
Supplemental Figure S3.  
 
Results of control mirtron annotations run genomewide using intron coordinates shifted 30 nt upstream in human and mouse. The 
first locus shows the only hit amongst 453,367 "shifted" human intron termini, resident in an intron of PILRB. This locus might simply 
represent an intronic canonical miRNA, but its lack of "lower stem" basepairing may potentially suggest it as an endo-shRNA.  
 
The second locus shows the one of the hits from 358,228 "shifted" intron termini in mouse, resident in Pdgfra. The annotated splice 
site is highly conserved across vertebrates, but curiously the 3' end of the dominant 3p reads end in CAGt, where the terminal 
nucleotide is untemplated; otherwise CAG terminating reads are the next most-abundant. We speculate that these shifted 
coordinates fortuitously uncover a cryptic intron that happens to generate a mirtron. 
 
The only other hit from the mouse shifted introns is located in abParts. The annotated splice acceptor is not a canonical signal, 
terminating in TGG. Curiously, the shifted locus corresponds to a straight hairpin that generates precise miRNA/star reads, for which 
the 3' end of the 3p species terminate in the vicinity of a CAG sequence. In fact, a spliced EST (CN661462) supporting its precise 
usage as a functional splice site has been sequenced. We infer that this mirtron was generated by splicing of CN661462, followed by 
trimming of the 3' terminal nucleotide; note that CAG and CAGt reads were also recorded.  
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..........................................................................................................ACCCCCGGGCAAAGACCTGCAGAT........................................................................................................................ 24 1 63.00 63.00 1.00 0.00 0.00

.........................................................................................................CACCCCCGGGCAAAGACCTGCAG.......................................................................................................................... 23 1 22.00 22.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCAGA......................................................................................................................... 23 1 19.00 19.00 0.00 0.00 1.00

.........................................................................................................CACCCCCGGGCAAAGACCTGCAGAT........................................................................................................................ 25 1 17.00 17.00 0.00 0.00 0.00

.........................................................................................................CACCCCCGGGCAAAGACCTGCAGA......................................................................................................................... 24 1 15.00 15.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTG.................................................................................. 22 1 15.00 15.00 3.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTGt................................................................................. 23 t 12.00 15.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCAG.......................................................................................................................... 22 1 10.00 10.00 3.00 1.00 0.00

.........................................................................................................CACCCCCGGGCAAAGACCTGCA........................................................................................................................... 22 1 9.00 9.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGG..................................................................................... 19 1 9.00 9.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGG...................................................................................... 18 1 8.00 8.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCAGATC....................................................................................................................... 25 1 8.00 8.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTGC................................................................................. 23 1 7.00 7.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGt.................................................................................... 20 t 7.00 9.00 0.00 0.00 0.00

...................................................................................................................................................CCCAGGACTTTGTGCGGGGTGt................................................................................. 22 t 7.00 2.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGG.................................................................................... 20 1 5.00 5.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGT................................................................................... 21 1 5.00 5.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTGCaa............................................................................... 25 aa 5.00 7.00 0.00 0.00 0.00

...................................................................................................................................................CCCAGGACTTTGTGCGGGGTGC................................................................................. 22 1 4.00 4.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCAGAa........................................................................................................................ 24 a 4.00 19.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCA........................................................................................................................... 21 1 4.00 4.00 0.00 0.00 0.00

.........................................................................................................CACCCCCGGGCAAAGACCTGCAGATt....................................................................................................................... 26 t 3.00 17.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGaaa.................................................................................. 22 aaa 3.00 9.00 0.00 0.00 0.00

...................................................................................................................................................CCCAGGACTTTGTGCGGGGTGCat............................................................................... 24 at 3.00 4.00 0.00 0.00 0.00

.........................................................................................................CACCCCCGGGCAAAGACCTGCAGAa........................................................................................................................ 25 a 3.00 15.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGa.................................................................................... 20 a 3.00 9.00 0.00 0.00 0.00

...........................................................................................................CCCCCGGGCAAAGACCTGCAGATC....................................................................................................................... 24 1 3.00 3.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCAGATt....................................................................................................................... 25 t 2.00 63.00 0.00 0.00 0.00

