13comp_candidates

Figure S1. Mammalian computational mirtron candidates with saddle-like conservation pattern and single-arm 2nd structure in at least some primate and non-primate species

Name Location ortholoas has aood 2nd structure Species # | Sequence and secondary structure of a representative primate ortholog
>Human chr3 185441886-185441970

ENST00000273794_13 (hsa-mir-1224)  |chr3:185441887-185441971  [Human Chimp Rhesus Rat Mouse Hedgehog Dog Cat Horse Cow Elephant Tenrec 12
241,90 (CCC - OO L (L (- DN INNDN NN O
>Human chrl9 40728558-40728628

NM_032635_0 chr19:40728559-40728629 | Human Chimp Rhesus Rat Mouse Rabbit Hedgehog Dog Cat Horse Shrew Opossum 12
238020 (O e (e (e 2)))) e 0))) )))) 2 )))IN))) 8]
>Human chrl® 46055414-46055496

NM_015847_7 chr18:46055414-46055496 | Human Chimp Rhesus Rat GuineaPig Rabbit Hedgehog Dog Horse Cow Shrew Tenrec 12
=3280 (CCCCC e L (e (e e))) o)D) D) e DN DN IDN D)o 1)
>Human chrl6 2080196-2080285

NM_001009944_44 (hsa-mir-1225) chr16:2080197-2080286 Human Chimp Rhesus Rat Mouse Hedgehog Dog Horse Cow 9
4820+ (00 (00 (O (O (e (2 4)))) ) - )N 8]
>Human chr6 30660087-30660172

NM_001090_11 (hsa-mir-877) chr6:30660088-30660173 Human Rhesus Rat Mouse Dog Cow Elephant Tenrec (ot Chimy 8
23580 4o (000 (s CCC e (2 220))))D))) e 22))))DI D) a2 ))I D) 4]
>Rhesus chrl6 24844746-24844854

NM_152345_9 chr17:24963151-24963259 | Rhesus GuineaPig Hedgehog Cat Horse Cow Elephant Tenrec (not Human, Chimp) 8
26353 ee s (O (OO OO OO < = )))))) DD NINNIN NN I D)) e ()
>Human chrl 222685906-222686005

NM_025160_1 chr1:222685907-222686006 | Human Chimp Rhesus Hedgehog Dog Cow Opossum Shrew 8
21720 (000G (- (OGO )0 -0
>Human chrl6 15049278-15049353

NM_173474_1 chr16:15049279-15049354 | Human Chimp Rhesus GuineaPig Cat Horse 6
-10.10 O e L e DN DN DDN DN 1D
>Human chrl 38046698-38046788

NM_198446_0 chr1:38046699-38046789 Human Chimp Rat Mouse Hedgehog Cow (not Rhesus) 6
-45.90 (OO e e (- 11NN 4]
>Human chrl 247116457-247116545

NM_017865_6 chr1:247116458-247116546 Human Chimp Dog Cat Horse Elephant (not Rhesus) 6
23570 +ee s (e (U (O O (e DI ) 8]
>Human chrlz 150588-150672

NM_015232_11 chr12:150589-150673 Human Chimp Rhesus Tenrec Opossum 5
S14.20 (0 (0 L0 (e e )) e ) NN NN 4]
>Chimp chr6 113298181-113298267

NM_002912_7 chr6:111815810-111815896 | Chimp Rhesus Rabbit Dog Horse (not Human) 5
=971 e L (O RTINS IR
>Human chrl 38046698-38046788

NM_001031698_9 chr12:48314506-48314587 | Human Chimp Rhesus Mouse Shrew 5
24590 (C 000000 CCLCCC (0 (G L 2000000 )N 8]
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hsa-mir-1224

hsa-mir-1224: human, cat, chimp, cow, dog, elephant, hedgehog, horse, mouse, rat, rhesus, tenrec
>Human chr3 185441886-185441970
GTGAGGACTCGGGAGGTGGAGGGTGGTGCCGCCGGGGCCGGGCGCTGTTTCAGCTCGCTTCTCCCCCCACCTCCTCTCTCCTCAG

=41.90 (OO0 CaaaCCOOOOOCCalllalCallalal((((aeeaeaaa NN 11
>Chimp chr3 189762312-189762396

GTGAGGACTCGGGAGGTGGAGGGTGGTGCCGCCGGGGCCGGGCGCTGTTTCAGCTCGCTTCTCCCCCCACCTCCTCTCTCCTCAG
=41.90 L (CCCOCea e COCCOCOECaCCallalCeallalCleneneeaa)))))eN)ee))e))))))NINININ)eea))))))e 1
>Rhesus chr2 87317186-87317270
GTGAGGACTCGGGAGGTGGAGGGTGGCGCCGCCGGGGCCAGGCGCTGTCTAAGCTCGCTTCTCCCCCCACCTCCTCTCTCCTCAG
=44.00 L (COCCCaaa COCCCOCOEaOaCCCleaaCleal(((nn e ))))ee))))))ee))) )N ) )N ). I
>Rat chrll 5223437-5223521
GTGAGGACTGGGGAGGTGGAGGGTAGTACCATTAGAGCCAGAGCTCTGTCTCAGCTCCCTCTCCCCCCACCTCTTCTCTCCTCAG
=41.60 L (CCCOCea COCOCOEECECCallleeeaaC(lCeeaae))))))eeeee)))))))eeeee))))INN)N)))))))e (1
>Mouse chrlé 20517994-20518078
GTGAGGACTGGGGAGGTGGAGGGTAGCATCATTAGAGCCAGAGCTCTGTCTCAGCTCCCTCTCCCCCCACCTCTTCTCTCCTCAG
=43.20 (OO a COCOECEEOEOCealllemeaaC((Ceeaa))))))eeeea)))))))eeeea)))N))NIN)))))))e ]
>Hedgehog scaffold 257517 500-582
GTGAGGACTCGGGAGGTGGAGGGTGGCGCTGGCAGGCCCCGGCGCCGGCTCAGCTcgecteccececcacctectectetecteat
=53.00 L (COCCCea e CCCCOCCOCaCOCaCCCOCCa(Ceaenaea)))))e))))ee)))e))))NINNNNN)eea))))))e 1
>Dog chr34 20141853-20141938
GTGAGGACTCGGGAGGTGGAGGGTGGCGCCGCCAAGGCCAGGGCACTGTCTCAGCTCGCTTCTCCCCCCACCTCCTCTCTCCTCAG
=45.40 L (CCCCCaaa COCCCOCOEaCOCaCClaaCloaCCCal(eeee)))N))ee))))))eee)))))NNNNN))eee))))))e (]
>Cat scaffold 215154 298791-298876
GTGAGGACTCGGGAGGTGGAGGGTGGTGCTGCCAGGGCCAGGGCACTGTCTCAGCTCACTTCTCCCCCCACCTCCTCTCTCCTCAG
=44.90 L (CCCCCeaa COCCOOCOEaCCaCOCCCaCallenea))e)))eee))))ee)))eea))))N)NINN))eee))))))e (1]
>Horse chrl9 18636594-18636679
GTGAGGACTCGGGAGGTGGAGGGTGGCACTGCCAGGGCCAGGGCGCCGTCTCAGCTCGCTTCTCCCCCCACCTCCTCTCTCCTCAG
=43.40 L (CCCCCaaa COCCOOCOEalOCalClalllonal(((anaa))e))eeee)))eee)))ee)))))))NN))eee))))))e (1]
>Cow chrl 80024559-80024644
GTGAGGACTCGGGAGGTGGAGGGTGGCGCTGCCAGGGCCAGGGCACTGTCTCAGCTCGCTTCTCCCCCCACCTCCTCTCTCCTCAG
=46.60 L ((CCCCaaa CCCCCOCCCaCOCaCCOCOCCallCalCanaa))e)))eee))))ee)))eea)))))NINNNN)eee))))))e (1]
>Elephant scaffold_73625 3876-3968
TTGAGGACTCGAGAGGTGGAAGAGTGGCCGTCGCCCAAGGCCCAGGGCGCTGTTTCAGCTGGCCCTCTCCCCCCCCACCTCTCTCTCATCAG
=3930 (0 Caea e COCCOCCOCaCOCCaCCOCOClCennnaaaa)))))eeeeeeead))e))))))))eeeeea))))NINININ)N) e 1
>Tenrec scaffold 318235 49157-49243
GTGAGGACTTGGGAGGTGGAgggcggcgtggecggeceggegggegecgTCTCAGCTCGCCGGCCCCCCACCTCCTCTCTCCTCAG
=56.80 L ((CCCCeae CCCCOCOCCaCOCOCCCCaCOlalCeaaC((eeee))))ee)))INNINIINIDINIINN))N)))e (]
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NM_032635 0

NM _032635_0: human, cat, chimp, dog, hedgehog, horse, mouse, opossum, rabbit, rat, rhesus, shrew
>Human chrl9 40728558-40728628

GTGAGTGCGGGAAgggcgcggggcggagagggcgeggggcccgggccgACCCTCACCTCCCGCTTCTCCAG

=38.10 L (OO CClamaaCCCOCCCaaaC(((aneea))))eea)))e))))ee))))))N)ee)))eee [
>Chimp chrl9 41054125-41054195

GTGAGTGCGGGAAgggcgcggggcggagagggcgeggggcecccgggccgACCCTCACCTCCCGCTTCTCCAG

=38.10 (OO Cllama s CCCOC(CaaaC(((aneea))))eea)))e))))ee))))))N)ee)))eee [
>Rhesus chrl9  42038790-42038860

GTGAGTGCGGGAAgggcgcggggcggagagggcgeggggcecccgggccgAGCCTCACCTCCCGCTTCTCCAG

=35.30 L (OO0 CCCaaa s CCCOCCCaaa(((aneea))))eea))ae)))))N))NN)N)ee)))eee I
>Rat chrl 182137567-182137638

GTGAGTGCAGGGCGGGCGTGGGGCGGAGAGGGTGCGGGACCCGGGCCGACCCCTCACCGCCGGCTTCTCCAG

=37.50 e ((CelCea CCOCCoaaaCCCOCCCane((lCeeeea))))eee)))e))))eee)))))e))ee)))eee (1
>Mouse chr7 114695991-114696062

GTGAGTGCAGGGCGGGCGCGGGGTGGAGAGGGTGCGGGACCCGGGCCGACCCCTCACCGCCGGCTTCTTCAG

=34.10 (00 CCaa CCOCaaaa COOOCCCaaal(((annaa))))eee))e)))))eee)))))e))eea))))e (1]
>Rabbit scaffold 206110 54441-54510

GTGAGTgcggggcgggcgcggggcggagagggcgcecggggcgAGCCCACCCCTCACCGCCCGCTTCTCCAG

-37.30 .. OO e e (OO CCCCCeaea((Caeea)))ee)))))aN)NNNININNNIDDY-e T
>Shrew scaffold 254988 40882-40951

GTGAGTgcggggcggccgceggggcggggaaggggggeccgggcCATCGCCTCACCGCCCCGCTCCTGCAG

=41.50 e (OO e e e e COCCOCOCCa 0 CCOCCCaeaa)))a))=))N))N)NNNNN) . (1]
>Hedgehog scaffold 353390 868-937

GTGAGTGTGGGGCGGCCGTGGGGCGGGGAGGGCAGGACAGGCCCGACCCCTCAACCTCCCGCTCCCGCAG

=37.40 e (CCCOCCOOCea (e e lClaaCl(Cananaaa))))ee))))))e))eea))))e)))))) e (]
>Dog chrl 5586721-5586787

GTGAGTgcggggcggccgegggcgggagggegegggeccgggcTCGGCTCACCGCCCGCTCCTGCAG

43,70 cee (OO e e e e CCOCCOCCa (OO CCCCCae)))))))NN))NNND)) . [
>Cat scaffold 213929 13980-14047

GTGAGTGCGGGGCAGCCGCGGGCGGGAGGGCGGGGGACCGGGCCAAGCCTGACCGCCCGCTCCTGCAG

=40.50 o (COCCCCeeaa e COCCOOCCea (ClCCealCovneeaea))ee))))ee))))NININN)- 11
>Horse chrl0 6630649-6630716

GTGAGTGTggggcggccgceggggeggggggegegggeccgggeccAGCCCTCACCGCCCGCTCCTGCAG

41,20 ceee (e (OO e (0 Caaaa (CCCCCaaa(((aee)))a))))N))))ININND)0))e I
>0Opossum chr4 373484038-373484120

GTGAGTACTAGGGGTCCAGCATTGCAGGGAGAGACCAGTTGGGACCTTGACCCTCACCTTTGTTTAATTCCTCCCACACTCAG
=21.20 L (CCCCaa e COCOCCaa COOEa e CCCCalllallanaa))eaa)))ee))))))eeea))))ee))))))eeeea)))))e 11
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NM 015847 7

NM_015847_7: human, chimp, cow, dog, guinea pig, hedgehog, horse, rabbit, rat, rhesus, shrew, tenrec
>Human chrl8 46055413-46055495

GTGAGGCCCCAGTGGGTGGAGGGAAGGCACAACCCTGACCTTACCCAGTACCTGCCCTGACCCCACCCCATTTGCCTCTACAG

=31.80  ((CCCCCeaaCOOCOOCOCaCaalCCllomaeal((oneneaaa)))eeee)))e))ee))))NINNDN)NINN)))ee 11
>Chimp chril8 46531726-46531808

GTGAGGCCCCAGTGGGTGGAGGGAAGGCACAACCCTGACCTTACCCAGTACCTGCCCTGACCCCACCCCATTTGCCTCTACAG

=31.80  ((CCCCCeaaCCOCOOCOCaCaalCCllomaeal((oeeneaaa)))eeea)))e))ee))))NINNDN)NINN)))ee 11
>Rhesus chrl8 43353111-43353193

GTGAGGCCCCAGTGGGTGGAGGGAAGGCACAACCCTGACCTTACCCAGTACCTGCCCTGACCCCACCCCATTTGCCTCTACAG

=31.80  ((COCCCeaaCCOCOOCOCaCaalCCllomaeal((oeeneaaa)))eeea)))e))ee))))NINNDN)NINN)N)ee 11
>Rat chril8 16189781-16189861

GTAATGCCCTGGTGGGCAGGGGGAAGGCACAATCCCGCACTCCTCAGAACCTGCCTGACCCCAGCCTGTTTGCCTCTGCAG

=28.70 et e (((CaaaCCOCCOCalllaal(l(laoallonannnaaaaaa))eaa)))))ea))))e))))eee)))ee)))e [1

>GuineaPig scaffold_ 264589 25013-25095
GTGAGGCCCTGATGGGCAGGGGGAAAGCACAGCCCTAACCTTACCCAATACCTACCCTGACCCCTCCCCGTTTGCCTCTGCAG

=26.36  ((((((Caeallllllalll((enennaennnaeannaennnassannassannnaaaasa)))))e))))))e)))N)e))ee 1

>Rabbit scaffold 148539 10848-10929
GTGAGGCCCCAGTGGGCGGGGGAAGGCACAACCCTACCCTTATCCGGTACCTGCCCTGACCCAACCCCGTTTGCCTCTGCAG

=27.90  ((((C(CawaaaalClaal(CaalC((leweeeal(((eeeeeeaa))))ea)))e))ee)))ee)))eeee)))))e))ee 1
>Shrew scaffold 211252 4116-4198

GTGAGGCCCTGGTGGGCAGGGGAATGGCACAACCTTAATCTGACCCAGTACCTGCCCTGACCCCACCCCATTTGCCTCTGCAG

=28.43  ((((C(CaaallCCllaalllloaallal(oonncnanananaaaaa))ea))ea))))eaa))))))eecea)))N)e))ee 1

>Hedgehog scaffold 338375 13357-13439
GTAAGGATATGGTATGCAGGGGGAAGGCACAACCCTAGCCTTGGCCAATGCCTGCCCTGACCTCACCCCATTTGCCTCTACAG

=28.10  ((CCCCaaCOCCaaCCalCCOCCalllleeae(lonaneana))eeea)))))e)))eee)))))ee))))eee)))e)))ee 11

>Dog chr?7 2345958-2346038
GTGAGGCCCTGGTGGGCAGGGGGAAGGCACAACCTTATCCTTACCAAGTACTTGCCCTGACCCCCCCATTTGCCTCTGCAG

=29.90  ((CCOCCaaaCCOCCCaaClCCaal(l(laneal(oneeenana)))eeee)))e))ea))))NINNN)NNNN)))ee 1]
>Horse chr8 62052972-62053054

GTGAGGCCCTAGTGGGCAGGGGGAAGGCACAACCCTAACTTCACCCAGTACCTGCCCTGACCCCACCCCATTTGCCTCTGCAG

=30.00  ((COCCCaealCCOOCCaaClllaalll(lenennnnnannnnanennaeeaa)))e))ee))))ee)))))))))N)))ee 11
>Cow chr24 12456626-12456708

GTGAGGCCCTGGTGGGCAGGGGGACGGCACAACCGTAACCTCACCAGCTACCTGCCCTGACCCCACCCCATTTGCCTCTGCAG

=29.43  ((CCCCCeaa CCCCOOCOCEOCEO((anaaa))))ennnnnnneeeeaa))ee)))))ee))))))eeeeea)))))e))ee 11
>Tenrec scaffold 307093 84313-84394

GTGAGCCTCTGAGGGGCAGGGGAAAGACCTGACAGGAACCTTACTCAGTACAACCCTGACCCCGCCCCATTTCCCTCTGCAG
=22.82  (((((emveaea (OO0 CaallaalC(al(eeea))eee))))eveneea))ee)))))))))eeeee)))e))ee 1
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hsa-mir-

>Human

-48.20
>Chimp

-48.20
>Rhesus

-48.20
>Rat

-49.90
>Mouse

-49.90

hsa-mir-1225

1225: human, chimp, cow, dog, hedgehog, horse, mouse, rat, rhesus
chrlé 2080196-2080285
GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGGCTCTGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG

N N N N N N N N N e A A R R R R R I R IR D IR R I R DR DR R DR B IR B B IR
chrlé 2186743-2186832

GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGGCTCTGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG

N N N N N N N N N e N A A R R R R R I R IR D IR R ISP R DR DR R DR B IR B B I
chr20 2081736-2081825

GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGGCTCTGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG

N N N N N N N e A A R R R R R I R IR D IR R I R DR DR PR DR B IR B B I I
chrl0 96872038-96872131

GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACACCCTGGGTCTCGCGAGCCCAGGGTGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG

N N N N N N N N N e N N N N G DR R R R R R IS R IR R IR R ISP R DR DR R DR B IR B I I
chrl? 70854749-70854842

GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACACCCTGGGTCTCGCGAGCCCAGGGTGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG
O O O e O O O P O O N R N N e N e N A N G DR R R R R R I R IR R IR R I R DR DR R DR B IR B I I

>Hedgehog scaffold 375456 27864-27955

-51.20
>Dog

-51.40
>Horse

-54.60
>Cow

-53.00

chri6:

2r13696_1ibH11_1
r43588_1ibH6_1
r41456_1ibHE_1

Manmal Cons

GTGGGTACGGCCCAGTgggggggAGAGGGACGCCCTGGGCCCACGTAGCCCGGGGCGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG

e CCCCa el el laalCal OO lanneaaaIININ)Neee)eee)eeaNeeININNININ)e T
chré 38736837-38736931

GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACACCCTGGGCCCAGGTGAGCCCAGGGTGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG

cCCCaa CCOCallCal el loallaaal (OO eeeeeeaa)IMNIMIMINeeeN)eeeN)eeD)ee I T1
chrUn 73886090-73886184

GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGGCTCAGGTGAGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG

B O O S O O O P O O P O L Y P Y G e N A A A R R R R R R RS R I R IS R IS DR R DS R DR I R DR I
chr25 61293-61385

GTGGGTACGGCCCAGGGGGGGAGAGGGACGCACCCTGGGCCCAGCAGAGCCCAGGGCGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG
S G O G A O e A O O G O Y O (Y G Y e G A N A A A A DR R R DR D R R IR R I DI RIS R R R R R PR R B IS B B B I

| 20s6126] 2030130 2030146 2030150 2650168] 2056176] 2050156 2050190 2656208| 2050216] 2050220 2050238 2656240] 2ese258| 2056266] 2050276 2030256 2650298|  2056368] 2050316 2050320 2050338]  2056348|  2050356|

hunan small RNAS

Gap Locations

RefSeq Genes

Human mRNAS from GenBank

Vertebrate Multiz Alignment & PhastCons Conservation (28 Species)

2050356|

Hunman ACCCCCGTGTAGGCCCCTATGEARCCT COGGGARCCTCCTCEE TCTCCCGTCOC CORGE TAGGGARGTT TCOCCT BARACACCECCTTEACCCCCECCETE TCCCC GAGTC AGTCAGBCCOACETAEGACCC GTCTC GEETCC COCAC AGGEAGAGEE COGETGACCCEBCATEGETEEAGEARC TEGAACGACT CCOGE TAGGT CTCCOCGTCOGARCGCE TCCTT GTTGAGGTGET AGAGC ATCAG CACCCC GAGGE TCCOGCCORCCATET

Rhesus ACCCCCGTGTAGGCCCCTATGGARCCT COGGGACCTCCTCGE TCTCCCGTCACCHRGE TAGGEARGTT TCGCCT GARRCACCGECTTEACCCCCECCETE TCCCCGAGTCAGTCAGGCCOACETGEEACCCGTCTCGEETCCC CGGCATGGE TGGAACGACT CCGGG TAGGT CTCCGCGTCOGACGCG TCCTT GTCGAGGTGET AGAGC ATCAG GACCCC GAGGE TCCOGCCEEE TATGT
Mouse ACCCTCGTGTT GACCCCTACT GARCCT CBGGGACCTACTCGCCCTTCCGTCACCTAGE TAAGGARGTT TCGCCT GARACACCECCTTEACCCCCECCGTG TCCCCGAGECAGTCAGGCCGACETEEGACCCS GGGTCCC CGGCATGGE TGGAACGACT TCGGG TAGGT CTCCGC TTCOGATECGTCCTT 1TCGRGGTGET AGAG T ATCAG GACCCC AAGGE THCGHCCCGCCATCT

