40 init1:  40 opt:  52  Z-score: 100.4  bits: 19.2 E(10000):  2.1
banded Smith-Waterman score: 52; 85.7% identity (85.7% similar) in 14 nt overlap (6-19:7-20)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-1301-3p_l][alignment]

                10        20   
hsa-mi  UAAUACUGCCUGGUAAUGAUGA 
             :::::::: : :::    
hsa-mi TTGCAGCTGCCTGGGAGTGACTTC
               10        20    


[bookmark: hsa-miR-383-3p]>>hsa-miR-383-3p MIMAT0026485 Homo sapiens miR-383-3p                         (19 nt)
 initn:  50 init1:  50 opt:  51  Z-score: 102.1  bits: 19.2 E(10000):  2.1
banded Smith-Waterman score: 51; 91.7% identity (91.7% similar) in 12 nt overlap (5-16:6-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-383-3p_l][alignment]

                10        20  
hsa-mi  UAAUACUGCCUGGUAAUGAUGA
            :::::::::: :      
hsa-mi ACAGCACTGCCTGGTCAGA    
               10             


[bookmark: hsa-miR-505-5p_r]>>hsa-miR-505-5p MIMAT0004776 Homo sapiens miR-505-5p                         (22 nt)
rev-comp initn:  30 init1:  30 opt:  51  Z-score: 100.0  bits: 19.0 E(10000):  2.4
banded Smith-Waterman score: 51; 91.7% identity (91.7% similar) in 12 nt overlap (13-2:6-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-505-5p_r_l][alignment]

        20        10             
hsa-m- TCATCATTACCAGGCAGTATTA    
                ::::: ::::::     
hsa-mi     GGGAGCCAGGAAGTATTGATGT
                   10        20  


[bookmark: hsa-miR-3609]>>hsa-miR-3609 MIMAT0017986 Homo sapiens miR-3609                             (24 nt)
 initn:  40 init1:  40 opt:  51  Z-score: 98.9  bits: 18.9 E(10000):  2.5
banded Smith-Waterman score: 51; 91.7% identity (91.7% similar) in 12 nt overlap (1-12:13-24)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-3609_l][alignment]

                           10        20  
hsa-mi             UAAUACUGCCUGGUAAUGAUGA
                   :::::::: :::          
hsa-mi CAAAGTGATGAGTAATACTGGCTG          
               10        20              


[bookmark: hsa-miR-645]>>hsa-miR-645 MIMAT0003315 Homo sapiens miR-645                               (19 nt)
 initn:  30 init1:  30 opt:  48  Z-score: 97.6  bits: 18.4 E(10000):  3.8
banded Smith-Waterman score: 48; 80.0% identity (80.0% similar) in 15 nt overlap (8-22:5-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-645_l][alignment]

               10        20  
hsa-mi UAAUACUGCCUGGUAAUGAUGA
              : :::::: :: :::
hsa-mi    TCTAGGCTGGTACTGCTGA
                  10         


[bookmark: hsa-miR-584-5p]>>hsa-miR-584-5p MIMAT0003249 Homo sapiens miR-584-5p                         (22 nt)
 initn:  35 init1:  35 opt:  47  Z-score: 94.0  bits: 17.9 E(10000):  5.2
banded Smith-Waterman score: 47; 84.6% identity (84.6% similar) in 13 nt overlap (7-19:9-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-584-5p_l][alignment]

                 10        20  
hsa-mi   UAAUACUGCCUGGUAAUGAUGA
               ::::::: : :::   
hsa-mi TTATGGTTTGCCTGGGACTGAG  
               10        20    


[bookmark: hsa-miR-4514_r]>>hsa-miR-4514 MIMAT0019051 Homo sapiens miR-4514                             (18 nt)
rev-comp initn:  35 init1:  35 opt:  46  Z-score: 95.5  bits: 17.9 E(10000):  5.2
banded Smith-Waterman score: 46; 90.9% identity (90.9% similar) in 11 nt overlap (12-2:2-12)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-4514_r_l][alignment]

        20        10              
hsa-m- TCATCATTACCAGGCAGTATTA     
                 ::::::: :::      
hsa-mi          ACAGGCAGGATTGGGGAA
                        10        