...........................................................................................................CCCCCGGGCAAAGACCTGCAGA......................................................................................................................... 22 1 2.00 2.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTGCat............................................................................... 25 at 2.00 7.00 0.00 0.00 0.00

....................................................................................................................................CCTGTTAGAGACGGGCCCAG.................................................................................................. 20 1 2.00 2.00 0.00 0.00 0.00

........................................................................................................CCACCCCCGGGCAAAGACCTGCA........................................................................................................................... 23 1 2.00 2.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCAGATCC...................................................................................................................... 26 1 2.00 2.00 0.00 0.00 0.00

...................................................................................................................................................CCCAGGACTTTGTGCGGGGTGCt................................................................................ 23 t 2.00 4.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGggc................................................................................. 23 ggc 2.00 5.00 0.00 0.00 0.00

...................................................................................................................................................CCCAGGACTTTGTGCGGGGTGCC................................................................................ 23 1 2.00 2.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTGCa................................................................................ 24 a 2.00 7.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTG............................................................................................................................. 19 1 2.00 2.00 0.00 0.00 0.00

...................................................................................................................................................CCCAGGACTTTGTGCGGGGTG.................................................................................. 21 1 2.00 2.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCAGATCtt..................................................................................................................... 27 tt 1.00 8.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCcgaa........................................................................................................................ 24 cgaa 1.00 1.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTGCCttat............................................................................ 28 ttat 1.00 1.00 0.00 0.00 0.00

.........................................................................................................CACCCCCGGGCAAAGACCTGCAa.......................................................................................................................... 23 a 1.00 9.00 0.00 0.00 0.00

.........................................................................................................CACCCCCGGGCAAAGACCTGCAGATC....................................................................................................................... 26 1 1.00 1.00 0.00 0.00 0.00

..........................CTGATGCCACCTTACTCTGG............................................................................................................................................................................................................ 20 1 1.00 1.00 0.00 0.00 0.00

......................................................................................................................................TGTTAGAGACGGGCCCAGGACTTTGTGCGG...................................................................................... 30 1 1.00 1.00 0.00 1.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCAGATCCa..................................................................................................................... 27 a 1.00 2.00 0.00 0.00 0.00

...................................................................................................................................................CCCAGGACTTTGTGCGGGG.................................................................................... 19 1 1.00 1.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGC............................................................................................................................ 20 1 1.00 1.00 0.00 0.00 0.00

............................................GGAGAGGATGGGCAGAGCCT.......................................................................................................................................................................................... 20 1 1.00 1.00 0.00 0.00 0.00

..............................................................................................................................................................GTGCGGGGTGCCCACTGTcg........................................................................ 20 cg 1.00 0.00 0.00 0.00 0.00

........................................................................................................................................................................CCCACTGTTGCTCTGAGCCTTCACTTCCTCAG.................................................. 32 1 1.00 1.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGaga................................................................................... 21 aga 1.00 8.00 0.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTt.................................................................................. 22 t 1.00 5.00 0.00 0.00 0.00

.............................................................................CCCTGTGGGTCACCAAAGCTCCAGT.................................................................................................................................................... 25 1 1.00 1.00 0.00 0.00 0.00

.........................................................................................................CACCCCCGGGCAAAGACCggct........................................................................................................................... 22 ggct 1.00 0.00 0.00 0.00 0.00

.........................................................................................................CACCCCCGGGCAAAGACCTGt............................................................................................................................ 21 t 1.00 0.00 0.00 0.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCAGt......................................................................................................................... 23 t 1.00 10.00 0.00 0.00 0.00
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...................................................................................................................................................CCCAGGACTTTGTGCGGGGTa.................................................................................. 21 a 1.00 0.00 0.00

...................................................................................................................................................CCCAGGACTTTGTGCGGG..................................................................................... 18 1 1.00 1.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTGCCC............................................................................... 25 1 1.00 1.00 0.00