Dog ACCCCCACGTAGGCCCCTCC T GARCCT COBEEACCTCCTCEC CCTCCC GTCOC COAGE TAGGGARGT T TCECCT GARACACCGE CTTGACCCCCE CCOTG TCCCC GAGE CAGTCAGBCCOACETEEGACCCGAC C GGGTCC CACACAGGOACAGOECE00TERCCCEGCATE GETEEAGCARC TEGARCOACT 71666 TAGGT CTCCOCGTCOBACECE TCT TTCTCGAG GTGGT AGAGCATCAGGACCCGAGEE TCCBECCAGCCATCT
Horse ACCCCCGTGCAGGCCCCAGCT GARCCT COGGGARCCTACTCECCTCCCGTCACCORGE TAGGGARGTT TCOCCT BARACACCGC CTTEACCCCCECCOTE TCCCC GAGTCAGTCAGGCCOACGTAEGACCCHACTC GGET COGCATG GG TGGAACGAT T TCGGG TAGET CTCCGCGTCEBACGCE TTCTTGTCARGGTGET AGAGCATCAGGACCCCGABEE TCCGE CCCGCCATCT

Armadi11o A---CCGTGOACCCCCCOGCT GARCCT CAGGGACCTACTCGCCCT TCCETACCCORBETCCGE CAGCT TCOCET GARACACCGCCTTGACCT

Opossum ACCCCT GTGCAGGACCCTACT GARCCTC

Flatupus CCG GBCCTCTETTBAAC GACCTCCT TCCCOTCAGAGEGETETRE0R CCCCGACECCTCCCE0GTTCCC CAGEE GAGAAGECCEEAGAGEGEECHT CCCCeeeeceageat 2aaal GLAGACEEIEEACTAGCCAGGARCEE TAGACT COARACGICT TECGEEGEAC, COGCCGAGCCCCTOTECRGBETIR
Lizard GCACCCGT---GGTC CTCAGCGACCTCCTCCCCCTCCCGTCOCCOAGE TRGGGCAGTT TCECCT GEARCACEGCCTTOR CocCE CCCBACHCGAGTGGAGGARC CGARACGACT TEGGE TRGETCT!
Chicken TCACCC GGECC GARCCT CABCGACCTCACCECCCTACE TTCOCCARGE TACGGARGTT TEGACT GCARCACCECCTTGACCT TCE TCCTG TCCCCBAGTE CAC GAGGE GAAGH GGG CGACCTGAGTGGAGEARC CGARACGACT TCEBETAGET GT
X_tropicalis ACCTCAGTCCGGACCC TARCT ARRCCT TAGTGACCTACT TGCECT TCCCTCACCOABETANGEARGCT TCGCET GEARCACCGCCTTGACCT TEACTATATCCCT GATACAACHAG ARG SARTGTAAATAAGHTGTAR- - -BGARTGGATGGAGGART TEGARCOACT GGG TAGGT ATACGCGTCOBACGHT TCCTT TTCGAGGTGGT AGAGT ATCAGHACTCCGAGCT THCGHCC
Stickleback ACCCTCTECTCAGCCE TEAET GARCET CAGCGACCTECTCGCCCTECCACCET CORBE TACGECAGET TTGCET GEARTACTGC TTTGACTTCTCCT TTTCETCTRTGHC TAACAGAT FIRCACGGACA GAGACE TGCATGGAGGARC CGEEACGACT CAGBETAGET GT TCBGCAGAC TCTTTATCGAG T TGGT AGAGCATCAGARCCTC TAGE
Repeating Elements by RepeatMasker
SINE

unknoun

Sifiple Repeats

o

Simple Tandem Repeats by TRF
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TCBECGGCC TECTTCTCGAGGTGRT ARAGCATCAGBACCE T GAGE T TCCGGCC
GTCGBAGGCE TG TTCTCGAGGTGET AGAGT ATCAGGACCCCGAGET TCCGL CC

GACCTACTCGCACTCCC ATTACCHARGE TAAGG CAGCT THBCCT GEARCACHGE TTTGATCCTTC TCTAGTTCCTBARCC TETETGAAGEE TECGECACCT -~ CTCGAGHT T COCAC COGEAGAGEH ABEEEAACCCE ACE TG AGTGEAGGARC TEGARCOACT 71666 TRGGT CTCCEE TTCCGCGGCE TCT TT GTCGAG GTGGT AGAGCAT TAGARCCCC GRBEE TCCGA CCGGCCATGT



hsa-mir-877

hsa-mir-877: human, cow, dog, elephant, mouse, rat, rhesus, tenrec
>Human chré 30660087-30660172
GTAGAGGAGATGGCGCAGGGGACACGGGCAAAGACTTGGGGGTTCCTGGGACCCTCAGACGTGTGTCCTCTTCTCCCTCCTCCCAG
=35.80  « et (((C((an(CooaCCCCCCCCCannnnnnaaCCCCCCCCaaaa2)))IIIN) eI eee))))))) ) eees
>Rhesus chr4 30166021-30166106
GTAGAGGAGATGGCGCAGGGGACACGGGCTAAGACTCGGGGGTTCCTGGGACCCTCAGACATGTGTCCTCTTCTCCCTCCTCCCAG
=36.41 oo (CCCCCea (Caaa COCOOCEECCea(Commaaaea(CCC(Cavvea))))))I))eee)))))N))))eee))))))))een
>Rat chr20 2958183-2958267
GTAGAGGAGATGGCGCAGGGGACACAAGGTAGGCCTTGCGGGTCTGTGGGCCCTTGGACATGTGTCCTCTTCTCCCTCCTCCCAG
=35.00  ce e (CCCCCaa (Caea COCCCCCCCCaaCloea(Coeea((((Cenee)))))ee))))e))))))))))eee))))))))eens
>Mouse chrl7 59608553-59608637
GTAGAGGAGATGGCGCAGGGGACACAAGGTAGGCCTTGCGGGTCTGTGGACCCTTGGACATGTGTCCTCTTCTCCCTCCTCCCAG
=35.60  « et ((CCCCen((anoaCCCCCCCCCCaalanalCanaal(((Laaa)))))==))))a)IIIIN))eea))))))))eeen
>Dog chrl2 3408300-3408384
GTAGAGGAGATGGCGCAGGGGACATGGGCTGAGACTTGGGAGTTCCTAGAACCTCTAGACATGTGTCCTCTTCTCCCTCCTCCAG
=32.50 oo e (CCCCCaa CCaea COCOOCCOCCaa (e Caeeae)))))eee)))e))eee))))))))))eee))))))))eee
>Cow chr23 26513259-26513343
GTAGAGGAGATGGCGCAGGGGACACGGGCTAAGACTGGGGGCTCCCGGGACCCCCCAACATGTGTCCTCTTCTCCCTCCTCCCAG
=38.30 e ((CCCCaa(ComaCCCCCCCC((amaaaaaaa(CCCaCCaaaa))=))))))ee))INNIN))eea))))))))eee
>Elephant scaffold 82320 103-188
GTAGAGGAGATGGCGCAGGGGACACAGGCTATGACATGGGGGCTCCTGGGGCCCTTGAACATGTGTCCTCTTCTCCCTCCTCCCAG
=35.70 e e e (CCCCCaaCCama (CCCCCCCEECaaaaa (Caaa CCCCCCCaaaaa))))) )N ) eea))))))) ) eees
>Tenrec scaffold 315780 12230-12314
GTAGAGGAGATGGCGCAGGGGACACGGGCGGAGACTGGGGCTGGCTGGGGTCCTCCAACATGTGTCCTCTTCTCCCTCCTCCCAG
-36.20

e e (CCCCC e (e e e CCCCCCOCCCe e« COCCCCe e (Ceeer))es))

sesseasel o o
SEReTEeEecERt: o

))<)))eee))))))))))eee)))))))) e e

|
ranceeonn

Sinple Tanden Repeats by TR
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NM_152345 9

NM 152345 _9: cat, cow, elephant, guinea pig, hedgehog, horse, rhesus, shrew, tenrec
>Human chrl?7 24963150-24963258
GTGAGGCCCCTGCCGGTGCTGGGAAGGTGGGGGGCCGGGGCTCCAGGAGATGCTGGGAGGCCATGGCTTCCTGCAGTGTCCCTTACCCCTTGGGATCTGGTGGGGGCAG

=57.60  cae et (CCCCCaa COCOCCaa COOCea COCCCaa OO CC0alleneeaa))«))))e))e))))ee)))))eeee))))e))))eeennnnna))ea)))))ee 1
>Rhesus chrlé6 24844746-24844854

GTGAGGCCCCTGCCGGTGCTGGGAGGGTGGGGGGCTGGGGCTCCAGGAGATGCTGGGAGGCCATGGCTTCCTGCAGTGTCCCTCACCCCTTGGGATCTGGTGGGGGCAG

=63.53 oo (OO COCOCa O COCOOCOCOlamnenmmaeeaeee e (CCCOCOCCC242))))))))))=2)))))))))))D)ND)))) D)) ))) e ]
>GuineaPig scaffold 292141 27304-27414

GTGAGGCCCCCTGCTCCTGCTGGGGAGGGGTGGGATGGGGGCTCCAGGAGGTGCCGGGAGGCCATGGCGTCCTGCAGCGTCCCTCACCCCTGGGGTCTGGGGGGCAG

=62.20 ot (COCOCCOCOCCaaaaaaa s CCOCOCCOCaa COCa O CCCOCaCCeeaa)))eeee)))))))=))N)DNNNINNNIIIIDNY-))))))) e (1]
>Hedgehog scaffold 368176 18018-18153

GTGAGATCCCTTGTTGGTGCTGGTGGTAGGGTGGTGGCGGGCAGGGCAGGTTTGCACAGGGGCTCCAGAAGGTGTTGGGAGGTCATGGCTTCTGCAGTGTTCCTCACACTTTGGGATCTgggggggTGGCAG

=43.80 (o (COCOCCaaalllallemaaaaCCOCCCOCCaCOCCCaalCCOCCaeaCCalCallealCelleeeeaa))=))))N)=))N)=))INN)2)))))=))D)NDINNNDD)Y)))))))ee)) e (1]
>Horse chrll 42166373-42166497

GTGAGGCCCCCTGCTGGTGCTGGGGAGGGCTGGGGCAGGGCAGGGGGTCAGGGGCTCCAGAGGTGCTGGGAGGCCATAGCTTCTACAATGTCCCTTACCCCTTGGGATCTGGTGGGGGCAG

=58.20  cee e (OO OO0 COCOCCalCaaaCOCOCamaaaCloallana ol Caeeaa))))e))e))eee))ee))eeee))))))eea)))))NN))))))NNDNNN)) e ]
>Cow chrl9 19097998-19098095

GTGAGGGCCCCTGCTGGGGCTGGGGAGGGTTGGGGCTGGGGGAGGGGTCACGGCTTCTACAATGGCCCTCACTTTGGGATCTGCGGGGGGTCAG

L N N N A N A N Y N N N N G N A R A R $))ee))eeea)))))N))N)N)))))N)N)))) ) ). (]
>Elephant scaffold 8762 27423-27536

GTGAGGCCCCTGCTGGTGCTGGGTAGGGGTGGGGCAGGATTTCCAGGAGGTCCTGGGAGGCTATGGCTTCCTGCAATGTCCCTCACCCCTTGGGATCTTGCGGGGGGTAG

=54.60 o (COLOCCaCCCalCanaa CCCOCCOCCaaaCOCCaaaCCCCOCCCCalCCaeaa)))a)NINIINI)eee)))N)NNINNNDDC)))))ee)))))))eeee (1]
>Tenrec scaffold 319342 84355-84464

GTGAGGCCCTGCCGGTGCTGGGGAGGGGTGGGGCAGGGTCTCCATGAGGTGTGGGAGGTCATGGCTTCCTACAATGCCCCTCACCCCTTGGGATTTGGGGGGGCAG
=53.86  weec (CCCC OO (O 0O e (OO e eeeeeeee e e e CCCCCCCCCC++4))))))))))2)))))) = 2)))))) <)) ))))-))))) - (]

chri7:  24063000]  24063160]  24963116|  24953120|  24953136|  24083140]  24983156| 24963160  24963170| 24963158 24963190 24953200|  24983218|  24983220| 24963230  24963240|  24963258|  24963260|  24963270|  24963288|  24983290|  24963300|  24983310]  24963320]
S CARCCCCARCTTTGAGCTGGGECARGCGTGATATGGECCEOCCCORTGGARCTGACCACCARGACACAGARGTGAGGCCEETGCCGET GCTGOORRGGT CE60ECCCEGE0CTCORGOAGATGCT BGGRGECCATGEET TCCTECAGTGTCCCTTACCECT TGCERTCTGGTOEGGACABETTCARGGECARGCT 6 TE6CTGTCT GAGGAGCATCCCCTGTCCCTGTGTOAGCAGETGGCCCCCATCA
chromosome Bands Localized by FISH Mapping Clones
chromosome Band 17a11.2
STS Markers on Genetic (blue) and Radiation Hubrid (hl1ack) Maps
Gap’ Locations

Gan
UCSC Gene Predictions Based on RefSe, UniFrot, GenBank, and COMParative Genomics
E 5 | 1| | e K B E S
ANKRD136. . _ [
RefSeq Genes
ANKRD13E

Full ORF MRNAS

Ensemp] (Build 43) Gene Fredictions

NAEase and miRBase

Human ESTs That Have Been Spliced

CR747422 I

Unicene A1ignments

Hs.631756

Alignnents of i 1ars from HG-U133 Flus 2.0
227720_at

MUItiz Alignment & PhastCons Conservation (28 Species)

e e | i

Human © N ©PC N FCE L0 G NCR DM G R P ME L T T K T @ KGTGAGGCCCCTGCCGGTGCTGOOARGET! TGCT TGGCTTCCTGCAGTGTCCCTTACCCCTTGGGATCTGET B K AR K LW L G E Y E I P S L 1 C EN AT EER T
N P NFELGHNGE KD DMGE RTFP MEL T T K T 8 KSTGAGGCCCCTGCCGGTGCTGEGACGETEEGEGECT GEGGCTCCAGGABATGCTGEGAGGCCATGGCTTCCTGOAGTETCCCTCACCCCTTEEGATCTGET! B RPN I C - B I P LS L C SN QI 1

N P N F E L G N R M G R P M E L T T K T O KGTGAGGCCCCTGCTC TCCTGOGCAGECHTGEGGCAGGGG-TCCAGGAGLTG THGGAGGCCATGCCTTCCT HCAGE 1 TCCCT TACCCCT TEEGATCTGEMGGH- CCl Ex K HAR-K B W Sl C-SEw E-mHE P LW S W C NEW G BVE A S -1

N P NFELGHNGE KD DMGERTF P MELT T K T 8 KSTGAGGCCCCTGATGGTGCTEEGCAGEEETGEGECEGEEEETCCAGARL GAGAGGCCATGOCTT CTACTATBLCCCTCACCCCTTEEGATCT -6 I P R IR C N =B P LS - C S O I - =1

N P N FELGMNGE D DMGE RT®P ME L T T K T 8 KGTGAGGCCCCTGCTGETGETGOGCAGG:CTGEGGCHGGGEATCOAGACG-TGCTGEEAGGCCATAGCTT-CTACARTGTCCCT TACCCCTTGEGATCTGET F KA KLMWLTGCETETHTPLSLCGCER® UV AP I

NP F ELGNGE RO DMGE RP ME L T T K T 8 KGTGAGACCCCTG-1GETGCTGEGCGGEE GGCTTCCTGCAGTGCCCCTCARCCCTTGOEATCT Gl I P I R C N =B P LS L C S O I - =1

NP F ELGNGRDMGERP M E L T T K T 8 KGTGAGGCACCTECAGEAGATABGCAGESEGAGGECAGEEGATTRAGGAT CTGACGEEAGGEACTGACOTECTTCTCTALCCATE TCACCTTEEGETTCTE Fu K BAR K S W Skw C SEw E mHE P ulw S Slw C SEW @ aVS A 5Pw I

NP F ELGNGRDMGERP ME L T T K T @ KGTAAGE-CTIAGEICBEGCTCETCECGEGTG CAGKF K A K L W L C E E H P L S L CE @ ¥ AP I

P F E L ¢ R D M G R P E L T T K T @ KGTGAGGACGGGGGCCATTATGEECCGE GTGAGACCAT TATTTCATACACAGECCCCCACCCETTTATATCCG CAGK F K A K L W L ¢ E HES P ARl STREn E @ v Po1

PN F E L G R D M G R P M E L T T K T @ KGTHRGIC REK F K A Lou couE: PRl SumEs E g v P
Stickieback N P 3 6 3 S L T T K T @ reTeaged CRGE F K A It ComEy [ —RF— E @ v =

Vertebrate MUITiZ Alignment & Conssrvation (17 Species)

human N CFCNCCFCE L0 G NG R DD MG R PO MOES LT T Ko T @ KGTGAGGCCCCTGCCGGTGCTGGGARGGT! TeCT TGGCTTCCTGCAGTGTCCCTTACCCCTTGOEATCTGOTEEEGECAGK B K
Simple Nucleotide FOIUMOrphisns (dbSNP build 126)

SNPS (126)
Repeating Elements by RepeatMasker

Unknoun

Page 1



NM_025160_1

NM _025160_1: human, chimp, cow, dog, hedgehog, opossum, rhesus, shrew

>Human chrl 222685906-222686005
GTAAAGTAGGGCATATAGAGCTGTGTGACTGCTGCTAAAATTACAGATTTGATGTGCATTTTGTGACATTTCTGTTTTTCTTTTATACCAATTTTTACAG
=17.10 0 (CCCCCaea CCaCOCaCOCCCaC0CalloealCloeeea(((Ceneeea))))ee)))eeee))e))))eeee)))))eeeee)))e))ee))))))ee (1
>Chimp chrl 205049905-205050004
GTAAAGTAGGGCATATAGAGCTGTGTGACTGCTGCTAAAATTACAGATTTGATGTGCATTTTGTGACATTTCTGTTTTTCTTTTATACCAATTTTTACAG
=17.100 (CCCCCaea CCaCOCaCOCCCaCl0CalleealCloeeea(((Ceneeea))))ee)))eeee))e))))eeee)))))eeeee)))e))ee))))))ee (1
>Rhesus chrl 82202846-82202945
GTAAAGTAGGGCATATAGAGCTGTGTGACTGCTGCTAAAATTACAGATTTGATATGCATTTTGTGACATTTCTGTTTTTCTTTTATACCAATTTTTACAG
=16.20  ((CCCCaaaCCaCCCalCCOCaCClCealCoaaCCleaaC(((eee)))))eeeea)))eeea))e))))eeee)))))eeeen)))e))eee))))))ee (1
>Shrew scaffold 236018 46395-46494
GTAAAGTAGGGCATATAGAGCTGTGTGACTGCTGCTAAAATTACATATTTGATGTACACtttgtgacatttctgtttttcttttataccaATTTTTACAG
=14.80  ((CCCCaeaCCaCOCaCOCCCa el CleaeC(Ceneea))))eee)))))eeee))e))))eeee)))))eeeee)))e))ee))))))ee (1
>Hedgehog scaffold 315531 7725-7827
GTAAAGTGCGGCCCGAGAGCTAGCTGTGTGACTGCTGCGGAAACGAGTCCCCGGCTGTGCATTTTGTGACATTTCTGCTTTTCTCCTATACCGATTTCTGCAG
=25.10 (OO0 CCCea e COCCCaa COCalOCCalCCallCeealoneeaea))e)))I)N)eeee))e))))eeee)))e)))))eeeee)))))))e)))ee
>Dog chr?7 41061071-41061170
GTAAAGTAGGGCATATAGAGCTGTGTGACTGCTGCTAAAATTATATATTTGAATGTGCATGTTGTGACACTTCTGTTTTTCTTTATGCCAATTTTTGCAG
=27.10  (CCCCCaa e COCOCCaCOCOCa el CalClloneea((Conenea)))eeea)))e))e))e))))eeee)))))eeee))))))ee))))))ee (1
>Cow chrlé 24511052-24511151
GTAAAGTAGGGCATATAGAGCTGTGTAACTGCTGCTAAAATTATATATTTGATGTGCATTTTGTGACATTTCTGTTTTTCTCTTATACCAATTTTTGCAG
=15.90  (CCCCCaeaCCaCCCalCCOCalCCllealloaal(loveeC(((onenee))))ee)))eeea))e))))eeee)))))eeeen)))e))eee))))))ee (1
>0Opossum chr2 135883898-135884001
GTAAAGTAGGGCATATGGAAATGTATAACTGGTGTTAAAATTACACATCTGATGTGCAAATCATAACACTTTTGTTTTTCTCTCTTTTATATCAATTTTTGCAG
=16.72  ((CCCCCee e CCaCllealllomaea e CCCaCCOOCOCaaCCCalCCC(aee)))))ee)))ee)))))))eee)))eeeena)))ee)))e))eee)))))) e

cnrie:

Chromosone Band

[1

| 1504s200] 15040210] 15049220] 15949230] 1504246] 15049250] 1504260] 15049270] 15949250 15049290 15949300] 15049316] 15049320] 15049330| 15049340] 15049350 15049360 15049376 1504330] 15043390| 15043400] 15049410 15049420 15943430 15049440]

Chronosone Bands Localized by FISH Mapping Clones
16p15. 11
STS Markers on Genetic (8lue) and Radiation Hubrid (913ck) Maps
‘Gap Locat ions

USSC Gene Predictions Based on RefSed, UniFrot, SenBank, and Comparative Genomics

Rerseq Genes

Wanna ) ian Gene Col1act ion Full ORF nRNAS

Bcasssss

AKE2715¢

Avassass

Hunan ESTS That Have Been Spliced

AISsz223
E1asss:

UniGene A1ignnents

Mamma1 cons

Hunan ATTACCARAGGAAGTGSAGAGAGTAGTATGE T H (R L v ¥ I H 0k AP T B A QR VB L G
HRLCVvIH 0 a1 KFPsSTVALERGEV YLLGAS
HR LV vIH S oul Tout ARRCCCTAT: COGGTTACGTGACGARGOATTOOATGE D k P 8 T ¥ A L E R G @ ¥ ¥ L L G 8
HELwvw IR G sl 1 a8 KFPsSTVALERGEV YLLGEAS
HR LV UIH /a1 us PSS TORVN NS EGRE/Q S VB kS G u
HELCvwIn /211 2 KPSTVALERGEVYLLGAS
HRLVoUIH G L U S 1 3 CCOACAARCTTLCTCTTTCTITTACTCCC ) CGGGTTCCCGACGCC0GECTGTATES D & P S T ¥ A L E R @ @ v ¥ L L 6 ¢
CCALAGG - - TGGRGAGE BT RLCwvoviln @ Sl 1 8% ¥ 581CO0ROACCC 4 ci G c STCROTTASGCGACGARGAATTGTATCO O 1 P 5 T W A L E R G @ v ¥ L L 6 &
H ERa 1 ags vite B 8 L I S U S G0IGACAACCATTTAC TIOTTT = S
HR L " G L 1.3 v SGcrcarARAncTT GRACACHCTATTATTAATGARGTFATGTARGAATGTATGO D 1 F T T V. A F E K @ @ v ¥ L L G

Aliennents of AFFumetr ix Consensus/Exemplars from HG-UI3S Flus 2.0

Verteprate Hultiz Alignnent & Fhastcons Conservation (25 Species)

S GCGACARATTTTTTCTTTATTTTATT TTATAGS TTATCOGARRACCCT ATT GCGGGTTARGT GACGARGGAT TGGATGG D
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NM_17347
>Human

-10.10
>Chimp

-10.10
>Rhesus

-10.10

>GuineaPig

-11.90
>Cat

-20.20
>Horse

-14.00

chri6:

chromosone Band

BCo45SS4
BCES3946

BCo1S697

51195745
BUS31504

0577374 -
BNSS3442 -

EME4S4S6 -

Hs.538005

213081_5_at
213082_at
229219_5_at

Mannal cons

Human

NM 173474 1

4_1: human, cat, chimp, guinea pig, horse, rhesus
chrlé 15049278-15049353

GTAGGTTAGGAAGCAGTGAATTGGGCGTTATCCCAAAAGGCTATTGGATATTTTATTTTATTTCTTTTTTAAACAG

cee s (CCCOCCCCa OOl C(Coeal((((eneenenaeaaa)))))e))))e))))))eNINN))ee)))ee
chrlé 15388531-15388606

GTAGGTTAGGAAGCAGTGAATTGGGCGTTATCCCAAAAGGCTATTGGATATTTTATTTTATTTCTTTTTTAAACAG

cee s (CCCOCCOCa OOl Coeal(((eneenenaeaaaa)))))e))))e))))))eN)NN))ee)))ee
chr20 73259156-73259231

GTAGGTTAGGAAGCAGTGAATTGGGCGTTATCCCAAAAGGCTATTGGATATTTTATTTTATTTCTTTTTTAAACAG

cee s (CCCOCOCCa OOl lCoeall(((eneenenaenaa)))))e))))e))))))e))))))ee)))ee
scaffold 156887 4308-4383

GTAGGTTAGGAAGCAGTGAATTGGGCATTATCCCAAAAGGCTACtggatgttttattttatttcttttttaaacag

cee s (COCOCCOCCCOCCCaaCCCO(((aeal(loeea))eeeaea)))))))eee))))))e))))))ee)))ee
scaffold 208046 252702-252777

GTAGGTTAGGAAGCCGTGAATCGGGCATCACCCCCCGGGGCTCCTGGATGTTTCATTTTCTCTCTTTTCCAACCAG

e e (OO CCOCCaea e (CCOCaa (OCCOCaC((aeea)))eeeeea))))))ee))))eeeeeea)))))))))en
chril3 12550994-12551069

GTAGGTTAGGAAGGAGTGAATTGGGCATTATCCCCAAAGGCTATTGGATATTTTATTTTATTTCTTTTTTAAACAG
e CCCCCOOOEEOEEaCllleealll(lonennneeaaaa)))))e))))=))IIINININIIDYCC))) e

[1

| 15040200] 1504210 15640220] 15049230] 1Se4a240l 15049250] 15049260] 1S049270] 15049280 15049290] 15049380] 15040310] 15049320] 15049330] 15049340] 15049350 15043360] 15049370] 15049338| 15049398] 15049400] 15049410] 15049428] 15043430] 15049440]
Chromosone Bands Localized by FISH Mapping Clones
1601311
STS Markers on Genetic (Rlue) and Radiation Hubrid (R1ack) Maps
Gap Locat ions
UCSE Gene Predictions Based on RefSed, UniFrot, GenBank, and COMparative Genomics

RefSeq Genes

F nRNAS

©/D and H/ACA SMORNAS, SCIRNAS an
Human nRH

nicroRNAS from SnoRNABase an:
from GenBank

niRBase

Hunan ESTS That Have Been Spliced

UniGene A1ignnents

Alignnents of AFFuNetrix Consensus/Exemplars from HG-U133 Flus 2.0

rient & PRAStCOns COnservation (28 Species)

T H TR L S SRR S T/ R /0050 TS 0 A 1 1 ATAGG TTAT COGARRRCCCT ATTGCOGGTTARGT GACGARGGAT TECATEE

(T HO MRS L WMV S H K T/ @8 N 0% O/ HA% 10 Bl T W 1

e/ WA L BVE V2D H/SGH. T/ BTSN’ B0&-D) 8% O Hlw 1888 1

TEACCARAGE ARG GAGCCBCATGG T H R L v ¥ I H G T T A D DS G L I 5 I

ATTACCARAGGAARGT (GAGAGAGCAGTATGE T H R L ¥ v I H € T T A D D S 6 L I S 1

ATTRCCARAGGAAGT FGAGAG- AGTATGG T H K L ¥ ¥ I H € T T A D 0 5 6 L I 5 1

ATGG T H R L ¥ ¥ I HC T T A D s 6oL s 1
CCASAGGCGCTGGAGAGSGTT——-T66 T O K L ¥ ¥ I H € T T A D D S 6 L I S GTTACGE GAC GAAG AT TGTATGG

2t CORIEH SR R/ GBIE H G T ST N« WO, D) BA O B 1

STCCCARACACGTCTTGTGOGOARTATOE T H R L W 1 0 T A A AR/, 8T /B /1 ATCARGTIAT GTAAGAATGTATEG
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NM_ 198446 0

NM_198446_0: human, chimp, cow, hedgehog, mouse, rat
>Human chrl 38046698-38046788

GTGAGAGGGGGCCCGTCGGGGCGGGAGGAAGGGGCTTGGCCCCGCGCAAGCGCCGGCCCTGACCGTCTGTCTCTCGCTCTCTCCCGGGCAG

=45.90 L ( (o CCOCOC0Caaaaa COCCCOCaaCCaa CCCCCaC(Cana((aaea))))NINNININe))ee)))))))ee))))))))e))eeen
>Chimp chrl 38385021-38385111

GTGAGAGGGGGCCCGTCGGGGCGGGGGGAAGGGGCTTGGCCCCGCGCAAGCGCCGGCCCTGACCGTCTGTCTCTCGCTTTCTCCCGGGCAG

=45.50 (o ((CaalCloeaaaCCCOOCOCCCCaaCOCCCaC(Cana((aaea))))NINININ2))NIININN)ec)))ee)))e))eennn
>Rat chr5 28912879-28912965

GTGAGAGCGGGCCCGCGGGGCGGTGGGTTGGGGCCGCGACCTCGCGCCTCCCAGCGCCGGCCCTGACGCGGTCTCTCTCCCGGGCAG

=47.70 o (O OO CCCeaaas))))==)))NNNNINIINNINIINIINII)I))eeecnnnn 1]
>Mouse chr4 30676876-30676963

GTGAGAGCGGGCCGGCGGGGCGGTGGGTTGGGGCCGCGACCTCGCGCCGCCTAGCGCCGGGCCCTGACGCCGTCTCTCTCCCGGGCAG

=43.50  caea e (e e Ca CCCOCCCaa (Caa (OCCCalCamaaa((((aaeaea))))INININ)ae)INININIDYINID)) e (1

>Hedgehog scaffold 273501 14459-14549
gtgagagggggcccgtcggggcggggggagggggctcGAACTCCGCGCGAGCGCCGGCCCTGACCGCCTGTTCTCGCTCTCCCCGGGCAG

=43.80 (e (C0CCaaalCalloaCCCCallaalCCClallomanal((anaa)))e)))I)I)e))e))))ee))e))ee)))))ene))e
>Cow chr3 11512244-11512333

GTGAGAGGGGGCCCGTCGGGGCGGGGGGAAGGGGTTCTGACCCGGCGCAAGCGCCGGCCCTGACCGTCTGTCTCGCTCTCTCCCGGGCAG
L e O N A A N e A N A N N N N R R A N A R R R D R D D R B RR DR R DR DR DR DR R DR B R

intron has coding potential, but has evidence of multiple spliced ESTs

chri: 58046630  38045540] 35045650|  38048660] 35046678  38045630] 33046000 35046708 33046710l 33046700  35045730]  3se4s740l soe4svsel 3sessTenl 3sessyrel | ss0dsrsel  38046798| 330468001 38648510
- GGCGGCCGARAGEGEEECEETEETCO66CCECECARGEEGAGATEGART GGCECCEEGECTCAGACTGETCACGGE66TEAGAGEEGECCEETCEE66CEE6AGEAAGEEGEET T66CCCCECECARGEECCEECCCTEACCETCTGTCTCTCRCTCTCTCCCEE6CABEEABEETEECEGE6TGEACCECEEEARGECEEGECTEEE6CTCEGCGEEAGECCACCECEACAGCCGECCCEBEAGEAGEGEECE

Chromosome Bands Localized by FISH Mapping Clones
1634.3
STS Markers on Genetic (Rlue) and Radiation Hubrid (R1ack) Maps
Gap’ Locat ions

UCSC Gene Predictions Based on RefSed, UniProt, GenBank, and COmparative Genomics

ciorfi2e (- RGN L BEN L BON T ]

RefSeq Genes

38045520

35046530|
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Uertehrate MUItiz Alisnnent & Conservation (17 Species)

conservat ion
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NM 017865 6

NM_017865_6: human, cat, chimp, dog, elephant, horse
>Human chrl 247116457-247116545
GTAACCTGATGGCTGAGACAGAAAGGGCAGGGGCGTCCTGGGATGTGGCCCTCCCTCGAGGCCCTCTGCTCCCTCTTTGCTGCCCGTAG
=35.70  ceee e ((Ce e C0Cee e CCallCaaCCCOOOOOOCalleel(((eveeeead))))ee))e))))e))NN))ee)))))ee)))ee))) 11
>Chimp chrl _random 7836039-7836127
GTAACCTGATGGCTGAGACAGAAAGGGCAGGGGCGTCCTGGGATGTGGCCCTCCCTCGAGGCCCTCTGCTCCCTCTTTGCTGCCCGTAG
=35.70 e e ((Ce e (CCee e CCalCCaa COOOOOOOCCalleall((eveeeeaa))))ee))e))))e))))))ee)))))ee)))ee))) 11
>Dog chrlé  16701931-16702017
GTAACTTGATGGTTGAGACAGAGGGCAGGGGCATCTTGGGACGTGGCCCTCCCTGGAGGCCCTTTGCTCCCTTTTTGCTGCCCATAG
=29.60  ceeeee et (CCCee e (OO CallCeal(leceeeeaa))))e)))e))INN)e))))eeee))))))ee))))ee 11
>Cat scaffold 130241 79019-79105
GTAACCTGATGGCTGAGACAGAGGGCAGGGGCATCCCGGAACATGGCCCTCCCTCGAGGCCCTCTGCTCCCTCTTTGCTGCCCGTAG
=30.40  (((CeeeCCealCoeCClalCCCCCCCalllloceeal(loeeee)))eeeea))))eea)))IIIIIINIIDY))) ) 1
>Horse chr2l  341817-341904
GTAACCTGATGGCTGAGACAGAGGGCAGGGGCATCCTGCAACATGGCTCTCTCTTGAGGCCCTCTGCTTTCCTCTTTGCTGCCCACAG
=28.03 et (e e (O CCCCe e (OO0l Coennneeneeee(((e((Ceeee)))NNINMIIIIIIII)eee)))ee))) 1
>Elephant scaffold_ 148899 920-1008
GTAACCGATGGCTGAGACAGAGAGGGGAGGGGAGTCTTGGGACATTGCCCCTCCTCGAGCCCCTCTGCTCCCCTCTTTGCTGCCCATAG

=39.60 e (e (OO OO Camaaaaaaa)))a))))eea))) I ) eeeee M1

ehr1s | 247116380] 247116390] 247116400] 247116410] 247116420] 247116438] 247118448] 247116450] 247116450] 247116478] 247116450] 247115430] 247116500] 247116510] 247118520] 247116530] 247116540] 247116556] 247116560| 247116570| 247116580] 247116530] 247116800] 247116518] 247118620] 247116630]

Chromosome Bands Localized by FISH Mapping Clones
chromosone Band Todd
STS Markers on Genetic (blue) and Radiation Hubrid (b1ack) Maps
Gap’ Lacarions.
Gan
USSC Gene Predictions Based on RefSed, UniProt, GenBank, and COmparative Genomics

anFes2
anFee2

nFes2
RefSeq Genes

EnsTosss83E5459

Hunan ESTS That Have Been Spliced

5

51754035

ALSeT2e . —
ALS26712 I

ALS68555

L5245 06 I ———— -
UniGene Alignnents

Alignuents of Affunetrix Consen: S from HG-UI33 Plus 2.8

2z0861_5_at
Uertebrate HUItiz Alignment & FhastCons Conservation (25 Species)

Human GATTCAGGATGR I R K- P 'G' I '@ A T D E D W A P T P A 'S A G S G T SGATGOOCGTOGTTTCTECCTCGTCTCCCGGAGCTCCCTCOCGETETAGGETOCTGO66G6AC0CARAGACAGAGTCGCTAGTCCAATGS “AX L A E T @ '@ A A" G P T R S L § F § ¥ R V E A P P P A K S
Rnesus GSTTCAGGATOR I R K P G 1 @ A T D E D W AP T P A S A G S G T SGATACOCGTCGTTTCTCCCTCGTCTCCOGGAGCTCOC:COCOGTGTAGGETC TOCO0G0AC06ARAGACAGAGTCGGEAGTCCAATGS A L A E T @ @ A A G P T R S L E P Q ¥V © V E A L P P A R S
Wouse Go-TCRGGATGR 1 R S 1 QR TDEDMEDT P L FAS QA G S &« 0N COCTOOITION COTo0 T G0000R 106010, GTOTAGOSTECTS G00oN08S.  GRCA AGTS0oTROTECRATeS & L = E T @ 2P TR SL v s
Doz GC-TCAGGATOR I K K F G 1 @ A T D E W T Aoa s SGATACCCETCOTTT1TECETC0T | TECCBGAE S TECCT CCCGGTGAGEET | CT1/COGGOACO0GA - GACAGAGT (GGTAGTICARTGS A L '~ E 1 @ @ A A Q P T P HWVGwVE s s
Horse G3-TCRGGATGR I R K P G I @ A T D E D W As 8 S G © SOACACCCGTCOTTTCTCGT TCGTCTCCCGGAG TG 1CTCT COGTHCAN -GTCCTACO0GRCCOCA -~ GRCAGAGTCGGTAGTCCAATES A 3 8 8 Qo T L Qv :vEnR-P FoA
Arnadi11o
opossun
Flatupus 4 L) oA D oW r » 3 a ST CACTCCrTTgTCt Co— -t Ctetdh Coca CERAAREATCCagtar e cctacteageagactance AL F A # v s
Cizara
Chicken --CTTAGBATGR I R K F 6 1 @ A v 0 E D T an : R c ik @ Ar P ERiE 5S

Stickienack
Vertebrate Multiz Alignment & Conservation (17 Species)

——| — | | || [T T L

human GATTCAGGATGR - R "K' P /G 1 '@ A "T- D 'E D W A P T P A 'S @ A @ S 6 T ST TeeTTTET AL AETQQ@AAQFPTRSLAEFPQVRVEREPFPFARS
Simple Nucleotide Folumorphisns (abSNF build 126)

snes (128>
Repeating Elements by Repeatiasker

sINE

LINE

LTR

orin

sinple

Lou complexity

satellite

RRA

other.

unknaun
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NM_015232_11

NM 015232 11: human, chimp, opossum, rhesus, tenrec
>Human chrl2 150588-150672

GTAAGTGGAGCCCTGGTTGCCCAGGTGAGTGACTACCCTGCCCCCTTGTTCTTCTTCTCACCGTCTCTGTTGTTTCTCTTCTCAG

=14.20 . ((CeCCC0CaaCClaaClonaClCClalleallonnennnneana))eee))ee))))))))ee)))ee)))))e))) e [
>Chimp chrl2 175712-175796

GTAAGTGGAGCCCTAGTTGCCCAGGTGAGTGACTACCCTGCCCCCTTGTTCTTCTTCTCACCGTCTCTGTTGTTTCTCTTCTCAG

=15.50 o (CCe CO0CCea C0CeaCloneaCOOCCCallee((evenenaeeea))eee))ee))))))))ee)))ee)))))e))) e 1
>Rhesus chrll 163101-163184

GTAAGTGGAGCCCTGGTTGCCCAGGTGAGTGACTCCCTGCCCCCTTGTCCTTCTTCTCACCGTCTCTGTTGTTTCTCTTCTCAG

=15.42 o (- CCOCCa e ClCaa(Caaa (OO0l ((anmnnnnanaana)))eeeana))))))))ee)))ee)))))e)))eeeee 1
>Tenrec scaffold 183272 1398-1484

GTAAGTGGAGGGCTGGCTGCCCGAGGTGAGTGACTCCGAGCCCCTTTGGGCCCTTCTTCTCACCGTCTCTGTTGTTTCTCTTCTCAG

=24.39 e (OO e G e e (e eeeeaee el ((eeee))))eeeeeeae))))))e))eee))e)))e)))))) e (1
>0Opossum chr8 112786052-112786141

GTAAGTAGAGGCCTCGTTGCTGAGGTGAGTAATTCTCTCCCCCCCTCCCCATCCTTTTCTTCTCACCTTCTCTGTTGTTTCTCTTCTCAG
215225 0 e (( (o CCCC( (e el anmeal((C((((arnnnnnnnnnnennnnsnennnneneaeaaa))))))))eee))e)ININ)))eeene [1

150630| 1s0630| 150708|

ol 150520| 150530| 150548| 150550 150560| 150570| 150580 150590| 150608| 150610| 150620 150630|
ATGAGCCCTGTGCTCTTTGCAT TCAARG CCARARGGGARGCCGCGE TCAGGGAGAGGECEGCEGAEAGCACEG TGGAGET ARGTGGAGCCCTET T GCCCAGETGAGT GACTACCETGECECET
Chromosome Bands Localized by FISH Mapping Clones
Chromosome Band 12p13.33
STS Markers on Genetic (blue) and Radiation Hubrid (black) Maps
Gap’Locat ions

chriz; 1sest
~-Z5 GTGGAGA

TCTCTTCTCAGETAT TAATCARTGCCT CCCCAGECCGACT CACT

156710| 159720| 156730 156748 150750|
ATTTTACCART TTCARGAGATACART TARAAGT TACTGCTAGEATGGETAAT

Gap
UCSC Gene Predictions Based on RefSeq, UniFrot, GenBank, and COmparative Genomics
18SEC3
RefSeq Genes
183EC3
Manmalian Gene Coll Full ORF mRNAS
Ensenbl (Build 43) Gene Fredictions
ENST!
ENST!

AKB91953
AX747275

AB029033
Human ESTs That Have Been Spliced

DB320960

A1653563

DB341831

BQ343261

UniGene A1ignments

Alignnents of AFFumetrix Consensus/Exemnlars from HG-U133 Flus 2.0

213834_at
vertebrate Multiz Alignment & Fhast Conservation (25 Species)

Hunan GTGGAGAATGAGCCCTGTGCTCTTTGCATTCAARRG ALK R “E- A A L E P A E S T Vv E GTAAGTGGAGCCCTGGTTGCCCAGGTGAGTGACTACCCTECCCCCTTGTTCTTCTTCTCACCETCTCTGTTGTTTCTCT TCTCAGETATTARTCAATGCCT TCACCATT TTACCAAT TTCARGAGATACAAT TARARGT TACTGCTAGCATGGGTART
Remae OTCGRORATCAGGOE ToTORToTTTGOATTERARG A K K E A A L R E P A E S T Vv E GIAAGTGGAGCCCTGETTGCCCAGGTGAGTGACT-CCCTECCCCCTTGTCCTTCTTETCACCGTCTCTGTTGTTTCTCT TCTCAGETAT TARTCARTGCCTCCCCAGECCGACTCACCATTTTRCCAAT TTCARGAGATACART TAARAGT TACTGC TAGCATGGGTART
Mouse GTGGAGARTGAG CCTGTGCTCTTTGCCTTCAARG A K R E A E A E S E GTARGTGGAGCCCTGGTCGCCCAGETGABTBAC -C - TGACCCECTETCCCTETTCTCA- CETCTETETTETTTCTCTTCTCAGGTAT TART CARTGCCT CCCCABCCEGRCTEACCATT TTACCART TTCAAGAGATACAAT TRAARGT TACTGC TAGCATGEGTAR
Dog GTAGAGACTGAGCCCTGTGCTCTTTGEATTCARAG A K R E A A L E P E S T V¥ E GTARGTGGAGCCCTGGTTGCCCAGETGAGTEET T-COGCCCCCCCTTETCCTCCTTCTCAC GTCTCTETTETTICTCT TCTCAGGTAT TARTCARTGCCT CCCCABCECGRCTCACCATTTTACCART TTCAAGAGATACAAT TRAARAGT TAC TGC TAGCATGEGTAR
Horse GTEGAGARTGAGCCCTGTGCTCTTTGCATTCAARRG A K R E A A L E P A E S T ¥ E GTAAGTGGAGCCCTGOTTGCCCAGGTGAGTGETT-CCTCCCEHETTETCCTTCTTETCACCETCTCTGTTGTTTCTCTTETCAGETAT TARTCAATGCCT TCACCATT TTACCAAT TTCARGAGATACAAT TARRAGT TRCTGC TAGCATGGGTA'
Armadi1io
Opossum AAATCARGAGGTI TGATCTTTCTGTTCAARG ACK- R E- A A £ S T ¥ E GTARGTAGAGCCCTCGTTGCTGAGGTGAGTARTT-CTCTCCCCCCCTCCCCTTCTTCTCACCT TCTCTGTTGTTTCTCT TCTCAGGTAT TAATCARTGCCT CCCCAGCCCGACT SACCATT TTACCART TTCCAGAGATACAAT TARRAGT TRCTGCTAGCATGGGTART
Platupus
Lizard TITGTITTCARRG & K L E T ¥ E GTARGTAGANSCACAGCAGETGAGGTARGTARTT-C CCCTCAGTTCLTCTTCT IACATTCTCTGTTGTTTCTT TTCTCAGGT  TTAAT CARTGCCT CCCCABCCAGACT CACAATT TTACCAAT TTCCAGAGATACAAT FARAAGT TACTGCTAGCACGGETART
chicken GAGTGAGATCTTT--TCTTTTGTTTTARAG G K C E S T ¥ E GTARGTAGAGACHGAGCAGETGAGGTARGTARTT-C CTCTCACTTCLTETTETCACATTCTETGTTGTTTCTT TTCTCAGGTAT TAAT CARTGCCT COCCAGCCAGACT CACAATT TTACCART TTCCAGAGATACAAT TARRAGT TACTGCTAGCACGGETART

¥_tropicalis
Stickleback
yvertebrate MUITiZ Alignment & CONServation (17 Species)

e i |

human 6TGGAGARTGAGCCCTETGCTCTTTGCATTCARAG A'K R E A A R P A E GTARGTEGAGCCCTGET TECCCAGETGAGTBACTACCCTECCCCCTTETTCTTCTTCTCACCGTCTCTGTTGTTTCTETTCTCAG ¥ L I N AL S P A R L
Simple Nucleotide Polumorphisns (dbSNP build 126)
SNPS (126) n

SINE
LINE

Repeat ing Elements by RepeatMasker

other.
Unknown
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NM_002912_7 Chimp Rhesus Rabbit Dog Horse

>Chimp
-9.71
>Rhesus
-9.71
>Rabbit
-10.00
>Dog
-13.50
>Horse

-10.40

chré 113298181-113298267

GTAAGTGGTTATTTATTATAGATCTCAGAACTAATTTTATTCCTTTGTTATCTAGTCTGTTATAAAGGATATGTTTTAATTAAGCAG

ceee e (GO OO« COC- OO COCECe e (Coeeeee))ee))e)))))))eeeceee))))e)))ee)))e)))e)

chr4 15103584-15103670

).