[bookmark: hsa-miR-4713-5p_r]>>hsa-miR-4713-5p MIMAT0019820 Homo sapiens miR-4713-5p                       (22 nt)
rev-comp initn:  40 init1:  40 opt:  46  Z-score: 92.5  bits: 17.6 E(10000):  6.3
banded Smith-Waterman score: 46; 90.9% identity (90.9% similar) in 11 nt overlap (18-8:7-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-4713-5p_r_l][alignment]

          20        10         
hsa-m-   TCATCATTACCAGGCAGTATTA
             :: ::::::::       
hsa-mi TTCTCCCACTACCAGGCTCCCA  
               10        20    


[bookmark: hsa-miR-121321]>>hsa-miR-12132 MIMAT0049026 Homo sapiens miR-12132                           (22 nt)
 initn:  30 init1:  30 opt:  44  Z-score: 89.5  bits: 17.1 E(10000):  9.2
banded Smith-Waterman score: 44; 72.7% identity (72.7% similar) in 22 nt overlap (1-22:1-20)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-12132_l1][alignment]

               10        20    
hsa-mi UAAUACUGCCUGGUAAUGAUGA  
       :: :::::  ::  ::: ::::  
hsa-mi TATTACTG--TGAGAATTATGATG
                 10        20  


3>>>hsa-miR-200c-3p MIMAT0000617 - 23 nt Library: TMP.q2 57386 residues in 2656 sequences 
Statistics: Altschul/Gish params: n0: 23 Lambda: 0.192 K: 0.177 H: 0.360
 statistics sampled from 252 (254) to 252 sequences
Algorithm: FASTA (3.8 Nov 2011) [optimized]
Parameters: DNA matrix (5:-4), open/ext: -12/-4
 ktup: 6, E-join: 0.25 (0.0564), E-opt: 0.05 (0.0564), width:  16
 Scan time:  0.060
Annotation symbols:
 = : active site
 # : binding site
 ^ : site
 ! : metal binding

The best scores are:                                           opt bits E(10000) %_id  %_sim  alen
hsa-miR-200c-3p MIMAT0000617 Homo sapiens miR-200c- (  23) [f]  115 36.6 1.2e-05 1.000 1.000   23 align 
hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b- (  22) [f]   96 31.4 0.00046 0.952 0.952   21 align 
hsa-miR-429 MIMAT0001536 Homo sapiens miR-429       (  22) [f]   62 22.0    0.31 0.875 0.875   16 align 
hsa-miR-200c-5p MIMAT0004657 Homo sapiens miR-200c- (  22) [r]   57 20.6    0.82 0.867 0.867   15 align 
hsa-miR-6867-3p MIMAT0027635 Homo sapiens miR-6867- (  21) [r]   47 17.9     5.4 0.846 0.846   13 align 
hsa-miR-3923 MIMAT0018198 Homo sapiens miR-3923     (  22) [f]   46 17.6     6.7 0.909 0.909   11 align 
hsa-miR-374a-5p MIMAT0000727 Homo sapiens miR-374a- (  22) [f]   44 17.0     9.9 0.750 0.750   16 align 
hsa-miR-374b-3p MIMAT0004956 Homo sapiens miR-374b- (  22) [r]   44 17.0     9.9 0.750 0.750   16 align 
hsa-miR-374b-5p MIMAT0004955 Homo sapiens miR-374b- (  22) [f]   44 17.0     9.9 0.750 0.750   16 align 
hsa-miR-374c-5p MIMAT0018443 Homo sapiens miR-374c- (  22) [f]   44 17.0     9.9 0.750 0.750   16 align 
hsa-miR-374c-3p MIMAT0022735 Homo sapiens miR-374c- (  22) [r]   44 17.0     9.9 0.750 0.750   16 align 

[bookmark: hsa-miR-200c-3p1]>>>hsa-miR-200c-3p, 23 nt vs TMP.q2 library 
[bookmark: hsa-miR-200c-3p2]>>hsa-miR-200c-3p MIMAT0000617 Homo sapiens miR-200c-3p                       (23 nt)
 initn: 115 init1: 115 opt: 115  Z-score: 194.7  bits: 36.6 E(10000): 1.2e-05
banded Smith-Waterman score: 115; 100.0% identity (100.0% similar) in 23 nt overlap (1-23:1-23)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-200c-3p_l1][alignment]