.......................................................................................................................................GTTAGAGACGGGCCCAGGACTTTGTGCG....................................................................................... 28 1 1.00 1.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGggt................................................................................. 23 ggt 1.00 5.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGaa................................................................................... 21 aa 1.00 9.00 0.00

.........................................................................................................CACCCCCGGGCAAAGACCTGCAGt......................................................................................................................... 24 t 1.00 22.00 0.00

.........................................................................................................CACCCCCGGGCAAAGACCTGCAGATCC...................................................................................................................... 27 1 1.00 1.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGca................................................................................... 21 ca 1.00 9.00 0.00

.....................................................................................................................................................CAGGACTTTGTGCGGGGTGCCg............................................................................... 22 g 1.00 0.00 0.00

.............................................................................................................CCCGGGCAAAGACCTGCAGAT........................................................................................................................ 21 1 1.00 1.00 0.00

...................................................................................................................................................CCCAGGACTTTGTGCGGGGTGtat............................................................................... 24 tat 1.00 2.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTGttt............................................................................... 25 ttt 1.00 15.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTaa................................................................................. 23 aa 1.00 5.00 0.00

........................................................................................................CCACCCCCGGGCAAAGACCTGC............................................................................................................................ 22 1 1.00 1.00 0.00

..............................................................................................................................................ACGGGCCCAGGACTTTGTG......................................................................................... 19 1 1.00 1.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCt........................................................................................................................... 21 t 1.00 1.00 0.00

.......................................................................................................ACCACCCCCGGGCAAAGACCTGta........................................................................................................................... 24 ta 1.00 0.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGgg.................................................................................. 22 gg 1.00 5.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGcga................................................................................. 23 cga 1.00 5.00 0.00

...................................................................................................................................................CCCAGGACTTTGTGCGGGGTGCCaaat............................................................................ 27 aaat 1.00 2.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCcga......................................................................................................................... 23 cga 1.00 1.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGaaga................................................................................ 24 aaga 1.00 5.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCAa.......................................................................................................................... 22 a 1.00 4.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTGCC................................................................................ 24 1 1.00 1.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTGg................................................................................. 23 g 1.00 15.00 0.00

..........................................................................................................ACCCCCGGGCAAAGACCTGCAGATCCC..................................................................................................................... 27 1 1.00 1.00 0.00

.....................................................................................................................................................CAGGACTTTGTGCGGGGTGCCC............................................................................... 22 1 1.00 1.00 0.00

..............................................................................................................................................................................GTTGCTCTGAGCCTTCACTTCCT..................................................... 23 1 1.00 1.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTtta................................................................................ 24 tta 1.00 5.00 0.00

......................................................................................................................................................AGGACTTTGTGCGGGGTGCCCACTGTTGCTC..................................................................... 31 1 1.00 1.00 0.00

..................................................................................................................................................GCCCAGGACTTTGTGCGGGGTGCCa............................................................................... 25 a 1.00 1.00 0.00

...................................................................................................................................................CCCAGGACTTTGTGCGG...................................................................................... 17 1 1.00 1.00 0.00

..............................................................................................................................................................................................................................ACCTGCGGAAGGAGGACCAGTCTGTGT. 27 2 0.50 0.50 0.00

..............................................................................................................................................................................................................................ACCTGCGGAAGGAGGACCAGTCT..... 23 2 0.50 0.50 0.00

......................................................................................................................................................................................................................................AAGGAGGACCAGTCTGTG.. 18 2 0.50 0.50 0.00

...............................................................................................................................................................................................................................CCTGCGGAAGGAGGACCAGTCTGTGTA 27 2 0.50 0.50 0.00

Antisense strand
GCCTTCCTGTCCCCACGGCCCCTCAGCTGATGCCACCTTACTCTGGAGAGGATGGGCAGAGCCTCCTATGGAGGGAGCCCTGTGGGTCACCAAAGCTCCAGTGACCACCCCCGGGCAAAGACCTGCAGATCCCCTGTTAGAGACGGGCCCAGGACTTTGTGCGGGGTGCCCACTGTTGCTCTGAGCCTTCACTTCCTCAGGGAGGCTTCCTCAGGATCTCGAACCTGCGGAAGGAGGACCAGTCTGTGTA
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75572840 75572850 75572860 75572870 75572880 75572890 75572900 75572910 75572920 75572930 75572940 75572950