GTAAGTGGTTATTTATTATAGATCTCAGAACTAATTTTATTCCTTTGTTATCTAGTCTGTTATAAAGGATATGTTTTAATTAAGCAG
e (GO OO0 COC- OO COOO0Ce e (Coeeeea))ee))e))))))) eeeeeee))))e)))ee)))e))) o))

scaffold 2(73828-73912
GTAAGTGATTATTATAGATCAGAAAAAAATTTTATTGCATTTGTTATCTAATTTTTTTTATAAAAGATATGTTTTAATTAAGCAG
(Cee e COCCCCa e COC L COOOCCOOe e (e Ceaeee))e))ee))))))))) ) eeeeee)))e)))ee)))))) o))

chri2 70913400-70913484
GTAAGTGGTTATTTATTATATCTCAGAACTAATTTTATTGCTTTGTAATGTAGTTTGTTATAAAGGATATGTTTTAATTAAGCAG
ceee s (GO OO COCOOECe e« COC- O CCCCECee)))))) D)) ) e)) ) eeeee)))))))eee)))e)))e)) e

chrlo 55495795-55495881

GTAAGTGGTTATTTATTACAGATCTCAGAACTAATTTTATTGCTTTGTTGTCTAGTTTGTTATAAAGGTTATGTTTTAATTAAGCAG
ceee s (G OO COCOCOOCe e COCCEOCCe e (Coeeeee))ee))e))))))eeeeeee)))))e)))ee)))e)))e))

[1

chré: | 111815740] 111815750| 111815768| 111815770] 111815780| 111815790| 111815800| 111815810| 111815820] 111815830] 111815840| 111815856| 111815860] 111815870| 111815880| 111815890

REVSL.

REVSL.

Chromosome Bands Localized by FISH Mapping Clones
8a21

STS Markers on Genetic (blue) and Raciation Hubrid (b1ack) Maps

Gap’ Locat ions.

UCSC Gene Predictions Based on RefSeq, UniProt, GenBank, and Comparative Genomics

i
-
ol

111815900| 111815916 111815920] 111815930 111815946| 111815950| 111815960| 111815970] 111815980|

RefSeq Genes

F D

'S s i F o
[~ B < BEN S BEN T BN - RO - BRN - EEE

Non-Human RefSeq Genes

Mus AI317395

Hs. 232021

208070_5_at

Mannal cons

Mamnalian Gene Collection Full ORF MRNAS
Ensemb] (Build 43) Gene Predictions

UniGene Alignments

HS. 615705 [EE53

Alignnents of AFFUmetrix COnsensus/Exenplars from HG-U133 Flus 2.6

ertebrate Multiz Alignment & Pha: Conservation (25 Species)

Human TGGAGT CTCACGT TACARTTGAGT TAGCGACAT CA ACTAT Th GARATATTGTCTGATGTATTGT TTCCTTATT TTAATCAAGACTCTAGATH GGTGARTGTGT TCTTARAGGACTT: T AC ACACTAGA
Rhesus TGGAGTCTCACGT TACART TGAGT TAGT GACAT A ACTAT T ARATATTGTCTGAT CTATTGT TTCCTTATT TTARTCARGAC TCTAGATA: GTGARTGTGT TCTTARRGGACTT T ‘GARAGACARCG A ACACTAGA
Mouse: TTHBRGSCTCACHT TRCAAT TGAGT TAFCGACAT CA ACTAT TAC FARATATTGTT T1CTAAATTGT TTCA TCATT TARATC CAGACTCTAGH. TGARTGT TCTTCARGARCTT TTAAC ARAARGT GAAAGACARCG A ACCT TAGA

Dog TTGAAGTCTCACGT CACAAT TGAGT. AGGACT CTAGG TAGCGACAT A ACTAT GARATATTGTT TGATGTAATGT TTCC TTATTTTAATCAAGACTCT- ~ATH GGTGAATGTGT TCTTAARGGACTT T ACCCTAGA

Horse TTGGAGTCCCACGT TRCAAT TGAGT! AGT GACAT CA ACTAT GARATATTGTTTGATCTCTTGTTTC TTATTTTAATCAAGAC TCTAGACH GGTGAATGTET TCTTAARGGACTT T ACCCTAGA
Arnadilio TTGGAGTCT [ACGT TACAAT TGAGT! AGCGA AT CA ACTAT GARATATTGTT TGCTCTATCACTT (G TTATTTARATCARGACTCTAGATAT TATT TATTAGT GAATGTGT ACCAACTCTTARAGGACTT. s ACCCTAGA
Opossum TTGAAGECT TACHTTTCART TGAGT! TAAT GATAT CA ACTAT T GARATT TTGATTGATCTAATGETCCCTC TTTCCRATCAAGT 1 ACTT GACAT TATT TACTGHT GAATGTGT ACCAAT TCTTCAAGGACTT. TTC TARRARAGT GA A ATCCTAGA
Platupus TTGBAGTCT TACHT TCCAAT TGA! AGFAACHCTAGE TAAT GACAT CA ACTAT TAC AR GARTCATTGTCTACTCTACTGT TTACCARTTTT 17 CCAAGECTCTT GACH TATTAGTGAATET TCTTCRAAGAACTT. TTC TCARRRAGT GACAGACARCG A CTAGA
Lizard TTGAGTCT TACAT CACACT TGAGT AGGACH | TAGG TAAT GACAT CA CTCTTACA GERAATTTTATTGCT -~ ATTHCEE Lo LEottot tatcos TETATTGACGARTGT ACCAARCTCTTARRGAAR CTC TTC TRARARAGT GACAGRA CAA CTAGA
chicken TGGAGTCT TACAT CACAAT CGAGT: AGGACACTAGG TAAT GACAT CA ACTCTTCC AR ARAATTTACCCATARATTACCT GG TT AT AR TARCAR ACCCTTTACE GACBARTGTGT ACCARCTCCTARAGARATT. TTTATARARAGT GA CCAGA
¥_tropicalis TCGACCCTCACGT CACACT CAA AGAACACTATACAATGATCTCA ACCATCCCA FCARAATCGTT TG TTCTETTACTTCATAATTATGAGC TARATCC TETCTECTCATGARTGT TACTETT CAGT ARAACAARAC TCCTRAARGAAA T TCTTAARARAGT GARAGACT -1 GA CTAGA

Stickleback
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vertebrate MUItiz A1iONMent & CONServation (17 Species)
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NM_001031698_9: Human Chimp Rhesus Mouse Shrew

>Human chrl2 48314506-48314587

GTGCTGGAGTGGGGCTCCCAGGGAAGGTTTGGAGGGGGCTGGAGCGGGGCAGGCCCCATGACTCCCACCTGCTTCATTCCAG
=37.70 et (CCCCCCCa e (Comea s (CCCaa ClComea (el ((onnneeana)))e))))ee)))))))eeee))ea)))))))) (1
>Chimp chrl2 95293575-95302902

GTGCTGGAGTGGGGCTCCCAGGGAAGGTTTGGAGGGGGCTGGAGTGGGGCAGGCCCCATGACTCCCACCTGCTTCATTCCAG
=37.70 et (CCCCCCCa e (Comea e (CCCaa ClComea (el ((onnnnena)))e))))ee)))))))eeee))ea)))))))) (1
>Rhesus chrll 46775520-46775601

GTGCTGGAGTGGGGCTCCCAGGGAAGGTTTGGAGGGGGCTGGAGCAGGGCAGGCCCCATGACTCCCACCTGCTTCATTCCAG
=37.70 et (CCCCCCCa e (Comea s (CCCaaClComea (el ((onnneeana)))e))))ee)))))))eeee))ea)))))))) (1
>Mouse chrl5 99134966-99135046

-26.60

>Shrew

-35.64

chr1a: |

s Proron I NS
Danio prefisa

GTGCTGGGGATGGTGCTCCCAGGGAAGGCCTGGAGGGTTTGAAAGATAACAGGCTCTGAGACCTGTGCCTCTCTGCTCCAG
e e COCOOCe e COa e e e COCC e COCOOe e e (0Ceeeee))) e e)))) ) e)) e e ee)))) o)) o)) eeee)))))) 1

scaffold 2(4408-4487
GTGCTGGAGTGGGGCTCCTGAGTAGTCCTAGAGGGGGCTAGTGGTATGCAGGCCCCATGACCCTGCCTGCTCCATTCCAG
s CCCOOOOOOO0Ce e ee e e COCCe e e eee e e (CCCCCCa(Ceeeee))e))))))eeeeee))))=2)))))))))))) T

48314440|  48314450| 48314460 48314470| 48314450 48314490] 48314500  45314510] 48314520  48314530|  48314540] 48314550|  48314568]  48314570|

48314588] _ 48314530]

45314666]  48314510]  45314626]  45314530|  45314646]  45514650|  48314666]

——=5 GCCAGARCCAGAGAGGTCTGGCCTCAGT TGGAGCARCCGEGAGAAGGCARAGCAGGCATTCARGGARCTGCTGAGGEACAARGGTGCTGGAGT GEGGCTCCCAGGEARGGT TTGGAGGGEGCTGGAGCGEGECAGECCCCATGACTCCCACCTGCTTCATTCCAGGETGTCCCCTCCARTGCCTCATGGGAACAGECCATGARGATGGTGETCACCGACCCCCGT TACAGGTAGGCCTGEGCAGAGE

Chromosome Bands Localized by FISH Mapping Clones

I 12a13.12

STS Markers on Genetic (blue) and Radiation Hubrid (black) Maps
Gap Locat ions

UCSC Gene Predictions Based on RefSeq, UniProt, GenBank, and Comparative Genomics

RefSeq Genes

Non-Human RefSeq Genes

Manmalian Gene Collection Full ORF
BCOETI64
Ensenbl (Build 43) Gene Fredictions
ENST!
ENST00096341308
ENST!
n Gene Predictions
Genscan
C/D and H/ACA SnORNAS, SCARNAS and microRNAS from SMORNABase and miRBase

HS.33104

226966_at

Human mRNAS from GenBank

UniGene Alignments

ATignments of AFFUMETrix CONSensus/EXemplars from HG-U133 Flus 2.8

Vertebrate Multiz Alignment & FhastCons Conservation (25 Species)

Mammal Cons I I

Stickleback GCCAGAACT

Human GCCAGARCCAGAGAGETCTEGCCTCAGTTEEAGCARCCCEEAGARGECARAGCAGGCATTCARGEARCTGCTGAGGEACARGETECTGGAGTGEEECTCT
Rhesus GCCAGRACCAGAGAGGTCTEECCTCAGTT!
Mouse GCCAGRACCAGAG-GATCTGECCTCAGTTGEABCARCCGEEGAGAAGGCARANCAGEC T TTCARNGARCTGCTHAGGEACARGETECTEE

Honse B0 CAGARCC RO AONGE T CT B0CC T CAe T T GG GCAR T COe e AEAOGCARGC RGO CC TTCANG L C T TIAGEGACANGE TOCTO0C0RGEaEC TCCCATEOTAGE T CTOEATOO0ECTA0NG!
Armadi11o GCCCAGARCCAGARAGETCTGECCTCAGE

Opossun
Flatupus ACCAGLIECCARARAMACHTH

human o

T TG TGCTGGAGTGGGGCTCH T

Doz GCCAGARCCAGAGAGGTCTGECCTCAGT TEGAGCARCEGEGAGARGECAARGCAGGCC TTCARGEACCTGCTEAGEEACAAGGTGCCG! TGGAGGGEGECTGGA

CTGGCGGGEGCTGARGEGGEAGCAGGEEE T ATGAI

TTCARGGACCTGE TGCTG GGGGETCC

GAAGCARAGCAAGCATT TAAAGART TGCTGARAGACARGETAC==BC6T TGEGCTECTCGGGACGETCCGECBAGEECCGET CAGGEEACGEEETCC-TGR
SAGGCCARNCANGE TTTARNGARCTSCT ANGAIARGET CT
GAAARGGTATT
CTTCARGGACCTCCTAAAGGATARGETG===BT6TACTGTHA
GROCAGGCCARGOAGEECTTCARAGACCTOCTOARGOACARGET -~ GAGT COGGETE Goce

Vertebrate MUITiZ R1IAMENt & CONSErvation (17 SPecies)

CRoARG

K GTGCTGGAGTGGEGCTC TTT!
Simple Nucleotide wo.zsowv:.msm CebSNF build 126)

SNPs (126)

Repeating Elements by RepeatMasker

Unknoun
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Figure S2. Conserved Hairpin Structures and Sequence of the Conserved Mammalian Mirtron, mir-1225

mir-1225

>Human chrl6é 2080196-2080285
GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGGCTCTGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG

=48.20 L (CCCea COCEa O 00 Ce e Claa (e a CCCCCECCaa)IIIIII))) e a)) e )) e )) e )))))))))) o) ))) . ()

>Chimp chrl6é 2186743-2186832
GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGGCTCTGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG
=48.20 L (CCCaa COCCa COCa CO00Caa CCaa CCaa e COCCCCCCCCaaa)))))) eea))eea))ea))eea))))))a))))e)))) e 1]

>Rhesus chr20 2081736-2081825
GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGGCTCTGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG
=48.20 L (CCCa e COCCa COCa CO00Ca e (o CCaa e COCCCCCCCCaa)))I))) eea))eea))ea))ee))))))))))e)))) e 1)

>Cow chr25 61293-61385
GTGGGTACGGCCCAGGGGGGGAGAGGGACGCACCCTGGGCCCAGCAGAGCCCAGGGCGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG
=53.00 L (000 (OO OO COaa Caa e 0O leeennnny 1)) )) e )) e )) e )) e e)))))) ) ))) ) ))) . T

>Dog chré 38736837-38736931
GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACACCCTGGGCCCAGGTGAGCCCAGGGTGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG

=51.40 (000 0O e e e Clea COea e COCOCCCleennenn I e )) e )) e )) e e)))))) ) ))) e)))) . T

>Hedgehog scaffold 375456 27864-27955
GTGGGTACGGCCCAGTGGGGGGGAGAGGGACGCCCTGGGCCCACGTAGCCCGGGGCGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG

=51.20 L (OG- (OO 000 0O e (e L e I e )) e )) e )) e )))))) ) ))) ) ))) e T

>Horse chrUn 73886090-73886184
GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGGCTCAGGTGAGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG
=54.60 L (CCCe (OO0 COOCe e (e (e e COCCEEEECCeeaa))IIIIII)) ee)) e ))e))eea))))))))))e)))) . [

>Mouse chrl?7 70854749-70854842
GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACACCCTGGGTCTCGCGAGCCCAGGGTGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG
=49.90 L (O OO OO OO e (O CO e e COCCECOCa eI ) ee)) e )) e )) e ea)))))) ) )) ea)))) .

>Rat chrlo 96872038-96872131
GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACACCCTGGGTCTCGCGAGCCCAGGGTGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG

=49.90 L (O OO0 OO OO e (e CCa e COCCOEOCa Cee )N ) ee)) e )) e )) e ea))))) ) ) )) ea)))) e

Chimp GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGG-CTC-———— TGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG
Dog GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACACCCTGGG-CCCAGGTGAGCCCAGGGTGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG
Horse GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGG-CTCAGGTGAGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG
Human GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGG-CTC———-—— TGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG
Mouse GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACACCCTGGGTCTC--GCGAGCCCAGGGTGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG
Rat GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACACCCTGGGTCTC-~-GCGAGCCCAGGGTGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG
Rhesus GTGGGTACGGCCCAGTGGGGGGGAGAGGGACACGCCCTGGG-CTC-———— TGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAG
Cow GTGGGTACGGCCCAG--GGGGGGAGAGGGACGCACCCTGGG-CCCAGCAGAGCCCAGGGCGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG
Hedgehog GTGGGTACGGCCCAGTGGGGGGGAGAGGGACG--CCCTGGG-CCCACG-TAGCCCGGGGCGCAGCCGGACTGACCGAGCCCCTGTGCCGCCCCCAG

Kk kkk kK Kk Kk KKKk kKK Kk Kk Kk kKK kKK kKK KhkKkKk kKK K K Khkhkk KAk KAKKAKhKAKAAAK* KhAkAAh kA kA Ak kA Xk &k * k%



Figure S3. Small RNA Libraries Used For Mirtron Discovery.

library
mouse_lib1
human_lib1
human_lib2
human_lib3
human_lib4
human_lib7
human_lib8
chimp_libPTO
human_libHO
human_libH1
human_libH2
human_libH3
human_libH4
human_libH5
human_libH6
human_libH7
human_libH8
human_libH9
human_libH10
human_libH11
human_libH12
human_libH13
human_libH14
human_libH15
macaque_lib1
macaque_lib2
macaque_lib3
macaque_lib4
macaque_lib5
macaque_lib6
macaque_lib7
macaque_lib8
macaque_lib9
macaque_lib10
macaque_lib11
macaque_lib12
macaque_lib13
macaque_lib14
macaque_lib15

1. Berezikov et al. Genome Research 16, 1289-1298.

mapped
reads

23703
5476
3202
2177
3265
11939
3490
153316
118275
24167
18613
44954
48351
22352
33855
44521
35007
44337
21306
38095
35052
43885
21648
39199
25856
37528
37922
44343
28875
39652
30530
38037
34601
27400
23220
41084
26796
24731
33140
1,333,900

Description
brain

brain

skin

heart

lung

umbilical cord blood-derived endothelial progenitor cells
foreskin-derived microvascular endothelial cells

mix of brain regions
fetal brain

amygdale

cerebellum

cingulate gyrus
superior frontal gyrus
superior occipital gyrus
medial temporalis gyrus
Hippocampus
hypothalamus

locus coeruleus
superior parietal gyrus
substantia nigra
spinal-cord

thalamus (pulvinar)
caudate nucleus
putamen

superior frontal gyrus
medial temporalis gyrus
superior occipital gyrus
superior parietal gyrus
hippocampus
cerebellum

cingulate gyrus
substantia nigra
caudate nucleus
putamen

locus coeruleus
amygdale

thalamus (pulvinar)
spinal-cord
hypothalamus

2. Berezikov et al. Nat Genet 38, 1375-1377.
3. Berezikov et al. Manuscript in preparation.

reference

WWWWWWWWWWWwLWwWwWwWwWwWwWwWwLwWwWwWwWLwWwWwWwLwWwWwNN-_A A aa aa



Figure S4. List of Officially Recognized Mammalian Mirtrons and the Extent of Their Cloning Evidence.

classI: miR/miR*cloned from multiple mammals and conserved across mammals

# mir-877
# arms: 2

4 species: 4

# libraries: 32

# reads: 148

hsa e COCCCC L O o eeeeeeee.
hsa AGAAGGT. TGGCGCAGGGGACACGGGC,

SOCCCCEeeta ey 110999990 2)))))))))))-)-)))))))) -
GACTTGGGGGTTCCTGGGACCCTCAGACGTGTGTCCTCTTCTCCCTCCTCCCAGGTGTA

hsa >>>>

. .GTAGAGGAGATGGCGCAGGGGAC

hsa . .GTAGAGGAGATGGCGCAGG .
hsa . .GTAGAGGAGATGGCGCAGGGGAC
hsa . .GTAGAGGAGATGGCGCAGGG. . .
hsa ... TAGAGGAGATGGCGCAGGG. . .
hsa . .GTAGAGGAGATGGCGCAGGGGAC
hsa . .GTAGAGGAGATGGCGCAGGG.

hsa - . GTAGAGGAGATGGCGCAGGGG. .
hsa . .GTAGAGGAGATGGCGCAGG. . . .
hsa . .GTAGAGGAGATGGCGCAGGG. . .
hsa . .GTAGAGGAGATGGCGCAGGGG. .

hsa . ..TAGAGGAGATGGCGCAGGGGAC
hsa . .GTAGAGGAGATGGCGCAGGGGA .
hsa . .GTAGAGGAGATGGCGCAGG. . . .
hsa - GTAGAGGAGATGGCGCAGGGG. .
hsa
hsa
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human_1ibHO
human_1ibH1
human_1ibH1
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>>>>>

. 1 chimp_libPTO
. 1 chimp_libPTO

hsa .

hsa . .GTAGAGGAGATGGCGCAGGGGACA.

hsa . .GTAGAGGAGATGGCGCAGGGGAC

hsa . .GTAGAGGAGATGGCGCAGGGG. .

hsa . .GTAGAGGAGATGGCGCAGGGG. .

hsa . .GTAGAGGAGATGGCGCAGGG. . .

hsa - . GTAGAGGAGATGGCGCAGG. . . .

hsa . .GTAGAGGAGATGGCGCAGGGGAC

hsa - . GTAGAGGAGATGGCGCAGGGG. .

hsa . .GTAGAGGAGATGGCGCAGG

hsa . .GTAGAGGAGATGGCGCAGG. . . .

hsa . .GTAGAGGAGATGGCGCAGGGG. .

hsa - . . TAGAGGAGATGGCGCAGGG. . .

hsa . .GTAGAGGAGATGGCGCAGGGG. .

hsa . .GTAGAGGAGATGGCGCAGG. . . .

hsa . .GTAGAGGAGATGGCGCAGGG. . .

hsa . .GTAGAGGAGATGGCGCAGGGG. .

hsa . . . . . . - .. TCCTCTTCTCCCTCCTCCCAG.
ptr PR N N N e N S N C COCCeeeete ... 1)) ) )))))))))) =) -)))))))) -
ptr AGAAGGT. TGGCGCAGGGGACATGGG! GACTTGGGGGTTCCTGGGACCCTCAGACGTGTGTCCTCTTCTCCCTCCTCCCAGGTGTA
ptr  >>>>

ptr . .GTAGAGGAGATGGCGCAGG . . . . .