[bookmark: hsa-miR-200c-3p_a]               10        20   
hsa-mi UAAUACUGCCGGGUAAUGAUGGA
       :::::::::::::::::::::::
hsa-mi TAATACTGCCGGGTAATGATGGA
               10        20   


[bookmark: hsa-miR-200b-3p4][bookmark: hsa-miR-200b-3p3]>>hsa-miR-200b-3p MIMAT0000318 Homo sapiens miR-200b-3p                       (22 nt)
 initn:  96 init1:  96 opt:  96  Z-score: 166.8  bits: 31.4 E(10000): 0.00046
banded Smith-Waterman score: 96; 95.2% identity (95.2% similar) in 21 nt overlap (1-21:1-21)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-200b-3p_l2][alignment]

[bookmark: hsa-miR-200b-3p_a1]               10        20   
hsa-mi UAAUACUGCCGGGUAAUGAUGGA
       :::::::::: ::::::::::  
hsa-mi TAATACTGCCTGGTAATGATGA 
               10        20   


[bookmark: hsa-miR-4294][bookmark: hsa-miR-4293]>>hsa-miR-429 MIMAT0001536 Homo sapiens miR-429                               (22 nt)
 initn:  40 init1:  40 opt:  62  Z-score: 115.9  bits: 22.0 E(10000): 0.31
banded Smith-Waterman score: 62; 87.5% identity (87.5% similar) in 16 nt overlap (1-16:1-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-429_l2][alignment]

[bookmark: hsa-miR-429_a1]               10        20   
hsa-mi UAAUACUGCCGGGUAAUGAUGGA
       :::::::: : :::::       
hsa-mi TAATACTGTCTGGTAAAACCGT 
               10        20   


[bookmark: hsa-miR-200c-5p_r2][bookmark: hsa-miR-200c-5p_r1]>>hsa-miR-200c-5p MIMAT0004657 Homo sapiens miR-200c-5p                       (22 nt)
rev-comp initn:  30 init1:  30 opt:  57  Z-score: 108.4  bits: 20.6 E(10000): 0.82
banded Smith-Waterman score: 57; 86.7% identity (86.7% similar) in 15 nt overlap (16-2:5-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-200c-5p_r_l1][alignment]

[bookmark: hsa-miR-200c-5p_r_a]         20        10           
hsa-m- TCCATCATTACCCGGCAGTATTA  
              :::::: ::::: ::   
hsa-mi    CGTCTTACCCAGCAGTGTTTGG
                  10        20  


[bookmark: hsa-miR-6867-3p_r]>>hsa-miR-6867-3p MIMAT0027635 Homo sapiens miR-6867-3p                       (21 nt)
rev-comp initn:  30 init1:  30 opt:  47  Z-score: 94.1  bits: 17.9 E(10000):  5.4
banded Smith-Waterman score: 47; 84.6% identity (84.6% similar) in 13 nt overlap (23-11:4-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-6867-3p_r_l][alignment]

            20        10         
hsa-m-    TCCATCATTACCCGGCAGTATTA
          ::: :: ::::::          
hsa-mi CTCTCCCTCTTTACCCACTAG     
               10        20      


[bookmark: hsa-miR-3923]>>hsa-miR-3923 MIMAT0018198 Homo sapiens miR-3923                             (22 nt)
 initn:  30 init1:  30 opt:  46  Z-score: 92.0  bits: 17.6 E(10000):  6.7
banded Smith-Waterman score: 46; 90.9% identity (90.9% similar) in 11 nt overlap (13-23:6-16)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-3923_l][alignment]

               10        20         
hsa-mi UAAUACUGCCGGGUAAUGAUGGA      
                   :::::: ::::      
hsa-mi        AACTAGTAATGTTGGATTAGGG
                      10        20  