C T G G C A A A G A A C A A C C T C A G C G T T G T G G C C C G T G A G C T G A A G C T G G T G G C T C C C A G T G A G T T T C T C A G T A G G C A G C A C A A C T C C A G C T C A C C A G C C A C G C C C T G T G T T C C T C A G G T G G G A C
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YourSeq
L A K N N L S V V A R E L K L V A P TPdgfra
L A K N N L S V V A R E L K L V A P TPdgfra
L A K N N L S V V A R E L K L V A P TPdgfra
L A K N N L S V V A R E L K L V A P TPdgfra

PDGFRA
PDGFRA

AK081664
AK136490
AK035501

M84607
AK147267
BC020405

M57683
AK145097
AK163952
BC053036

1
C T G G C A A A G A A C A A C C T C A G C G T T G T G G C C C G T G A G C T G A A G C T G G T G G C T C C C A G T G A G T T T C T C A G T A G G C A G C A C A A C T C C A G C T C A C C A G C C A C G C C C T G T G T T C C T C A G G T G G G A C
T T G G C A A A G A A C G A C C T T G G C A T T G G G A A C A G A G A G C T G A A G C T G G T G G C T C C C A G T G A G T T T C T C A G T A G G C A G G A C A A C T C C A G G T C A C C A G C C A A G C C C T G T C T T C C T C A G G T G G G A T
C T G G C T A A G A A T C T C C T T G G A G C T G A G A A C C G A G A G C T G A A G C T G G T G G C T C C C A G T G A G T T C C T C A A C A G T C A G G A C A A C - - - - - - T C A T C A G C T G A G C C G C A T C T G C C C C A G G C G G A A C
C T G G C T A A G A A T C T C C T T G G A G C T G A G A A C C G A G A G C T G A A G C T G G T G G C T C C C A G T G A G T T G C T C A A C A G T C A G G A C A A C - - - - - - T C A T C A G C T G A G C C G C A T C T C C C C C A G G C G G A T C
C T G G C C A A G A A T C T C C T T G G G G C C G A G A G C C G A G A G C T G A A G C T G G T G G C T C C C A G T G A G T T G C T C C T - - - - - - - - - - - - - - - - - A G C C A T C G G C C A A G C C C T T C C T C T C A C A G G C A G A A C
C T G G C T A A G A A T C T C C T T G G G G C T G A G A A C C G A G A G C T G A A G C T G G T G G C T C C C A G T G A G T T G C T C C T - - - - - - - - - - - - - - - - C A G T C A T C A G C T G A G C C C T T T C T C C C T C A G G C A G G A C
C T A G C A A G G A A C T T A C T T G G G T C G G T G A C T C G G G A A C T G A A A C T T G T G G C T C C T G G T G A G T T A G C T G G T G T T C A G = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = =
G T A G C A A G A A A T G A C C T T G G A G C T G T T A C T C G G G A A C T G A A A C T T G T G G C T C C C A G T G A G T T = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = =
C T G T C C C G C A A C G G C A T G G C C G C C G T C A G C A G G G A G G T C A A G C T G G T G T C C A G T G G T G A G = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = =
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ID: uc009vaj.1_intron_404_0_chr12_115707583_r.3p SPECIES: mm9

chr12:115707533 115707782 -

(16)

OTHER

Hide Tailed  Select All  Show Libraries

Sense strand
TAACCTCTTCACAGTCACTGAAAACATTGACTAATCATGGAATGGAACTGGATACTTCCTTTTATTATGTCAGTAACTGCAGGTAAGGAGCTCACCAGTTCTGAATCTGAAGAGGATACAGGGTCTGAAGTGACAATGACATCTACTCTGCTGTTCTCTCCACAGGTGTCTACTCACAGGTTCAGCTCCAGCAGTCTGGGCCTGAGCTGGCAAGGCCTTGGGCTTCAGTGAAGATATCCTGCCAGGCTTT

........................................................................................................(((((.((((((((((((((..((.((.......)).)).)))))).))))))))...)))))...................................................................................