<12 . . . . « .. TCCTCTTCTCCCTCCTCCCAG.
mml R N e e e 1)))0)))) «e)))))))))) ) )))))))) e

mml AGAAGGTAGAGGAGATGGCGCAGGGGACACGGGC'

TAAGACTC! TTCCTGGGACCCTCAGACATGTGTCCTCTTCTCCCTCCTCCCAGGTGTA

mml  >>>>

mml . .GTAGAGGAGATGGCGCAGGG. . .
mml . .GTAGAGGAGATGGCGCAGGGG. .
mml . .GTAGAGGAGATGGCGCAGGGG. .
mml . .GTAGAGGAGATGGCGCAGGGG. .

. .GTAGAGGAGATGGCGCAGGG. . .
. .GTAGAGGAGATGGCGCAGGGGAC
. .GTAGAGGAGATGGCGCAG

mml . .GTAGAGGAGATGGCGCAGGGGA .
mml . .GTAGAGGAGATGGCGCAGG. . . .
mml . .GTAGAGGAGATGGCGCAGGGGACA.
mml . .GTAGAGGAGATGGCGCAGGGGA .
mml . .GTAGAGGAGATGGCGCAGGGGAC
mml . .GTAGAGGAGATGGCGCAGGGG. .
mml . .GTAGAGGAGATGGCGCAG

mml . .GTAGAGGAGATGGCGCAGGGG. .
mml . .GTAGAGGAGATGGCGCAGG .
mml . .GTAGAGGAGATGGCGCAG.

mml . .GTAGAGGAGATGGCGCAGGG. . .
mml . .GTAGAGGAGATGGCGCAGGGGA .
mml . .GTAGAGGAGATGGCGCAGG. . . .
mml . .GTAGAGGAGATGGCGCAGGGGAC
mml . .GTAGAGGAGATGGCGCAGGGGAC
mml . .GTAGAGGAGATGGCGCAGGGG. .

>>>>>
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macaque_libll
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macaque_libll
macaque_libll
macaque_1ibll
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macaque_libl2
macaque_1ib12
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>>>>>

mml . .GTAGAGGAGATGGCGCAGGG.

mml . .GTAGAGGAGATGGCGCAGG. .. .

mml . .GTAGAGGAGATGGCGCAGGGGAC

mml . .GTAGAGGAGATGGCGCAGGG. . .

mml . .GTAGAGGAGATGGCGCAGG. . . .

mml . .GTAGAGGAGATGGCGCAGGGG. .

mml . .GTAGAGGAGATGGCGCAGGGGA .

mml . .GTAGAGGAGATGGCGCAGGGGAC

mml . .GTAGAGGAGATGGCGCAGGGG. .

mml . .GTAGAGGAGATGGCGCAGGG. . .

mml . .GTAGAGGAGATGGCGCAGGGGAC

mml . .GTAGAGGAGATGGCGCAGGGGA .

mml . .GTAGAGGAGATGGCGCAGG. .. .

mml . .GTAGAGGAGATGGCGCAGGG. . .

mml . .GTAGAGGAGATGGCGCAGGGG. .

mml  ......... AGGAGATGGCGCAGGGGACA.

mml . .GTAGAGGAGATGGCGCAGG. . . .

mml . .GTAGAGGAGATGGCGCAGGGGAC

mml . .GTAGAGGAGATGGCGCAGGGGA.

mml . .GTAGAGGAGATGGCGCAGGGGAC

mml . .GTAGAGGAGATGGCGCAGGGG. .

mml . .GTAGAGGAGATGGCGCAGGGGAC . . . . . . . . . . . . . . . . .
mmu E OO O O G o O O O O O Y O B e R T B B B B (R R DR RS RO DDRR R DI
mmu  AAAAGGT. TGGCGCAGGGGACACAAGGTAGGCCTTGCGGGTCTGTGG-ACCCTTGGACATGTGTCCTCTTCTCCCTCCTCCCAGGTGTA
mmu o >>>>

mmu ... GTAGAGGAGATGGCGCAGGG. + v v v v v v

hsa chromosome:6:30660083:30660178:1
discoidin domain receptor 1) (Tyrosine

ptr chromosome:6:31202460:31202555:1
stimulated ABC protein). [Source:Unipro
mml chromosome:4:30166017:30166112:1
[Source:Uniprot/SPTREMBL; Acc:Q5TM60]
mmu chromosome:17:35568778:35568872:-1
[Source:MarkerSymbol;Acc:MGI:1351658]

.............................................................. 3 mouse_libl
ENST00000376575 ENSG00000204580 DDR1 Epithelial discoidin domain-containing receptor 1 precursor

(EC 2.7.10.1)

kinase DDR) (Discoidin receptor tyrosine kinase) (Tyrosine-protein kinase CAK) (Cell adhesion kinase) (TRK E
tyrosine ki [Source:Uniprot/SWISSPROT;Acc:Q08345

ENSPTRT00000033105 ENSPTRG00000017930 ABCF1l ATP-binding cassette sub-family F member 1 (ATP-binding cassette 50

t/SWISSPROT;Acc:Q8NET71]

ENSMMUT 661 ENSMMU 1886 Q5TM60_MACMU ATP-binding cassette, sub-family F (GCN20), member 1.

ENSMUST00000087205 ENSMUSG00000038762 Abcfl ATP-binding cassette, sub-family F (GCN20), member 1

(Epithelial

(Protein-

(TNF-alpha-



mir-1224
arms: 2
species: 4
libraries: 29

# reads: 232
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hsa
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ptr
ptr
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ptr
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ptr
ptr
ptr
ptr
ptr
mml
mml
mml
mml

OO OO O O e CCCee e a)) ) e GO ) ) ) ea) ) )0 ) 0000 ) ) e ) )))) )
CCTTGGTGAGGACTCGGGAGGTGGAGGGTGGTGCCGCCGGGGCCGG-GCGCTGTTTCAGCTCGCTTCTCCCCCCACCTCCTCTCTCCTCAGGTGCG
>>>> >>>>>
. .GTGAGGACTCGGGAGGTGGAG. .
- . GTGAGGACTCGGGAGGTGG. . . .

...CCCCACCTCCTCTCTCCTCAG.
. .CCCCCACCTCCTCTCTCCTC. . .

. .CCCCCACCTCCTCTCTCCTCA. .
...CCCCACCTCCTCTCTCCTCAG.
...CCCCACCTCCTCTCTCCTCA. .
. .CCCCCACCTCCTCTCTCCTCAG.

.GTGAGGACTCGGGAGGTGGAG. .

CCCCACCTCCTCTCTCCTCAG.

. . GTGAGGACTCGGGAGGTGGAGGG
- . GTGAGGACTCGGGAGGTGG
. .GTGAGGACTCGGGAGGTGGAGGGT .
. .GTGAGGACTCGGGAGGTGGAGG .
. .GTGAGGACTCGGGAGGTG. . ...
. .GTGAGGACTCGGGAGGTGGAGGG
. .GTGAGGACTCGGGAGGTGG. . . .
. .GTGAGGACTCGGGAGGTGGAG. .
- .. ..GTGAGGACTCGGGAGGTGG

CCCCACCTCCTCTCTCCTCAG.

. .CCCCCACCTCCTCTCTCCTCAG.

. .GTGAGGACTCGGGAGGTGGAG. .

...CCCCACCTCCTCTCTCCTC. ..
...CCCCACCTCCTCTCTCCTCAG.

. .GTGAGGACTCGGGAGGTGG. . . .
. . GTGAGGACTCGGGAGGTGGAGGG

. . GTGAGGACTCGGGAGGTGG -
- . GTGAGGACTCGGGAGGTGGAGGG
- . GTGAGGACTCGGGAGGTGG
. .GTGAGGACTCGGGAGGTGGAGGG
. .GTGAGGACTCGGGAGGTGG. . . .
. .GTGAGGACTCGGGAGGTGGAGG .
. .GTGAGGACTCGGGAGGTGGAGGG
. .GTGAGGACTCGGGAGGTGGA. . .
. .GTGAGGACTCGGGAGGTGGAGGGT. . .
- . GTGAGGACTCGGGAGGTGGAG. .

CCCCACCTCCTCTCTCCTCAG.

. . GTGAGGACTCGGGAGGTGGAGGGT . . . . .
B O N N S N O N N N PR A T A 1)) e GO ) ))) ) ) 2)) ) )) 000D ) )Y ) ) ) ))
CCTTGGTGAGGACTCGGGAGGTGGAGGGTGGTGCCGCCGGGEGCCGG-GCGCTGTTTCAGCTCGCTTCTCCCCCCACCTCCTCTCTCCTCAGGTGCG
>>>> >>>>>
...CCCCACCTCCTCTCTCCTCAG. .

. .GTGAGGACTCGGGAGGTGGAGGGT .
. . GTGAGGACTCGGGAGGTGG

. .GTGAGGACTCGGGAGGTGGAGGG . . . . .

B O O O o O L O O O G P G N G SO0 D)) ) ) ) )) )
CCCTGGTGAGGACTC GGTGGA TGGCGCCGCC CCAG-GCGCTGTCT CTCGCTTCTCCCCCCACCTCCTCTCTCCTCAGGTGCG
>>>>] >>>>>

. .GTGAGGACTCGGGAGGTGGAG. . . .

. .GTGAGGACTCGGGAGGTGGAGGGT .
. .GTGAGGACTCGGGAGGTGGAGG .
. .GTGAGGACTCGGGAGGTGG. . . .
. . GTGAGGACTCGGGAGGTGGAGGGT .
. .GTGAGGACTCGGGAGGTGGAGGG
- . GTGAGGACTCGGGAGGTGGAGG .
. .GTGAGGACTCGGGAGGTGGAG. .
. .GTGAGGACTCGGGAGGTGG. .
. .GTGAGGACTCGGGAGGTGGAG. .
. . GTGAGGACTCGGGAGGTGGAGGG
. .GTGAGGACTCGGGAGGTG

«....GTGAGGACTCGGGAGGTGGAGGGT .

. .GTGAGGACTCGGGAGGTGGAGG.
- . GTGAGGACTCGGGAGGTGGAGG .
. .GTGAGGACTCGGGAGGTGG. . . .
. .GTGAGGACTCGGGAGGTGGAGG. . .
. .GTGAGGACTCGGGAGGTGGAGGGT .
. .GTGAGGACTCGGGAGGTGG
. .GTGAGGACTCGGGAGGTGGAG. .
. . GTGAGGACTCGGGAGGTGG -
- . GTGAGGACTCGGGAGGTGGAG. .
. .GTGAGGACTCGGGAGGTGGAGGGT .
- . GTGAGGACTCGGGAGGTGGAGGG
. .GTGAGGACTCGGGAGGTGGAGG.
.GTGAGGACTCGGGAGGTGGA. . .

CCCCACCTCCTCTCTCCTCAG.

. .GTGAGGACTCGGGAGGTGG. . . .
. . GTGAGGACTCGGGAGGTGGAGG .
. .GTGAGGACTCGGGAGGTGGA. . .

CCCCACCTCCTCTCTCCTCAG.

- . GTGAGGACTCGGGAGGTGGAG. .
. .GTGAGGACTCGGGAGGTGGAGGG
. .GTGAGGACTCGGGAGGTGGAG. .
. .GTGAGGACTCGGGAGGTGGAGGG
. .GTGAGGACTCGGGAGGTGG

CCCCACCTCCTCTCTCCTCAG.

. . GTGAGGACTCGGGAGGTGGAGGG
. .GTGAGGACTCGGGAGGTGGAGG .
. .GTGAGGACTCGGGAGGTGG. . . .
- . GTGAGGACTCGGGAGGTGGAGGG
. .GTGAGGACTCGGGAGGTGGAG. . . .
. . GTGAGGACTCGGGAGGTGGAGGGT .
. .GTGAGGACTCGGGAGGTGGAG. . . .
. .GTGAGGACTCGGGAGGTGGAGGG
. .GTGAGGACTCGGGAGGTGG. . . .
. .GTGAGGACTCGGGAGGTGGAGG .

. . GTGAGGACTCGGGAGGTGGAGGG
- . GTGAGGACTCGGGAGGTGG. . . .
. . GTGAGGACTCGGGAGGTGGAGG . - - - - - - - - - - -
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1 mouse_libl

EG328644 [Source:MarkerSymbol;Acc:MGI:3646631



# mir-1225
# arms: 2

# species: 2

# libraries: 5
#

reads: 7
OO OO OO O O (e (OO a))))))))) ) e ) ) e ) ) we)) eee))))) ) 2)))) - 2)))) . minimum free energy = -48.2 kcal/mol
hsa AGGAGGT TACGGCCCAGT GAGGGACACGCCCTGGGCTCTGCCC TGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAGTTCCG
hsa >>>> >>>>>

hsa . . . . . . . . TGAGCCCCTGTGCCGCCCCCAGT.... 1 human 1ibH11
hsa . .GTGGGTACGGCCCAGTGGGGGG . . 1 human_libH6
hsa .....GTGGGTACGGCCCAGTGGGGGGG . . . 1 human_libH6
mml SO )))).(((((((((.((((...((((((((((...))))))))))..((((( ..... ))).)))))).).)).)))))).

mml AGGAGGT TACGGCCCAGT CGCCCTGGGCTCTGCCCAGGGTGCAGCCGGACTGACTGAGCCCCTGTGCCGCCCCCAGTTCCG

mml  >>>> >>>>>

mml . .GTGGGTACGGCCCAGTGG . . . 1 macaque_lib9
mml . . GTGGGTACGGCCCAGTGGG - . 1 macaque_lib9
mml ..GTGGGTACGGCCCAGTGGGGG.. e Lttt . 1 macaque_libll
MMl e .CTGAGCCCCTGTGCCGCCCCCAGT 1 macaque_libl4

hsa chromosome:16:2080192:2080291:-1 ENST00000382481 ENSG00000008710 PKD1 Polycystin-1 precursor (Autosomal dominant polycystic kidney disease protein 1).
[Source:Uniprot/SWISSPROT;Acc:P98161]

mml chromosome:20:2081732:2081831:-1 ENSMMUT00000039661 ENSMMUG00000029264 PKD1 Polycystin-1 precursor (Autosomal dominant polycystic kidney disease protein 1).
[Source:Uniprot/SWISSPROT;Acc:P98161]

class 2: miR/miR* cloned from multiple primates and conserved in primates

# mir-1226
# arms: 2
# species: 3
# libraries: 32
# reads: 216
hsa B O O O O O O e O O N O O A S T G P V) eeenn 13))))00))))) ) ) )) ..
hsa AACAGGTGAGGGCATGCAGGCCT T C. CT T TCC. T CCTCACCAGCCCTGTGTTCCCTAGGGAGG
hsa >>>> >>>>>
hsa TCACCAGCCCTGTGTTCCCT 1 human_libHO
hsa . ICACCAGCCCTGTGITCCCTAG. .... 3 human_libH1
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 4 human_libH10
hsa .. .TCACCAGCCCTGTGTTCCCT....... 3 human_libH10
hsa .. .TCACCAGCCCTGTGTTCCCT....... 5 human_libH11l
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 5 human_libH11
hsa .. .TCACCAGCCCTGTGTTCCCTA...... 1 human_libHI11l
hsa CACCAGCCCTGTGTTCCCTAG 1 human_libH11
hsa .. .TCACCAGCCCTGTGTTCCCTAG. .... 10 human_libH12
hsa .. . TCACCAGCCCTGTGTTCCCTA. 1 human_libH12
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 5 human_libH13
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 5 human_libH14
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 11 human_libH15
hsa .. .TCACCAGCCCTGTGTTCCCT....... 4 human_libH15
hsa .. .TCACCAGCCCTGTGTTCCCTAGG.... 1 human_libH15
hsa .. .TCACCAGCCCTGTGTTCCCTA...... 1 human_libH15
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 1 human_libH2
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 5 human_libH3
hsa TCACCAGCCCTGTGTTCCCTAGG . 1 human_libH3
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 4 human_libH4
hsa .. . TCACCAGCCCTGTGTTCCCT. . 1 human_libH4
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 5 human_libH5
hsa .. .TCACCAGCCCTGTGTTCCCTA...... 1 human_libH5
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 8 human_libH6
hsa .. .TCACCAGCCCTGTGTTCCCTA...... 1 human_libH6
hsa .. .TCACCAGCCCTGTGTTCCCT....... 1 human_libH6
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 8 human_libH7
hsa TCACCAGCCCTGTGTTCCCTA. 6 human_libH7
hsa . .. 8 human_libHO
hsa . TCACCAGCCCTGTGTTCCCT. . 1 human_libH7
hsa .. .TCACCAGCCCTGTGTTCCCTA...... 5 human_libHO
hsa .. .TCACCAGCCCTGTGTTCCCTAGG.... 1 human_libH7
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 7 human_libH8
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 12 human_libH9
hsa .. .TCACCAGCCCTGTGTTCCCTAG..... 3 human_libHO
hsa «..TCACCAGCCCTGTGTTCCCT. . .. 2 human_libH9
hsa . TCACCAGCCCTGTGTTCCCTA...... 1 human_libH9
hsaUCACCAGCCCUGUGUUCCCUAG .o 4 landgraf
ptr (((( ((((((( (((( (((((( ((( (. 2D ))) 1)))))))))))))))) )
ptr AACAGGTGAGGGCATGCAGGCCTGEATGGGGCAGCTGAGATGGTCCARAAGGGTGGCCTCACCAGCCCTGTGTTCCCTAGGGAGG
ptr  >>>> >>>>>
ptr A “ieiiiii.......TCACCAGCCCTGTGTTCCCTAG..... 4 chimp_libPTO
mml OO OO OO0 Cee00ea 00 (. ). 13000 ) )) ..
mml  AACAGGTGAGGGCATGCAGGCCTGGATGGGGCAGCTGGGATGGTCCARAAGGGTGGCCTCACCAGCCCTGTGTTCCCTAGGGAGG
mml  >>>> >>>>>
mml 1 macaque_libl0
mml 3 macaque_libll
mml TCACCAGCCCTGTGTTCCCT. . 2 macaque_libll
mml TCACCAGCCCTGTGTTCCCTAG..... 3 macaque_libl2
mml .. . TCACCAGCCCTGTGTTCCCTAG 2 macaque_libl
mml .. .TCACCAGCCCTGTGTTCCCT....... 1 macaque_libl2
mml . .TCACCAGCCCTGTGTTCCCTAG..... 8 macaque_libl3
mml TCACCAGCCCTGTGTTCCCT....... 1 macaque_libl
mml TCACCAGCCCTGTGTTCCCTA...... 1 macaque_libl3
mml TCACCAGCCCTGTGTTCCCT....... 2 macaque_libl4
mml TCACCAGCCCTGTGTTCCCTA...... 1 macaque_libl4
mml .. . TCACCAGCCCTGTGTTCCCTAG 3 macaque_libl5
mml .. .TCACCAGCCCTGTGTTCCCT....... 2 macaque_libl5
mml . TCACCAGCCCTGTGTTCCCTA. 1 macaque_lib2
mml .. .TCACCAGCCCTGTGTTCCCTAG..... 6 macaque_lib3
mml .. .TCACCAGCCCTGTGTTCCCTA...... 1 macaque_lib3
mml .. .TCACCAGCCCTGTGTTCCCTAG..... 1 macaque_lib4
mml .. .TCACCAGCCCTGTGTTCCCTAG..... 3 macaque_lib5
mml .. .TCACCAGCCCTGTGTTCCCTA...... 1 macaque_lib5
mml ... TCACCAGCCCTGTGTTCCCTAG .. 3 macaque_libé6
mml . TCACCAGCCCTGTGTTCCCTAG 4 macaque_libl0
mml «..TCACCAGCCCTGTGTTCCCTA. .. 1 macaque_libé6
mml .. . TCACCAGCCCTGTGTTCCCTAG 7 macaque_lib7
mml .. .TCACCAGCCCTGTGTTCCCTA...... 3 macaque_libl0
mml .. .TCACCAGCCCTGTGTTCCCTA...... 1 macaque_lib7
mml .. .TCACCAGCCCTGTGTTCCCTA...... 2 macaque_lib8
mml .. .TCACCAGCCCTGTGTTCCCTAG..... 1 macaque_lib8
mml ... .CACCAGCCCTGTGTTCCCTAG..... 1 macaque_libl0
mml TCACCAGCCCTGTGTTCCCTAG .. 2 macaque_lib9
L . . TCACCAGCCCTGTGTTCCCT. . 1 macaque_lib9
hsa chromosome:3:47866044:47866128:1 ENSTOOOOO348968 ENSGOOOOOI32153 DHX30 Putative ATP dependent RNA helicase DHX30 (EC 3.6.1.-) (DEAH box protein 30).
[Source:Uniprot/SWISSPROT;Acc:Q7L2E3]
ptr chromosome:3:48940685:48940769:1 ENSPTRT00000027823 ENSPTRG00000014877 DHX30 Putative ATP-dependent RNA helicase DHX30 (EC 3.6.1.-) (DEAH box protein 30).
[Source:Uniprot/SWISSPROT;Acc:Q7L2E3]
mml chromosome:2:88663196:88663280:-1 ENSMMUT00000005404 ENSMMUG00000003820 DHX30 Putative ATP-dependent RNA helicase DHX30 (EC 3.6.1.-) (DEAH box protein 30).