[bookmark: hsa-miR-374a-5p2][bookmark: hsa-miR-374a-5p1]>>hsa-miR-374a-5p MIMAT0000727 Homo sapiens miR-374a-5p                       (22 nt)
 initn:  30 init1:  30 opt:  44  Z-score: 89.0  bits: 17.0 E(10000):  9.9
banded Smith-Waterman score: 44; 75.0% identity (75.0% similar) in 16 nt overlap (1-16:4-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-374a-5p_l1][alignment]

[bookmark: hsa-miR-374a-5p_a]                  10        20   
hsa-mi    UAAUACUGCCGGGUAAUGAUGGA
          ::::::  :: : :::       
hsa-mi TTATAATACAACCTGATAAGTG    
               10        20      


[bookmark: hsa-miR-374b-3p_r2][bookmark: hsa-miR-374b-3p_r1]>>hsa-miR-374b-3p MIMAT0004956 Homo sapiens miR-374b-3p                       (22 nt)
rev-comp initn:  30 init1:  30 opt:  44  Z-score: 89.0  bits: 17.0 E(10000):  9.9
banded Smith-Waterman score: 44; 75.0% identity (75.0% similar) in 16 nt overlap (16-1:2-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-374b-3p_r_l1][alignment]

[bookmark: hsa-miR-374b-3p_r_a]         20        10              
hsa-m- TCCATCATTACCCGGCAGTATTA     
              ::: : ::  ::::::     
hsa-mi       CTTAGCAGGTTGTATTATCATT
                     10        20  


[bookmark: hsa-miR-374b-5p2][bookmark: hsa-miR-374b-5p1]>>hsa-miR-374b-5p MIMAT0004955 Homo sapiens miR-374b-5p                       (22 nt)
 initn:  30 init1:  30 opt:  44  Z-score: 89.0  bits: 17.0 E(10000):  9.9
banded Smith-Waterman score: 44; 75.0% identity (75.0% similar) in 16 nt overlap (1-16:4-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-374b-5p_l1][alignment]

[bookmark: hsa-miR-374b-5p_a]                  10        20   
hsa-mi    UAAUACUGCCGGGUAAUGAUGGA
          ::::::  :: : :::       
hsa-mi ATATAATACAACCTGCTAAGTG    
               10        20      


[bookmark: hsa-miR-374c-5p2][bookmark: hsa-miR-374c-5p1]>>hsa-miR-374c-5p MIMAT0018443 Homo sapiens miR-374c-5p                       (22 nt)
 initn:  30 init1:  30 opt:  44  Z-score: 89.0  bits: 17.0 E(10000):  9.9
banded Smith-Waterman score: 44; 75.0% identity (75.0% similar) in 16 nt overlap (1-16:2-17)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-374c-5p_l1][alignment]

[bookmark: hsa-miR-374c-5p_a]                10        20   
hsa-mi  UAAUACUGCCGGGUAAUGAUGGA
        ::::::  :: : :::       
hsa-mi ATAATACAACCTGCTAAGTGCT  
               10        20    


[bookmark: hsa-miR-374c-3p_r2][bookmark: hsa-miR-374c-3p_r1]>>hsa-miR-374c-3p MIMAT0022735 Homo sapiens miR-374c-3p                       (22 nt)
rev-comp initn:  30 init1:  30 opt:  44  Z-score: 89.0  bits: 17.0 E(10000):  9.9
banded Smith-Waterman score: 44; 75.0% identity (75.0% similar) in 16 nt overlap (16-1:4-19)
Sequence Lookup  General re-search  Pairwise alignment
[Domains]


[bookmark: hsa-miR-374c-3p_r_l1][alignment]

[bookmark: hsa-miR-374c-3p_r_a]         20        10            
hsa-m- TCCATCATTACCCGGCAGTATTA   
              ::: : ::  ::::::   
hsa-mi     CACTTAGCAGGTTGTATTATAT
                   10        20  


67 residues in 3 query   sequences
57386 residues in 2656 library sequences
 Tcomplib [36.3.8i Nov, 2020] (48 proc in memory [0G])
 start: Mon Jul 12 10:51:56 2021 done: Mon Jul 12 10:51:56 2021
 Total Scan time:  0.090 Total Display time:  0.060

Function used was FASTA [36.3.8i Nov, 2020]
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