....................................................................................................101..................................................................170..............................................................................

Size
Perfect

hit

Total

Norm

Perfect

Norm

.........................................................................................................TCTGAAGAGGATACAGGGTCTGA.......................................................................................................................... 23 1 14.00 14.00

.........................................................................................................TCTGAAGAGGATACAGGGTCTG........................................................................................................................... 22 1 10.00 10.00

.........................................................................................................TCTGAAGAGGATACAGGGTC............................................................................................................................. 20 1 6.00 6.00

.........................................................................................................TCTGAAGAGGATACAGGGTCT............................................................................................................................ 21 1 6.00 6.00

...........................................................................................................TGAAGAGGATACAGGGTCT............................................................................................................................ 19 1 4.00 4.00

........................................................................................................ATCTGAAGAGGATACAGGGTCT............................................................................................................................ 22 1 3.00 3.00

...............................................................................................................................................TACTCTGCTGTTCTCTCCACAt..................................................................................... 22 t 2.00 0.50

.........................................................................................................TCTGAAGAGGATACAGGGTCTGAAa........................................................................................................................ 25 a 2.00 2.00

.........................................................................................................TCTGAAGAGGATACAGGGT.............................................................................................................................. 19 1 2.00 2.00

....................................ATGGAATGGAACTGGATACTTCCTT............................................................................................................................................................................................. 25 1 2.00 2.00

........................................................................................................ATCTGAAGAGGATACAGGGTC............................................................................................................................. 21 1 2.00 2.00

.........................................................................................................TCTGAAGAGGATACAGGGTCTGAA......................................................................................................................... 24 1 2.00 2.00

...............................................................................................................................................TACTCTGCTGTTCTCTCCAat...................................................................................... 21 at 1.00 0.50

..............................................................................................................................................CTACTCTGCTGTTCTCTCCACAt..................................................................................... 23 t 1.00 0.50

..............................................................................................................................................CTACTCTGCTGTTCTCTCCAa....................................................................................... 21 a 1.00 0.50

...............................................................................................................................................TACTCTGCTGTTCTCTCCACAGa.................................................................................... 23 a 1.00 1.00

...............................................................................................................................................TACTCTGCTGTTCTCTCCACcaa.................................................................................... 23 caa 1.00 1.00

...............................................................................................................................................TACTCTGCTGTTCTCTCCACAGt.................................................................................... 23 t 1.00 1.00

..............................................................................................................................................CTACTCTGCTGTTCTCTCCACAG..................................................................................... 23 2 1.00 1.00

....................................ATGGAATGGAACTGGATACTTCCTTT............................................................................................................................................................................................ 26 1 1.00 1.00

..............................................................................................................................................CTACTCTGCTGTTCTCTCCAta...................................................................................... 22 ta 1.00 0.50

..............................................................................................................................................CTACTCTGCTGTTCTCTCCAaa...................................................................................... 22 aa 1.00 0.50

.........................................................................................................TCTGAAGAGGATACAGGGTCTGAAt........................................................................................................................ 25 t 1.00 2.00

...............................................................................................................................................TACTCTGCTGTTCTCTCCACAaaa................................................................................... 24 aaa 1.00 0.50

........................................................................................................ATCTGAAGAGGATACAGGGTCTGAAa........................................................................................................................ 26 a 1.00 0.00

...............................................................................................................................................TACTCTGCTGTTCTCTCCACAa..................................................................................... 22 a 1.00 0.50

...........................................................................................................TGAAGAGGATACAGGGTCTGAAatt...................................................................................................................... 25 att 1.00 0.00

..............................................................................................................................................CTACTCTGCTGTTCTCTCCACAGtt................................................................................... 25 tt 1.00 1.00

...............................................................................................................................................TACTCTGCTGTTCTCTCCAC....................................................................................... 20 2 1.00 1.00