[Source:Uniprot/SWISSPROT; Acc:Q7L2E3]



# mir-1227

4 arms: 2

# species: 2

# libraries: 5

# reads: 6

hsa B O O O O O O O O O O O O O O O O O O Y 1I)))) ) e 1)) ) e ) ) ))))

hsa GCCAGGT CAGGCGGTGGT CTGCT T CAGCAGCCATGCAGAGCGGGCATTTGACCCCGTGCCACCCTTTTCCCCAGCTACG
hsa >>>3> >>>>>
BISE  wt et e e e e e e e e e CGTGCCACCCTTTTCCCCAG. .« . . .
hsa . .CGTGCCACCCTTTTCCCCAG. ....
hsa «.....CGTGCCACCCTTTTCCCCAG.

hsa . . . . . . . . . . . . . . .CGTGCCACCCTTTTCCCCAG.

mml CCCCe. D)9 (O COCCCCOC (200000 D)) e e ))))) 2 )))) 2 ))))) -

mml GCCAGGT CAGGCGGTGGT CCGCT T CAGCAGCCATGCAGAGCAGGCAGCTGACCCCGTGCCATCCTCTTCCCCAGCTACG
mml S>> >>>>>
mml ..... GTGGGGCCAGGCGGTGGTGG. e e e e v et eeeeeeeenoncooooooooooosanaaaaaaaassasssssassassssssasssnsnnnnnns
hsa chromosome:19:2185056:218515

[Source:RefSeq_peptide;Ac

mml

chromosome:19:203426

[Source:RefSeq_peptide;Acc:NP_060519

class 3: single species loci with multiclone confidence classification

mir-1228
arms: 2
species: 1
libraries: 6

# reads: 6

hsa

D OO O O O O O O O A O I OO 1)))))))) )N ) e
CCCAGGTGGGCGGGGGCAGGTGTGTGGTGGGTGGTGGCCTGCGGTGAGCAGGGCCCTCACACCTGCCTCGCCCCCCAGGTGTG
>>>> >>>>>
.. TCACACCTGCCTCGCCCCCC
CCTCACACCTGCCTCGCCCCC.
. TCACACCTGCCTCGCCCCCC
CCTCACACCTGCCTCGCCCCCCA.
. .TCACACCTGCCTCGCCCCCC. .

human_1ibH12
human_1ibH14
human_1ibH15
human_1ibH3
human_1ibH6
1 human_libH9

RS-

human_1ibHO
human_1ibH1
human_1ibH3
human_1ibH4

macaque_lib8

ENST00000326631 ENSG00000104886 PLEKHJl pleckstrin homology domain containing, family J member 1

ENSMMUT00000014112 ENSMMUG00000010109 PLEKHJ1l pleckstrin homology domain containing, family J member 1

chromosome: 1 5874549:55874631:1 ENST00000338962 ENSG00000123384 LRP1 Low-density lipoprotein receptor-related protein 1 precursor (LRP) (Alpha-2-

macroglobulin receptor) (A2MR) (Apolipoprotein E receptor) (APOER) (CD91 antigen). [Source:Uniprot/SWISSPROT;Acc:Q07954

# mir-1229

# arms: 1

# species: 1

# libraries: 10

# reads: 16

hsa [ R O N N N N N N A TR 1)) ee)))))))) ) ) )N ) .

hsa GATCGGTGGGTAGGGTTT GAGCGTGGGCTGGGGTTCAGGGACACCCTCTCACCACTGCCCTCCCACAGGCTCC

hsa >>>> >>>>>

2 CTCTCACCACTGCCCTCCCACAG. . ... 1 human_libHO
hsa .CTCTCACCACTGCCCTCCCAC. ... human_libH10
hsa .CTCTCACCACTGCCCTCCCACAG. . human_libHI11
hsa .CTCTCACCACTGCCCTCCCACAG. . human_libH13
hsa CTCTCACCACTGCCCTCCCACAG. . human_libH15
hsa CTCTCACCACTGCCCTCCCAC human_1ibH2
hsa CTCTCACCACTGCCCTCCCAC human_libH4
hsa . TCTCACCACTGCCCTCCCAC. ... human_libH4
hsa .CTCTCACCACTGCCCTCCCAC. . human_libH6
hsa CTCTCACCACTGCCCTCCCAC human_1ibH7
hsa CTCTCACCACTGCCCTCCCAC . human_libH9
hsa .... - - - - - - - - - - - . TCTCACCACTGCCCTCCCACAG..... 1 human_libH9
hsa chromosome:5:179157879:179157957 ENST00000376937 ENSG00000161013 MGAT4B mannosyl (alpha-1,3-)-glycoprotein beta-1,4-N-acetylglucosaminyltransferase,

isoenzyme B isoform 1 [Source:RefSeq peptide;Acc:NP_055090]

mir-1230

arm:

1

libraries: 4

reads: 4

mml B O O O O O G O O o O O Y O V) ) e 13))))) =) ) ) ) ) .

mml GCAAGGT T CATCTC GGAGGT TGTGGCGCCCAGCGGATGACTCCGAGCGGCTCCTTTCCCAGGTGTT

mml  >>>> >>>>>

mml ..... GTGGGTGGGGG AT CTCGGA . « v ittt it ittt ettt eeeeeeeeeeeeeseeeeseeseneeenesennennnnns 1 macaque_libl2
mml . .GTGGGTGGGGGCATCTCGGAGGAGG. . 1 macaque_libl
mml . .GTGGGTGGGGGCATCTCGGAG. . 1 macaque_lib5
mml .....GTGGGTGGGGGCATCTCGGA. .. . . .... 1 macaque_lib9
mml scaffold:1099548049615:28157:28239:1 ENSMMUT 657 ENSMMU 451 GRINA glutamate receptor

[Source:RefSeq_peptide;Acc:

#
#
# species: 1
#
#

P_000828]

# mir-1231

# arms: 1

# species: 1

# libraries: 3

ionotropic, N-methyl D-asparate-associated protein 1

1 human_libH10
1 human_libH12
1 human_libH9

# reads: 3

hsa ...l COCCCCCOOOEEa e COOOEa e CO0E 000 (000 1)) e 1)))eee))))e)))))NNNN)) L)) )

hsa TGCAGGTCAGTGTCTGGGCGGACAGCTGCAGGAAAGGGAAGACCAAGGCTTGCTGTCTGTCCAGTCTGCCACCCTACCCTGTCTGTTCTTGCCACAGTTGGA

hsa >>>> >>>>>

hsa . .

hsa . - . . TGTCTGGGCGGACAGCTGC .

hsa .... . .GTGTCTGGGCGGACAGCTGC. . . . . . . . . . . . . . . . . . .

hsa chromosome:1:200044357:200044458:1 ENST00000367302 ENSG00000134369 NAV1 neuron navigator 1 [Source:RefSeq peptide;Acc:NP_065176

mir-1232
arms: 1

libraries: 3
reads: 3

#
#
# species: 1
#
¥

COCCeeeeeee e COCCOC ) 00000 ) - (000 )))) =) ))) ) -
ACAAGGTGGGGTGGCGGCGACATGGCGGGGGCGGCGGGCCCTGCGGAGGCTGTGCGCCTGACCCCGACCACCCCGCAGGACCT
>>>> >>>>>
. .CTGACCCCGACCACCCCGCAG. .
. .CTGACCCCGACCACCCCGCAG. .

. 1 macaque_libl

chromosome: 1

(ATP-binding cassette 2). [Source:Uniprot/SWISSPROT;Acc:Q9BZC7]

. 1 macaque_libll

.......................... CTGACCCCGACCACCCCGC....... 1 macaque_libl4
ENSMMUT00000030168 ENSMMUG00000021434 ABCA2 ATP-binding cassette sub-family A member 2 (ATP-binding cassette transporter 2



mir-1233

arms: 1

species: 1

libraries: 2

reads: 39

hsa B O O O O O O O O O B A O A O O A 130000 ) L

hsa CATCAGTGAGTGGGAGGCCAGGGCACGGC TGCAGGGCTAT CCCAGCGTCTGAGCCCTGTCCTCCCGCAGGARAG

hsa >>>3> >>>>>

DS+ttt et TGAGCCCTGTCCTCCCGCAG. . . . . 2 human_libH13

BB et ettt et e e e e e e e e e e e e e e CTGAGCCCTGTCCTCCCGCA. . . . . . 1 human_libH5

hsa chromosome:15:20996204:20996295:1 ENST00000328919 ENSG00000175676 GOLGASF golgi autoantigen, golgin subfamily a, 8E [Source:RefSeq_peptide;Acc:NP_001012423
hsa chromosome:15:32607778:32607869:-1 ENST00000360553 ENSG00000175265 GOLGASA Golgin subfamily A member 8A/B (Golgi autoantigen golgin-67) (88 kDa Golgi protein
(Gm88 autoantigen). [Source:Uniprot/SWISSPROT;Acc:QINZWO

hsa chromosome:15:28880735:28880887:1 ENST00000220188 ENSG00000103832 060374_HUMAN

hsa chromosome:9:130059803:130059894:-1 ENST00000357016 ENSGO0000167110 GOLGA2 Golgin subfamily A member 2 (Cis-Golgi matrix protein GM130) (Gml30 autoantigen
(Golgin-95) . [Source:Uniprot/SWISSPROT;Acc:Q08379]

hsa chromosome:15:28172299:28172390:1 ENST00000356523 ENSG00000179938

hsa chromosome:15:32461557:32461648:-1 ENST00000360553 ENSG00000175265 GOLGA8A Golgin subfamily A member 8A/B (Golgi autoantigen golgin-67) (88 kDa Golgi protein
(Gm88 autoantigen). [Source:Uniprot/SWISSPROT;Acc:QINZWO

hsa chromosome:15:26567368:26567459:-1 ENST00000382949 ENSG00000183629 GOLGASG golgi autoantigen, golgin subfamily a, 8G [Source:RefSeq_peptide;Acc:NP_001012420
hsa chromosome:15:20257288:20257379:-1 ENST00000341390 ENSG00000185182

hsa chromosome:15:19037379:19037470:1 ENST00000318268 ENSG00000181984

hsa chromosome:15:26307105:26307196:1 ENST00000337838 ENSG00000153684 NP_001012455.1 golgi autoantigen, golgin subfamily a, 8G
[Source:RefSeq_peptide;Acc:NP_001012420

hsa chromosome:15:21161027:21161118:1 ENST00000327271 ENSG00000186399

hsa chromosome:10:30693998:30694088:-1 ENST00000358107 ENSG00000107951 PAPD1 Poly(A) RNA polymerase, mitochondrial precursor (EC 2.7.7.19) (PAP) (mtPAP
(Polynucleotide adenylyltransferase) (PAP-associated domain- containing protein 1). [Source:Uniprot/SWISSPROT;Acc:QINVV4

hsa chromosome:15:28483840:28483931:-1 ENST00000382922 ENSG00000196102 LOC728080

#
#
#
#

-

mir-1234
arms: 1
species: 1
libraries: 2

hsa ..... COCOCCCOO0 0O 0O O OO0 e ) ) a) D)) ) a)) ) e ) e ) ) ) ea)) ) ))))))))))

hsa GCTTCGTGAGTGTGGGGTGGCTGGGGGEGGEGEEGEGGEGGECCEGGEACGGCTTGGGCCTGCCTAGTCGGCCTGACCACCCACCCCACAGGCACT

hsa >>>> >>>>>

.. . TCGGCCTGACCACCCACCCCAC. 1 human 1ibH1

hsa .. . . TCGGCCTGACCACCCACCCCAC. . ..... 2 human_ 1ibH9

hsa chromosome:8:145596279:145596372:~1 ENST00000349769 ENSG00000071894 CPSF1 Cleavage and polyadenylation Specificity factor subunit 1 (Cleavage and
polyadenylation specificity factor 160 kDa subunit) (CPSF 160 kDa subunit). [Source:Uniprot/SWISSPROT;Acc:Q10570

# mir-1235

# arms: 1

# species: 1

# libraries: 2
#

reads: 3
mml B O A O O O N O O N N O N N O A 1)) )))0))))))-))))))) )N ) .
mml AGAAGGTGGGCCTGGGTCGGTGGGGACGGGGCGGCTGGGCGTGCCCTGCGGCCGCTGCTCTAACCGCACCGTCCCCCAGGCCCT
mml  >>>> >>>>>
mml ...TCTAACCGCACCGTCCCCCAG. . 2 macaque_lib7
mml . .CTCTAACCGCACCGTCCCCCAG. . 1 macaque_lib8

mml chromosome:8:146557001:146557084 ENSMMUT00000038783 ENSMMUG00000000388 PLEC1 Plectin-1 (PLTN) (PCN) (Hemidesmosomal protein 1) (HD1) (Plectin-11).
[Source:Uniprot/SWISSPROT;Acc:Q15149]

mir-1236

arms: 1

species: 1

libraries: 2

# reads: 2

hsa [ O N O [ N N 1I)) )Y ) ) ) (e ) ) ) ) e 130D )) .

hsa ACGCTGTGAGTGACAGGGGAAATGGGGATGGACTGGAAGTGGGCAGCATGGAGCTGACCTTCATCATGGCTTGGCCAACATAATGCCTCTTCCCCTTGTCTCTCCAGCACTA

hsa >>>3> >>>>>

£ CCTCTTCCCCTTGTCTCTCCAG. .. . . 1 human_libHO
BSE  tiiiiiiiiia CCTCTTCCCCTTGTCTCTCCAG. . . . . 1 human_libH4
hsa chromosome:6:3203259 1 ENST00000375429 ENSG00000204356 RDBP Negative elongation factor E (NELF-E) (RNA-binding protein RD).
[Source:Uniprot/SWISSPROT;Acc:P18615]

mir-1237
arms: 1

species: 1

libraries: 2

# reads: 2

hsa OO OO0 LG OO COCCC G 0O COe e COCCOCCCCCCeee)))) )Y e a))))) ) ) =)0 ) ) ) )))))))))) ) ))))))))) -

hsa CGCA( T CC CGCi C. T T CAGAGCGCTGTCCC C CC CGCi C CCGTAACTCCTTCTGCTCCGTCCCCCAGGCTGG

hsa S>> >>>>>

...TCCTTCTGCTCCGTCCCCCAG. . 1 human_libH13

hsa .. . . . . . ...TCCTTCTGCTCCGTCCCCCAG. . 1 human_libH6

hsa chromosome:11:63892645:63892756:1 ENST00000334205 ENSG00000162302 RPS6KA4 Ribosomal protein S6 kinase alpha-4 (EC 2.7.11.1) (Nuclear mitogen- and stress-
activated protein kinase 2) (90 kDa ribosomal protein S6 kinase 4) (Ribosomal protein kinase B) (RSKB). [Source:Uniprot/SWISSPROT;Acc:075676

mir-1238

arms: 1

species: 1

libraries: 2

reads: 2

hsa ..... L O P O O G O O G O O O O O G Y G 1)) ) ) e ).

hsa TGGAGGTGAGTGGGAGCCCCAGTGTGTGGTTGGGGCCATGGCGGGTGGECAGCCCAGCCTCTGAGCCTTCCTCGTCTGTCTGCCCCAGTCCTT

hsa >>>> >>>>>

hsa .. .CTTCCTCGTCTGTCTGCCCC. ...... 1 human_libHL

hsa A . .CCTTCCTCGTCTGTCTGCCCCAGT. ... 1 human_libH9

hsa chromosome:19:10523793:10523885:1 ENST00000309469 ENSGO0000130734 ATGAD Cysteine protease ATGAD (EC 3.4.22.-) (Autophagy-related protein 4 homolog D
(Autophagin-4) (Autophagy-related cysteine endopeptidase 4) (AUT-like 4 cysteine endopeptidase). [Source:Uniprot/SWISSPROT;Acc:Q86TLO

#
#
#
#

+

# mir-1239
# arms: 1

# species: 1

# libraries: 2
¥

reads: 2
mml S e e R N N e e N T COCCCCE222)))))))-20)))))-)))))))))))))))--)))))))-))))) -
mml  AGCAGGTGGGTGGGCAGGTGGGTGGGAAGCCCTGGGACGCTGCCTCCTCTCTCCTGGGGCCTCTCTCGGGCTGGGGGCTGGTCTCAGTTT TTCTGCCTGGCCTAGGTGTG
mml  >>>> >>>>>
mml .TTCCCCATTCTGCCTGGCCTAG..... 1 macaque_lib9
mml . TTCCCCATTCTGCCTGGCCTAG. . 1 macaque_libl

mml chromosome:19:17710833:17710947:1 ENSMMUTOOOOOOOAA79 ENSMMUGOOOOOOO3161 MAST3 Mlcrotubule associated serine/threonine-protein kinase 3 (EC 2.7.11.1).
[Source:Uniprot/SWISSPROT; Acc:060307]

# mir-1240
# arms: 1

# species: 1

# libraries: 2
#

reads: 2
mml L O O O o O O O O B B N O )N e )))) e )))) ) ) ) ) ) )))) e)))) )
mml  TGCAGGTGGGCCAGGGCCGC GCCATCTAGCATTCCTGGGARACGCTTACATCTCACCATGACCCTGATCCCACTAGGTCCT
mml >>>3> >>>>>
mml . TCACCATGACCCTGATCCCACT. . .. 1 macaque_libl0
mml . TCACCATGACCCTGATCCCACT....... 1 macaque_libl3

mml chromosome:l 3077558:83077650:
[Source:Uniprot/SWISSPROT;Acc:Q723C6]

ENSMMUTOOOOOO44562 ENSMMUGOOOOOOIQGIQ ATGY9A Autophagy-related protein 9A (APG9-like 1).



# mir-1241
# arms: 1

# species: 1

# libraries: 2
#

reads: 3
mml ... [ O O N N N N D R O O P 1Y) ) ) ) .
mml ACCGGGT! TGGCATGGC! GCC. CATAGTGTGGGGATGGGCTGCACACTCACCTCTCTGTGCCTTCCAGGCTGA
mml  >>>> >>>>>
mml . .CTCACCTCTCTGTGCCTTCCAG. .... 1 macaque_lib7
mml .... . «+..CTCACCTCTCTGTGCCTTCCAG. . . 2 macaque_libl0

mml chromosome:20:66210934:66211027:1 ENSMMUT00000016663 ENSMMUG00000011888 EDC4 Enhancer of mRNA-decapping protein 4
(Hedls) (Autoantigen Ge-1) (Autoantigen RCD-8). [Source:Uniprot/SWISSPROT;Acc:Q6P2E9]

(Human enhancer of decapping large

subunit)



Figure S5. Sequence and Secondary Structures of Orthologous Primate Introns, Whose Cloned Small RNAs Were Found in Only One Species.
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Figure S6. List of Candidate Mammalian Mirtrons with Atypical Hairpin Structures or Minimal Cloning Evidence.

arms: 1
species: 1

reads: 5
macaque_block210826

mml

(Protein phosphatase T

S A

mml
mml
mml
mml
mml
mml

#
#
# libraries: 2
#
#

(O

LS O O O O O Y S (Y ) Yo ) )) e DI e ))) e 1))

CGCAGGTGAGTCTGGGTGGGGTGCAGGGCCGGCGGGTGTGGGCTGTGGGCAGCAGGTAGAGGCAGACAGTCACCCTGAACCCCGTCTCTCCCATCTGCCCACCGTCAGAACGG
>>>>

>>>>>

(PP-T)

(PPT) .

arms: 1

species: 1
libraries: 2

reads: 2
macaque_block136403

(CCCenn ceeeedd

...TCTCTCCCATCTGCCCACCGTC....... 2 macaque_lib3
. . TCCCATCTGCCCACCGTCAG. . 2 macaque_lib3
....CTCCCATCTGCCCACCGTCAG. . ... 1 macaque_libé

ENSMMUT00000038462 ENSMMUG00000000217 PPP5C Serine/threonine-protein phosphatase 5 (EC 3.1.3.16)
[Source:Uniprot/SWISSPROT;Acc:P53041]

(PP5)

OO CCCCCCaa)))))) ee Ceeea) e )))))) ) ))))) ) ) ) e

TGCACGTGAGCTTGGCGGGGCTGCTGGAGGAGTGGGTTCGCCCAGTCTGGGCACCAGACACGGAGACTCCAGCCCACCTCCTTCTCCCCAGATCCA
>>>>>

>>>>

......... GCTTGGCGGGGCTGCTGG
chromosome:16:4686422:4686517:1

1 macaque_libll

ENSMMUT00000003421 ENSMMUG00000002404 MINK1 Missh

[ |
apen-like kinase 1

macaque_1ib3

(EC 2.7.11.1)

(Mitogen-activated

protein kinase kinase kinase kinase 6) (MAPK/ERK kinase kinase kinase 6) (MEK kinase kinase 6) (MEKKK 6) (Misshapen/NIK-related kinase

family kinase MiNK). [Source:Uniprot/SWISSPROT;Acc:Q8N4C8]

arms: 1

species: 1
libraries: 1
reads: 3
human_blockl172399
hsa
hsa
hsa
hsa
hsa
cassette transporter 2

= e

COCCCCOOOEEE e COCCaae))) ) COCCCEECtaaa))))=)))))))))))) ) )-))))).))))

GACAAGTGGGTGGGCTGGGC GGGGCAGGTGGGCGGAGGCCCTGGGGCTCTGCATAGCAGCAGCCCCATGCCCCACCTCCCTGTCCCAGGATGA

>>>> >>>>>
.......................................................................... TGCCCCACCTCCCTGTCCC....... 3 human_libH12
chromosome:9:139030140:139030239:-1 ENST00000371605 ENSG00000107331 ABCA2 ATP-binding cassette sub-family A member 2
(ATP-binding cassette 2). [Source:Uniprot/SWISSPROT;Acc:Q9BZC7]

(ATP-binding

arms: 1

species: 1

libraries: 1

reads: 2

human_blockl107544

hsa LG O O O G O O O G e O O O O O O N Y )))-e))))))e))))) ) )))) ) ) ) e

hsa GCAAGGTGAGTGGCCACCATGCGGGGACAGGGGCAGGGGCAGCCCTCACCCACAGCCTCTCACCTGCCTTTGTCCACCCACAGCGCAA

hsa >>>> >>>>>

4T - PN CTCACCTGCCTTTGTCCACCC......... 2 human_libH9
hsa ENST00000201886 ENSG00000088247 KHSRP Far upstream element-binding protein 2
(KH (KSRP) (p75). [Source:Uniprot/SWISSPROT;Acc:092945

= 4 W

chromosome:19:6366308:6366395:
type-splicing regulatory protein

arms: 1

species: 1

libraries: 1

reads: 2

chimp_block23965

ptr [ O O O P Qe I I I O O O O Y PO (Y (Y ))22))))))))))))))))))) )

ptr CCTGGGTGAGGGCAAGGCTGGGGGGCCCCTGGGCTAAGTGGGAGCCTGGCTGGAATTCCCACTCCACCTTACTCTCCTGCAGTGTTC
ptr >>>> >>>>>

= CACTCCACCTTACTCTCCTG........ 2
ptr chromosome:20:2753646:2753732:1
(hvPS16) . [Source:Uniprot/SWISSPROT;Acc:Q9H269]

= e A

chimp_ 1ibPT0

arms: 1

species: 1

libraries: 1

reads: 2

human_block96092

hsa E O O O O O e O O O O O O Y O A Y G ))
hsa
hsa
hsa

= %

1)) ) )))) ) ) ) )) .

CGGCTGTGAGTGTGGGGCGCGCCGGGCTGTGGCGGGCTGGGGGCGGGCGGCCCTGGGTCCCAGCCTCCTGCTGCCCACCGCTGCCCACCGCAGGGCTG
>>>>>

>>>>
..................... CCGGGCTGTGGCGGGCTGG. . . 1 human_libH9
hsa ......... GTGTGGGGCGCGCCGGGCTGTGGCGG. v v v v nn s 1 human_libH9
hsa chromosome:17:2222294:2222391:1 ENST00000268989 ENSG00000141258 RUTBCl RUN and TBCl domain containing 1 -
[Source:RefSeq peptide;Acc:NP_055668]

arms: 1

species: 1

libraries: 1

reads: 2

macaque_block550558

mml O O O O O O O O O O O O G O O O 3))))))))))))) ) ) ) )) e ))) ).

mml AACAGGTGAGCAGAGTGGGTTGGAGGGGGGTGTCCCAGGCTCTTTCTTGTCTATGGGCCTGACACCCCGACCCTGACTGGCCTGGGCCTCCCAGGACAC

mml  >>>> >>>>>

ML e e e e CCTGACTGGCCTGGGCCTCCCA. ... .. 2 macaque_lib3
mml chromosome:X:47099255:47099353:1 ENSMMUT00000012053 ENSMMUG00000008623 CCDC22 Coiled-coil domain-containing protein 22.
[Source:Uniprot/SWISSPROT;Acc:060826]

B

arms: 1

species: 1

libraries: 1

reads: 2

macaque_block137121

mml Con COCOOOOOO0 Con C0laa 000G an D O O B O (R DD DRRD IR 1))y )Y )

mml TCGAGGTGAGGAGGCAGGCGGGGAATGCCTGAGCCGCAGGGGGCCTGGGCCTGGATCCCAGCCGGCCCAGATTTATTTTCATCTCCTGCTTCCTGCCAGGGCTT

mml  >>>> >>>>>
PP PP CATCTCCTGCTTCCTGCCAG. . ... 2 macaque_libl5
mml chromosome:16:6954134:6954237:1 ENSMMUT00000014751 ENSMMUG00000010538 ACADVL Very-long-chain specific acyl-CoA dehydrogenase,
mitochondrial precursor (EC 1.3.99.-) (VLCAD). [Source:Uniprot/SWISSPROT;Acc:P49748]

o A

arms: 1

species: 1

libraries: 1

reads: 2

mouse_block5452

mmu SOCCOCeeC o)

o4 W

R I B I B O O B B (G O e O Y O L A A A T 1)) )))) e )))))) .

ENSPTRT00000024487 ENSPTRG00000013186 PTPRA Vacuolar protein sorting-associated protein 16 homolog

(GCK

(FUSE-binding protein 2)



mmu  CTGAGGTAGTCTGGGAGCTGGCACCGCAGACTATCCCCAGGGGACACGGGGACTTGGCTGAGGCAGCTCCACTGAGAGCTGAGAGCCTTATCCCCGCAGTTCTG

mmu  >>>> >>>>>
TGAGAGCCTTATCCCCGCAGTT... 1 mouse_libl
CTGAGAGCCTTATCCCCGCAG. ... . 1 mouse_libl
mmu chromosome: 9 56935507 56935610 1 ENSMUST00000034836 ENSMUSG00000032295 Man2cl mannosidase, alpha, class 2C, member 1
[Source:MarkerSymbol;Acc:MGI:1920994]

arms: 1

species: 1

libraries: 1

reads: 2

mouse_block283

mmu B O O O O O O O O O O e O Y e e A G 1)))) ) ))) )0 )Y ))) e

mmu CCCAGGTAAAGGCTGGGCTTAGACGTGGCCTTTGGGTGTGGAATGCACTTCCGTTTGTAACCGCCATCTAACCCTGGCCTTTGACAGGTGCG

mmu  >>>> >>>>>

mmuo..... Gl AAAGGCTGGGC T TAGACGTGG . « v v v v v e ettt ee e e e e aeeeeseeeseeeeeeeeeeeeeseeeeeeeeseeesssesennns 2 mouse_libl
mmu chromosome:1:186523190:186523281: ENSMUST00000068725 ENSMUSG00000073481 Mosc2 MOCO sulphurase C-terminal domain containing 2
[Source:MarkerSymbol;Acc:MGI:1914497

4 e A

arms: 1

species: 1

libraries: 1

reads: 1

human_block168305

hsa [ O O O e O O N O N P A N A A 2)))))))))) ) )))e)))) ) )

hsa CATTGGTGAGCTGGGGTGGCTGAGGCGGGATGGGGGCCACCTGAGGCTGGGGCTGGCCCTGCTCACTGCTGCTCCTGCCCACAGAGTAC
hsa >>>> >>>>>
hsa ..... GTGAGCTGGGGTGGCTGAG. .. ...
hsa chromosome:8:144971936:14497202
[Source:RefSeq peptide;Acc:NP 055096]

%

.

.. 1 human_libH13
ENST00000349157 ENSG00000179950 NP_055096.2 fuse binding proteln interacting repressor isoform b

arms: 1

species: 1

libraries: 1

reads: 1

human_blockl08536

hsa [ COCOCC OO OO (00ee)))ee)))NN) )N )«

hsa TTGAGGTGGGCGAACGCCCGGGTGGAGCGGGTCAGGCAGGGCCAGTCACAGACACAGCTCTGTGCTGACTGCCCGCCTTGCCCACAGCTCGG

hsa >>>> >>>>>

£ - TGCTGACTGCCCGCCTTGCCCACA. .. ... 1 human_libHO
hsa chromosome:19:18408053:18408144: ENST00000338128 ENSG00000105655 NP_057452.1 myo-inositol l-phosphate synthase Al
[Source:RefSeq peptide;Acc:NP_057452]

B

arms: 1

species: 1

libraries: 1

reads: 1

human_block2497

sa

Seeeeeeeeeec. (((((((((((((((( (((( ))))e)))))) ) ) )))))) ) ) ))) CCCCOCCECCCaaa)))))) ) )))) COCOCa COCeeOte s (o0l ennnnnn (CCeea))) ees
D)) ))) )N ) e

hsa
CTGGGGTGAGCAGGGCCAGTGCTGGACTCTGCTGCTGGGCCTTGGTGGGCAGGGGCAGCAAGAGAGGTTCAGCTTTGGCCCTGGCCCAGCTCTCTGGGCACAGGGGTCAGCTGGGATGGGAGTCTGGGAGAACAAGGGGTCC
CTGAAGACCAGCAACCATCTCACTCTGGCACCCCTGCTCCCCCAGGTCTG

hsa
>>>>

P

>>>>>

hsa

TGGCACCCCTGCTCCCCCAG ... 1 Thuman_ lleO
hsa chromosome: l 31974574:31974765:-1 ENSTDDDDD373658 ENSG00000121753 BAI2 Brain-specific angiogenesis inhibitor 2 precursor.
[Source:Uniprot/SWISSPROT;Acc:060241]

arms: 1

species: 1

libraries: 1

reads: 1

human_blockl145951

hsa COCCCCOOC OO0 OO0 COeCCeeea) ) ) ))))))) ) ))) ) )) ea))))))) e e)) e

hsa CCAAGGTAGGGCCCCGCCGAGGGGGCAGGGTGGGGGCCCCAGGGACCCCCCTCACGGCCTGCGGTCTGGGCTCTCGGCAGGTGGG

hsa >>>> >>>>>

£ - TGCGGTCTGGGCTCTCGGC. ... ... 1 human_1libH12
hsa chromosome:6:158405766:158405850:1 ENST00000367122 ENSG00000078269 SYNJ2 Synaptojanin-2 (EC 3.1.3.36) (Synaptic inositol-1,4,5-
trisphosphate 5- phosphatase 2). [Source:Uniprot/SWISSPROT;Acc:015056]

= e

# arms: 1

# species: 1

# libraries: 1

# reads: 1

# human_blockl100511

hsa O O O O O O O O e O O O S O O S P COCCCC OO0 G CCOOCECEe ) ) ) eea))))) 2 2) 00000 D)) 2))))0))))))))))))))))-))))))))..))
hsa
CCAGAGTGCGTGAGGACACGTAGAGGGGCTCAGGCTGCCAAGGGGGCACGGAGCTTGTGGGAGCACCAGGACTGGGACTGTTCATGTGGGTGTCCTCTGCCCTCCCTGACCCCTTGCCTGTCTCTCGTCCACAGGCAAA
hsa

>>>> >>>>>
hsa

human_1ibH7
hsa chromosome:17:39511555:39511693:-1 ENST00000336057 ENSG00000108840 HDACS Histone deacetylase 5 (HD5) (Antigen NY-CO-9).
[Source:Uniprot/SWISSPROT;Acc:Q9UQL6]

#
#
#
#
#

arms: 1

species: 1

libraries: 1

reads: 1

human_blockl168304

hsa ...l COCCCCOO0E Conn e COCCCOOE OO0 000w C0Ceee))) eeea)))e))))))))))) ) 2)))))))))) e

hsa GGAGGTAGGC. AGGGTGGTGGC T. GGGGCCGCAGTGCTCAGCTGTCTTCCCCTCGGCCCTGCCCCACAGTCTAC

hsa >>>> >>>>>

hsa CCCTCGGCCCTGCCCCACAGT.... 1 human_libH3
hsa chromosome:8:144970973:144971072: ENST00000349157 ENSG00000179950 NP_055096.2 fuse-binding protein-interacting repressor isoform b
[Source:RefSeq peptide;Acc:NP 055096]

# arms: 1
# species: 1
# libraries: 1



# reads: 1

# human_block127094

hsa COCCCaa OO CCOOCCCle e OO CCaa))«2)))))))))))) ) ))) ) )) ) ea))))) -

hsa TCCAGGTGCGTGGTGGCTCGAGGCGGGGGTGGGGGCCTCGCCCTGCTTGGGCCCTCCCTGACCTCTCCGCTCCGCACAGAGTGC

hsa >>>> >>>>>

hsa ...... jiefelelifefeli el elok ol ). e] e o] ] ] e 1 human_libH9

hsa chromosome:22:48742513:48742596:1 ENST00000360612 ENSG00000198355 PIM3 Serine/threonine-protein kinase Pim-3 (EC 2.7.11.1).
[Source:Uniprot/SWISSPROT;Acc:Q86V86]

arms: 1

species: 1

libraries: 1

reads: 1

human_block94727

hsa B O O O P e O O O Y P 1)) e D)D) e

hsa CAAAGGTGAGGGCAGCCGGCAGGGCCCCAGGTCCTGCTTACATGTGGGCCCAGACTCCAGCTCCCTCTCCCCACATGCAGATGTG

hsa >>>> >>>>>

hsa ..... GTGAGGGCAGCCGGCAGGGCCCC A, 4 v vttt ittt ettt ettt ittt e eeeeeeessssssnssssssnnsnsnnsnnnnnnns 1 human_libH11
hsa chromosome:16:66417476:66417560:1 ENST00000388833 ENSG00000102904 TSNAXIP1 translin-associated factor X interacting protein 1
[Source:RefSeq_peptide;Acc:NP_060900]

4w

arms: 1

species: 1

libraries: 1

reads: 1

human_block88730

hsa OO OO OO COa O e (e (e e e ) ) ) e a) ) ee) ) ee)) e ea))) 2D D)) ) e ))))))))))) ).

hsa GCAAGGTGAGGCGGGGCCAGGAGGGTGTGTGGCGTGGGTGCTGCGGGGCCGTCAGGGTGCCTGCGGGACGCTCACCTGGCTGGCCCGCCCAGGACCT

hsa >>>> >>>>>

hsa TCACCTGGCTGGCCCGCCCAG. ... . 1 human_1ibs8
hsa chromosome:14:104688155:104688251 ENST00000347004 ENSG00000184916 JAG2 Jagged-2 precursor (Jagged2) (HJ2).
[Source:Uniprot/SWISSPROT;Acc:Q9Y219]

B

arms: 1

species: 1

libraries: 1

reads: 1

human_block713

hsa B o O O O O O O O O O O O O N O A P A P 1)) )00 ) ) .

hsa AGGAGGTGAGTGGGGTGGGGGTGTGGGGT TGGAGCCGGCGTGGAACCAGAGCCCTCACTCCTGCCCACACCCCTCAGCAGCT

hsa >>>> >>>>>

o T CTCCTGCCCACACCCCTCAG. ... . 1 human_libH9

hsa chromosome:1:9703302:9703391:1 ENST00000377346 ENSG00000171608 PIK3CD Phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit
delta isoform (EC 2.7.1.153) (PI3-kinase pll0 subunit delta) (PtdIns-3- kinase pll0) (PI3K) (pllOdelta). [Source:Uniprot/SWISSPROT;Acc:000329]

e e A

arms: 1

species: 1

libraries: 1

reads: 1

human_block168233

hsa B O A N G A 1)) ) e COCCCCOCCCe e e e ) ) e e e ) ) D)) e e e ) ) ) ) ea))))))))) ) e

hsa GACCAGTGAGCGGCCGCTGGGGGCAGGTGGCGGGTGGGAGGGAGGGAGGTGGGCTTTCCCGGTGGGCGTTCAGAAACCCCCTTTTACCTGACTCTCTCCCAGTGCTG

hsa  >>>> >>>>>

0T TTTACCTGACTCTCTCCCAG. ... . 1 human_lib7
hsa chromosome:8:144715659:144715765:1 ENST00000262580 ENSG00000104518 GSDMDCl Gasdermin domain-containing protein 1.
[Source:Uniprot/SWISSPROT;Acc:P57764

e

arms: 1

species: 1

libraries: 1

reads: 1

human_block110912

hsa E G O O O O O O G G G O O O G O O (Y B 1) e ))))) e )))))))))) )Y )))) L)) .

hsa CTGAGGTGAGCCAGTGGAATGGAGAGGCTGTGGGCAGGGGGAGATGTGAAGG. GAACTAGGACCCATTCATCCACTGCATTCCTGCTTGGCCCAGGACAA

hsa >>>> >>>>>

hsa ..... GTGAGCCAGTGGAATGGAGAGG . « v v v v ettt e e e e eeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeseeeeseesensas 1 human_libHO

hsa chromosome:19:63753459:63753560:1 ENST00000341753 ENSG00000130726 TRIM28 Transcription intermediary factor l-beta (TIFl-beta
(Tripartite motif-containing protein 28) (Nuclear corepressor KAP-1) (KRAB- associated protein 1) (KAP-1) (KRAB-interacting protein 1) (KRIP-
1) (RING finger protein 96). [Source:Uniprot/SWISSPROT;Acc:Q13263

% %

“*

arms: 1

species: 1

libraries: 1

reads: 1

human_block29395

hsa B O O O O O S O O O O G B O N 1)) GO OO eea)) ) ) 2)))) =)D ) a)))) ) ) ea))))) - ))))))) .

hsa CACTGGTGAGGCTGGGGCAGGGATGAGGTGGCCCAGGAGAGTGAGTCCCCGAGGGTGGGCCGCGGAAAGCCAGCAGGCTGACCAGGCCTTCGTGTCCCCTCCCTGCCAGTGTTC

hsa >>>> >>>>>

T P CCTTCGTGTCCCCTCCCTGCC. .. ... . 1 human_libH10
hsa chromosome:11:65148409:65148522:1 ENST00000309295 ENSG00000173442 EHBP1L1 Signal-induced proliferation-associated protein 1 (Sipa-1)
(GTPase- activating protein Spa-1) (pl130 SPA-1). [Source:Uniprot/SWISSPROT;Acc:Q96FS4

%o

arms: 1

species: 1

libraries: 1

reads: 1

human_block110710

hsa R A R e O N N N O N N N N O D R D D D R AU DD S DR RS R R DI DD DR R R DD I

hsa TCCAGGTAGGGGCGGGGTGGGAGAGGTGGGGTCTGCGTGCGGGCCGGGCCGGCCCCTGACGCGCGCTCCTCCCCTGCCCCAGCACCT

hsa  >>>> >>>>>

T PP CGCGCTCCTCCCCTGCCCC. ... ... 1 human_libHO
hsa chromosome:19:60295720:60295806: ENST00000376393 ENSG00000125503 PPPI1R12C protein phosphatase 1, regulatory subunit 12C
[Source:RefSeq peptide;Acc:NP_060077]

4

.

arms: 1

species: 1

libraries: 1

reads: 1

human_block185010

hsa LS O O O O O O Y 1)) (e ) =)D ))))))))) =)D ))) ) .

hsa CACAGGTGGGTGCGGAGGCGGGGGGACAGGGTACCCACGAGGCCTGAACTCACACCTCGGCGCCTCCTGGCCCCGCAGACCTC

hsa >>>> >>>>>

hsa ..... [elie]e]eliefole] ). e] e ol e] ] ] o] ] e 1 human_libH8

hsa chromosome:X:152693451:152693533:1 ENST00000361971 ENSG00000198753 PLXNB3 Plexin-B3 precursor. [Source:Uniprot/SWISSPROT;Acc:Q9ULL4]

4w

.