.....................................TGGAATGGAACTGGATACTTC................................................................................................................................................................................................ 21 1 1.00 1.00

...........................................................................................................TGAAGAGGATACAGGGTCTGA.......................................................................................................................... 21 1 1.00 1.00

........................................................................................................ATCTGAAGAGGATACAGGGTCTG........................................................................................................................... 23 1 1.00 1.00

Reads in mammalian introns for uc009vaj.1_intron_404_0_chr12_115707583_r.3p http://172.21.241.20:8888/interfaces/mammalian_introns/html/mm9_ends_negative/uc009vaj.1_intron_404_0_chr12_1...
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..............................................................................................................................................CTACTCTGCTGTTCTCTCCA...................................................................

Antisense strand
TAACCTCTTCACAGTCACTGAAAACATTGACTAATCATGGAATGGAACTGGATACTTCCTTTTATTATGTCAGTAACTGCAGGTAAGGAGCTCACCAGTTCTGAATCTGAAGAGGATACAGGGTCTGAAGTGACAATGACATCTACTCTGCTGTTCTCTCCACAGGTGTCTACTCACAGGTTCAGCTCCAGCAGTCTGGGCCTGAGCTGGCAAGGCCTTGGGCTTCAGTG

........................................................................................................(((((.((((((((((((((..((.((.......)).)).)))))).))))))))...)))))..............................................................

....................................................................................................101..................................................................170.........................................................

.......................................................................................................................................................................GTCTACTCACAGGTTCAGCTCCAGC.....................................
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ATAGAAGTGACTTCGGGTTCCGGAACGGTCGAGTCCGGGTCTGACGACCTCGACTTGGACACTCATCTGTGGACACCTCTCTTGTCGTCTCATCTACAGTAACAGTGAAGTCTGGGACATAGGAGAAGTCTAAGTCTTGACCACTCGAGGAATGGACGTCAATGACTGTATTATTTTCCTTCATAGGTCAAGGTAAGGTACTA
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Your Sequence from Blat Search
UCSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics

RefSeq Genes
Non-Mouse RefSeq Genes

Ensembl Gene Predictions - Ensembl 64
Human Proteins Mapped by Chained tBLASTn

Mouse mRNAs from GenBank
Mouse ESTs That Have Been Spliced
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YourSeq
abParts

BY703373
BQ960190
BI415690
BU522453
BF531511
BG969524
BF121806
BF178887
BI150936
CF912857
BE371136
FR689108
FR688288
CN661462

74217+911+
ATAGAAGTGACTTCGGGTTCCGGAACGGTCGAGTCCGGGTCTGACGACCTCGACTTGGACACTCATCTGTGGACACCTCTCTTGTCGTCTCATCTACAGTAACAGTGAAGTCTGGGACATAGGAGAAGTCTAAGTCTTGACCACTCGAGGAATGGACGTCAATGACTGTATTATTTTCCTTCATAGGTCAAGGTAAGGTACTA
                                                                                                                                                                                                           
                                                                                                                                                                                                           
                                                                                                                                                                                                           
                                                                                                                                                                                                           
                                                                                                                                                                                                           
CTCAAAGTTCCTAGGAGGTCCGA-------CAGAATGGGTCTGAGGTGGTCGACTTATAGTGTTACCTGTGGACGTTCGTTTTGTAATCTCTGTTATAGTGATGGTGAAGCTTCTGAGAAAGGAGGAGTTCAAATTTTTAACTTTAGAGGAACG--TGTTAGTA---GTCTTACTTTTACG-GTAACTCAGGTTAGGGTACTA
                                                                                                                                                                                                           
GTTGGACACTCTTAGAAGCCCGG-------AAAATTAAGTCTAA---CACAGTCTCAGACTGGTAGTTGTGGACCTCTTCT==TACGTACAGTACA------CCGTTCACCTTT--------GCACACTTTA-GTTCTAGTCTCTTTAGAAGTGGACGCGTCTT---CTGTCAATTTTCGTCGT----CAGGACAGGGTAC  

Mammal Cons

_ 2.1
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- 0