# arms: 1



species: 1
libraries: 1

4 e 4

reads: 1
human_block109083
hsa N N N S N N N S S N T 1)) e (eee)e))))))))) e e))))))))))))) ) )) .
hsa CCACGGTGAGCCCGCAGCGGGGCAGGGTACAGGGGCGGGGGCCCCCATGGCCAGGCCCCACCCCGCTCCTATTGACCCTCCTGCTGTCCTCAGATCTC
hsa >>>> >>>>>
hsa ..... GTGAGCCCGCAGCGGGGCAGGGTAC 1 human_libH12

hsa chromosome:19:40192935:40193032:
[Source:RefSeq peptide;Acc:NP_065946]

ENST00000318014 ENSG00000089351 GRAMDIA GRAM domain containing 1A

arms: 1

species: 1

libraries: 1

reads: 1

human_block91836

hsa ..., (OO [ R N N S N N IRRRREREEE 1)))-))))-))))))))) ..

hsa TGAAGGTGAGGGGGCTGCCAGGGGTAGGCTACAGGCCTCCATCACGGGGGACCCCTCTGAAGCCACCCCCTCCCCAGGTCTT

hsa  >>>> >>>>>

hsa ..... GTGAGGGGGCTGCCAGGGGT e « v v v v v e e e e e s e eesaaesssssssssssssessesssssssnnssssensenas 1 human_libH8
hsa chromosome:16:2083736:2083817:-1 ENST00000382481 ENSG00000008710 PKDl Polycystin-1 precursor (Autosomal dominant polycystic kidney
disease protein 1). [Source:Uniprot/SWISSPROT;Acc:P98161]

e

arms: 1

species: 1

libraries: 1

reads: 1

human_block152130

hsa [ O N COCCC OO OO 2229022200 -2)))))2)))))) - ))))) -

hsa GCCAGGTGAGGGGCTGGGGTTTTCGTCCCATGGCGGGCAGGGCCCAGGGAGCTGAGGCTGCTTCTARAGCCATCTCCCCGGTACCCGCAGGCGAC

hsa >>>> >>>>>

2T CCATCTCCCCGGTACCCGCAG. . ... 1 human_libH13
hsa chromosome:7:150378969:150379063:1 ENST00000377904 ENSG00000197150 ABCB8 ATP-binding cassette sub-family B member 8, mitochondrial
precursor (Mitochondrial ATP-binding cassette 1) (M-ABCl). [Source:Uniprot/SWISSPROT;Acc:Q9NUT2]

4

“*

arms: 1

species: 1

libraries: 1

reads: 1

human_block91683

hsa B O O O O O G O O P e G )))) )00 ee))) )

hsa AGAAGGTAGGTCAGGCCCAGGTGTGGGTTGGGGTCCGGCTGCAGCGCCCGCTAACCCACCTGCTGCTGTCCAGTTTGA

hsa >>>> >>>>>

2T PP PPN CCCACCTGCTGCTGTCCAGT.... 1 human_libH1
hsa chromosome:1 ENST00000219406 ENSG00000185615 PDIA2 Protein disulfide-isomerase A2 precursor (EC 5.3.4.1) (PDIp).
[Source:Uniprot/SWISSPROT;Acc:Q13087]

= % %

.

arms: 1

species: 1

libraries: 1

reads: 1

chimp_blockl17609

ptr e OO O OO ) ) ) e OO G O OO Cea )00 ) 0D ) 200D ) D)) ) - )) 2)))) ) ) e

ptr TGAAGGTGAGTGGGCAGGGACAGGAGCCTGCGGGCTGGGGTTGGGGGGCACAGTGGGTGTGCCCGCTTGGCCTGTGACCACCTGCACTGTGCCCCAGGTGAA

ptr  >>>> >>>>>

2 TGACCACCTGCACTGTGCCCCA. ..... 1 chimp_libPTO0
ptr chromosome:17:82136999:82137100:-1 ENSPTRT00000059474 ENSPTRG00000030738 MAFG Transcription factor MafG (V-maf musculoaponeurotic
fibrosarcoma oncogene homolog G) (hMAF). [Source:Uniprot/SWISSPROT;Acc:015525]

4 W

arms: 1

species: 1

libraries: 1

reads: 1

chimp_blockl8

ptr B O N O R COCC O GO OG0 ) 0D ) ) ) - 2))))))))))) ) ) .

ptr CAGCAGTGAGTGGGGGCTTCAGGCTTCAGGGCGGGGGGGAGGGGAACGCCGGAGGCCCCTCCGCGGCCCTCACCTACCCTCCCCCGCCAGATCTC

ptr  >>>> >>>>>

2 PP PP TCACCTACCCTCCCCCGCCAG. . ... 1 chimp_libPTO0
ptr chromosome:1:1249436:1249530:-1 ENSPTRT00000000053 ENSPTRG00000000025 DVL1 Segment polarity protein dishevelled homolog DVL-1
(Dishevelled-1) (DSH homolog 1). [Source:Uniprot/SWISSPROT;Acc:014640]

= % %

.

arms: 1

species: 1

libraries: 1

reads: 1

macaque_block204975

mml B O O O G O G O O O e O O O O O O O B R R D S R IS DD R R D I DR R D DR R S DR RIS D INPI

mml TGAAGGTGAGCAGGGATGGCGGGCATTGGGGGAGCCGGGAGCGGGGGACAGCCGGGGTCCCTCTCACGCCCGCCTCGCTGCCCGGCAGACGTC

mml  >>>> >>>>>

mml ... (el el0r. e e ). ¥ e el ol ] €] e 0. ¥ i L 1 macaque_libll
mml chromosome:19:1825939:1826031:-1 ENSMMUT00000015758 ENSMMUG00000011265 MKNK2 MAP kinase-interacting seri;e/threonine—protein kinase 2
(EC 2.7.11.1) (MAP kinase signal-integrating kinase 2) (Mnk2). [Source:Uniprot/SWISSPROT;Acc:Q9HBH9]

R

arms: 1

species: 1

libraries: 1

reads: 1

macaque_block136233

mml L O O O G O e G O O O G O O O O G B B e B B B I B B I N O DR R DR DR R DR DR R DR DR IS DD IS IR

mml GACCGGTGAGCACGCGGGATTTCCAGGGGACGGGCAGGACGCTGCAGTCTGACTGGCGCAGGGGCCTGGGAATCCGCCTGTCTCCCACAGGATGC

mml  >>>> >>>>>

mml ... [elie):e{or:Xolelolefe]e):Ni i i o o7 -] c 1 macaque 1ibl0
mml chromosome:16:4322244:4322338: ENSMMUT00000032178 ENSMMUG00000022859 MYBBP1A Myb-binding protein 1A. -
[Source:Uniprot/SWISSPROT;Acc:Q9BQG0]

B

arms: 1

species: 1

libraries: 1

reads: 1

macaque_block6168

mml B O O O O O O O O O O O O O O O O O O B N O L e N )+))e))))) ) ))))))NND)))))))D)II)))) e

mml CTGAGGTACGGAAGGCCAGGGTGGTGGCGGGAATCCATTCCGGTGTGTTCTACACATTGCTTAGAGATTGGATGGGGTGCATCAGGGTGGTTTCTGATTACTTTTCTTCTTCCCTCAGCCTTT
mml  >>>> >>>>>
mmML ... GGTACGGAAGGCCAGGGTG : « ¢ v v vt vttt e e te et e teteaeatetea e eetsaenenteneneneteneneneseneneeteneaeeteneneeteneaeatsnsnennsnss 1
macaque_lib2

4w




mml chromosome:1:46900619:46900741:1 ENSMMUT00000047311 ENSMMUG00000015154 ATP6VOB Vacuolar ATP synthase 21 kDa proteolipid subunit (EC
3.6.3.14) (HATPL). [Source:Uniprot/SWISSPROT;Acc:099437]

arms: 1

species: 1

libraries: 1

reads: 1

macaque_blockl105549

mml L O O O O O O O O O B O O B 1)) ))))))-)))))))aa)) ..

mml AGGAGGTGAGCTGGGGGATGTGAGGGGTTGGACTGTTCCAGTTCTCTGTCTACCCTCTCTGCCTCCTGCCTGCAGGTGGA

mnl  >>>> >>>>>
P CTACCCTCTCTGCCTCCTGCCTGC. ... ... 1 macaque_libl3
mml chromosome:14:6829722:6829801:1 ENSMMUT00000026051 ENSMMUG00000018528 NUDT8 Nucleoside diphosphate-linked moiety X motif 8,
mitochondrial precursor (EC 3.6.1.-) (Nudix motif 8). [Source:Uniprot/SWISSPROT;Acc:Q8WV74]

% e A

arms: 1

species: 1

libraries: 1

reads: 1

macaque_block205962

mml S N N N N N Y O N N S O R Jo)))) . Cee))e))))))))))))))))) ) ))))))) .

mml CAAGAGTGAGGCGGGCAGACGGCATGGGAGGGCAGGCGGGCTGGGTTTCTGACTGGCCCTGGCTGACCGTGCTTCCCTCTTCCCTCTGCCCCGCCCAGCCTTG

mml  >>>> >>>>>

mml ... GTGAGGCGGGCAGACGGC + &+ vt et et et et et e et e et e et ettt et et et et et et et et e e 1 macaque_libl2
mml chromosome:19:7571608:7571710:-1 ENSMMUT00000013314 ENSMMUG00000009539 XAB2 XPA-binding protein 2 (HCNP protein).
[Source:Uniprot/SWISSPROT;Acc:Q9HCST]

B

arms: 1

species: 1

libraries: 1

reads: 1

macaque_block205753

mml COCCCCCOeeeee et ) =) e GO0 e))) ) 2))))2) ) ) ) e a))))) ) ) e

mml TCCAGGTGAGGCCGACGCGAGGCGGCTGCGAGACCCCGTGCGGCCTTGCGGGCGCGCCCTCACCCTCTGCCGTCCCTGTCTCACAGCAGCT

mml  >>>> >>>>>

mmML ... GGTGAGGCCGACGCGAGG . « v v vttt ettt ettt ettt ettt 1 macaque_lib4

mml chromosome:19:6285380:6285470:~-1 ENSMMUT00000011066 ENSMMUG00000007904 GTF2F1 Transcription initiation factor IIF subunit alpha (EC
2.7.11.1) (TFIIF-alpha) (General transcription factor IIF subunit 1) (Transcription initiation factor RAP74) (General transcription factor IIF
polypeptide 1 74 kDa subunit protein). [Source:Uniprot/SWISSPROT;Acc:P35269]

% W

arms: 1

species: 1

libraries: 1

reads: 1

macaque_block532048

mml ... COCCCCOCennns COCCCC - OO0 OO0 C00aaa))) )N ) ))) ) )))))))))))))

mml GCTACGTGAGTGTGGGGTGGCTGGGGTGGGGCAGGGATGGCTTGGGCCTGCCCAGTCGGCCTGACCACCCACCCCACAGGCACC

mml  >>>> >>>>>
PP CCTGACCACCCACCCCACAG. ... . 1 macaque_libé

mml chromosome:8:147026085:147026168:-1 ENSMMUT00000010324 ENSMMUG00000007380 CPSF1 Cleavage and polyadenylation specificity factor subunit
1 (Cleavage and polyadenylation specificity factor 160 kDa subunit) (CPSF 160 kDa subunit). [Source:Uniprot/SWISSPROT;Acc:Q10570]

B

arms: 1
species: 1
libraries:
reads: 1
macaque_block206327

mml E O O G O O O O O O G O O O O O G (I COOCCCea s D)) e ))))))) ) e ) ) ))))))) ) .

mml AAGAGGTGAGCAGGGCGATCGGGGGGGCTGGCGTGCTGGGGTGGGGCACAGGGGGTGCCTCAGCCGCCTCTGAGCTCCCACAACCCGCCCCTGCCAGGACCT

mml  >>>> >>>>>

mml ..., GTGAGCAGGGCGATC GGG« &« v v vt e et et et e e et e e et et et et et et et e et e e ea e eaeateaeaeaeeneasaseneaeneennn 1 macaque_libl0

mml chromosome:19:9919055:9919156:~-1 ENSMMUT00000024201 ENSMMUG00000017217 EIF3S4 Eukaryotic translation initiation factor 3 subunit 4 (eIF-
3 delta) (eIF3 p44) (eIF-3 RNA-binding subunit) (eIF3 p42) (eIF3g). [Source:Uniprot/SWISSPROT;Acc:075821]

1

o4 e 4

arms: 1

species: 1
libraries: 1

reads: 1
macaque_block105550

R
5

1
F OO O O O G O O O O O G O G O O O O S Y 1)) e [ N N G [ R R G A G 1Y) ) )N ) ) ) e 1))
1Y) ) e
mml
CAGCAGTGAGTAGGGGCGGGAGGAGGGGACACCCTGAGCTCAGTCCAGCCAGGAGAGGCATTGGGGTGTCCCTGCCATCTGGCCGT GGGGCAAGGCAGGAGGTATGTGCCATGGGTGGGGGCAGATTGAGCTGAGGTAG
GAGGTGACCCTGCCTGCCACCTGCCTTTAGCTGCC
mml
>>>>

>>>>>

................................... 1 macaque_lib9
mml chromosome:14:6834207:6834383:1 ENSMMUT00000026048 ENSMMUG00000018527

arms: 1

species: 1

libraries: 1

reads: 1

macaque_block532079

mml s COCCOOCOOE COOCE 0O C0CCaee)))))))))e) =) )))))))))) ) ) ) e

mml CCGTGGTAGGTGCGGCGGTGCGGCTGT TGCCGGTGGCGCTCCCTCTGAGCCTGCCGCCTCGCAGGCATC

mml  >>>> >>>>>

L CTCCCTCTGAGCCTGCCGCCTCGC. . .. ... 1 macaque_1ibl0
mml chromosome:8:147165535:147165611:1 ENSMMUT00000021855 ENSMMUG00000015582 PPP1R16A Protein phosphatase 1 regulatory subunit 16A (Myosin
phosphatase- targeting subunit 3). [Source:Uniprot/SWISSPROT;Acc:Q96I34]

B

arms: 1

species: 1

libraries: 1

reads: 1

macaque_block105910

mml B I COC OO COOOOOOOOOE 000 Ot aa)) «2)))))+2))))))))))))))))) ) «)))-))))) .

mml AGAAGGTGGGAGCAGGCAGGGCTGGGCAGGCCAGGGGTCTGGGAGGCAGGGGCCCGGGCAGCCCTGAACCCAACCCCTGGCTTCCTCTCCCATCCCAGGTCCT
mml  >>>> >>>>>
ML et e e e e e CTGGCTTCCTCTCCCATCCCAG. . . . . 1 macaque_lib7
mml chromosome:1 179788:8179890 ENSMMUT00000044557 ENSMMUG00000022520 KLC2 Kinesin light chain 2 (KLC 2).
[Source:Uniprot/SWISSPROT;Acc:Q9HOB6]

e




4 W

arms: 1

species: 1
libraries: 1
reads: 1
macaque_block46401

mml COCCC 000000 COCCCC OO0 e e e OO0 (e ) ) ))) ) e e ) ))))))))) e i))))) ) ) )))) ) ea))))) e

mml CCAGGGTGAGCCAGAGTGGTGGAGCAGGGAGGCGGGGGTTCAGCCAGGGCTTGCTGGGCCAGCCAGAGCGCCCCCGTGATGCCCTGCGGCTCTGTTCTCACAGCTGAG

mml  >>>> >>>>>

1 Y CCCTGCGGCTCTGTTCTCACAG. .. .. 1 macaque_libll
mml chromosome:11:7368394:7368501: ENSMMUT00000012440 ENSMMUG00000006470

# arms: 1

# species: 1

# libraries: 1

# reads: 1

# mouse_block1287

mmu O N S N O e N e e COCCCCOOCEE00Cennnnn 1113)))0000))) <)) ))-2)-)))))))))) .. )))) .

mmu  TGGAGGTGAGAGCGGGGGGAGTGGCAAGTGAGACGGATGGGCGGGGCTGGCTCAGACTGCTAGCCCCGCCCAGCTCTCTAACTCTTCCCTTGTGCCCTCAGGAGGC

mmu - >>>> >>>>>

TUMU ottt et e e e e et e e et e e e e e e e e et TAACTCTTCCCTTGTGCCCTCA. .. ... 1 mouse_libl

mmu chromosome:13:55487298:55487403: ENSMUST00000054646 ENSMUSG00000034675 Dbnl drebrin 1 [Source:MarkerSymbol;Acc:MGI:1931838]
# arms: 1

# species: 1

# libraries: 1

# reads: 1

# mouse_block5174

mmu B O O O O O O O A O N A O O G 1)) 2))))))) ) ))))))) ) )) ) ) ).

mmu  TCTCGGTGAGGCTCAGTATGGGGTGGGGGTGTCGTCGCCTGCCCGACTGACCACCCACTCACCCTGGACTGACTCTCAGGCTGG

mmu - >>>> >>>>>
L TCACCCTGGACTGACTCTCAG. . . . . 1 mouse_libl

mmu chromosome:8:75399000:75399083 ENSMUST00000079510 ENSMUSG00000052488 Cherp calcium homeostasis endoplasmic reticulum protein

[Source:MarkerSymbol;Acc:MGI:106417]



Figure S7. Correlation between Number of Mirtron Small RNA Reads and Number of Human ESTs.

mirtron host gene host transcript location total reads |ESTs in the region ESTs in the entire gene

hsa-mir-877 ENSG00000204580 |ENST00000376575 |chromosome:6:30660083:30660178:1 59 55 13804
hsa-mir-1224 ENSG00000145198 |ENST00000273794 |chromosome:3:185441882:185441976:1 58 9 45
hsa-mir-1225 ENSGO00000008710 |ENST00000382481 |chromosome:16:2080192:2080291:-1 3 45 742
hsa-mir-1226 ENSGO00000132153 |ENST00000348968 |chromosome:3:47866044:47866128:1 143 92 568
hsa-mir-1227 ENSG00000104886 |ENST00000326631 |chromosome:19:2185056:2185153:-1 5 111 263
hsa-mir-1228 ENSG00000123384 |ENST00000338962 |chromosome:12:55874549:55874631:1 6 7 951
hsa-mir-1229 ENSG00000161013 |ENST00000376937 |chromosome:5:179157879:179157957:-1 16 298 1287
hsa-mir-1231 ENSG00000134369 |ENST00000367302 |chromosome:1:200044357:200044458:1 3 15 618
hsa-mir-1233 ENSGO00000175676 |ENST00000328919 |chromosome:15:20996204:20996295:1 3 55 128
hsa-mir-1234 ENSGO00000071894 |ENST00000349769 |chromosome:8:145596279:145596372:-1 3 35 482
hsa-mir-1236 ENSG00000204356 |ENST00000375429 | chromosome:6:32032590:32032701:-1 2 165 316
hsa-mir-1237 ENSG00000162302 |ENST00000334205 |chromosome:11:63892645:63892756:1 2 23 206
hsa-mir-1238 ENSGO00000130734 |ENST00000309469 |chromosome:19:10523793:10523885:1 2 38 222
human_block172399 |ENSG00000107331 |ENST00000371605 |chromosome:9:139030140:139030239:-1 3 24 493
human_block107544 |ENSG00000088247 |ENST00000201886 |chromosome:19:6366308:6366395:-1 2 71 602
human_block96092 ENSGO00000141258 |ENST00000268989 | chromosome:17:2222294:2222391:1 2 11 389
human_block168305 |ENSG00000179950 |ENST00000349157 |chromosome:8:144971936:144972024:-1 1 202 861
human_block108536 |ENSG00000105655 |ENST00000338128 |chromosome:19:18408053:18408144:-1 1 83 595
human_block2497 ENSG00000121753 |ENST00000373658 |chromosome:1:31974574:31974765:-1 1 18 175
human_block145951 |ENSG00000078269 |ENST00000367122 |chromosome:6:158405766:158405850:1 1 6 300
human_block100511 ENSG00000108840 |ENST00000336057 |chromosome:17:39511555:39511693:-1 1 109 366
human_block168304 |ENSG00000179950 |ENST00000349157 |chromosome:8:144970973:144971072:-1 1 142 861
human_block127094 |ENSG00000198355 |ENST00000360612 |chromosome:22:48742513:48742596:1 1 70 346
human_block94727 ENSGO00000102904 |ENST00000388833 |chromosome:16:66417476:66417560:1 1 7 56
human_block88730 ENSG00000184916 |ENST00000347004 |chromosome:14:104688155:104688251:-1 1 5 95
human_block713 ENSGO00000171608 |ENST00000377346 |chromosome:1:9703302:9703391:1 1 11 229
human_block168233 |ENSG00000104518 |ENST00000262580 |chromosome:8:144715659:144715765:1 1 75 429
human_block110912  |ENSG00000130726 |ENST00000341753 |chromosome:19:63753459:63753560:1 1 359 1532
human_block29395 ENSGO00000173442 |ENST00000309295 |chromosome:11:65148409:65148522:1 1 25 1146
human_block110710  |[ENSG00000125503 |ENST00000376393 |chromosome:19:60295720:60295806:-1 1 33 284
human_block185010 |ENSG00000198753 |ENST00000361971 |chromosome:X:152693451:152693533:1 1 16 117
human_block109083 |ENSG00000089351 |ENST00000318014 |chromosome:19:40192935:40193032:1 1 64 379
human_block91836 ENSGO00000008710 |ENST00000382481 |chromosome:16:2083736:2083817:-1 1 18 742
human_block152130 |ENSG00000197150 |ENST00000377904 |chromosome:7:150378969:150379063:1 1 5 492
human block91683 ENSG00000185615 | ENST00000219406 | chromosome:16:275012:275089:1 1 17 59




Fig. S8. Minimum Free Energies (MFEs) of 5 nt Terminal Duplexes of Mirtronic miRNAs.

>hsa-mir-877
GUAGAGGAGAUGGCGCAGGGGACACGGGCAAAGACUUGGGGGUUCCUGGGACCCUCAGACGUGUGUCCUCUUCUCCCUCCUCCCAG
PO G G G G G G G G O O O O G (PO (PP O O O O O O G P 1)) )N ) )))))))) e ... (=39.50
>left
GUAGA&UCCCAG
(&) oo (0 1.20)
>right
GGGAC&GUCCU
(CCC(&))))) ( -5.40)

Dominant arm: 5'
Cloning: consistent

>hsa-mir-1224
GUGAGGACUCGGGAGGUGGAGGGUGGUGCCGCCGGGGCCGGGCGCUGUUUCAGCUCGCUUCUCCCCCCACCUCCUCUCUCCUCAG

OO e COCCCCCa COa (e e (e e ))) e e (e a)))) ea)) ) ) a)) ) )))))))) ) - a)))))) . (-45.00
>left

GUGAG&CUCAG

S(0((&)))) . ( =3.00)

>right

GAGGG&CCCCC

(. (((&))).) ( -2.20)

Dominant arm: 3'
Difference between arms is small.
Cloning: 3' arm is more abundant in chimp,
in human and macaque - 5' arm is slightly more abundant.

>hsa-mir-1225
GUGGGUACGGCCCAGUGGGGGGGAGAGGGACACGCCCUGGGCUCUGCCCAGGGUGCAGCCGGACUGACUGAGCCCCUGUGCCGCCCCCAG
OO OO e COCCe e (e e (e e e a))IIIII))) e )) eea)) e )) e )))))))))) eu)))) . (-48.20
>left

GUGGG&CCCAG

S((((&)))) . ( =5.10)

>rightl

GGGGG&ACUGAGCC

((((.&.))...)) ( 0.60)

>right2

GG&UGAGC

((&)...) ( 8.30)

Dominant arm: 3'
Cloning: more 5' reads but difference in clone numbers is small

>hsa-mir-1226
GUGAGGGCAUGCAGGCCUGGAUGGGGCAGCUGGGAUGGUCCAAAAGGGUGGCCUCACCAGCCCUGUGUUCCCUAG
P O G O G G G G G G G G O P O O (P O (PP )) e ))))))))))))) )N ) )))) .. (=36.90
>left
GUGAG&CUAG
(&) .. (0 1.40)
>rightl
UGGGG&CCUCA
(CCC(&))))) ( -4.40)
>right2
GGAUGG&UCACC
((.(((&))))) ( -0.70)

Dominant arm: 5'
Cloning: inconsistent, mostly 3' reads



>hsa-mir-1227
GUGGGGCCAGGCGGUGGUGGGCACUGCUGGGGUGGGCACAGCAGCCAUGCAGAGCGGGCAUUUGACCCCGUGCCACCCUUUUCCCCAG
P G G G G G (G G G G O G G G G G O G G G G G O O (Y (PP 1)) )))e)))) ) e )) D)) ..))))))))).))))) . (=36.70
>left

GUGGG&CCCAG

S(0((&)))) . ( =5.10)

>rightl

GGUGG&CCCGUGCC

(CC((&))...))) ( -1.30)

>right2

GU&CGUGC

((&...)) ( 1.90)

Dominant arm: 3'
Cloning: consistent

>hsa-mir-1228
GUGGGCGGGGGCAGGUGUGUGGUGGGUGGUGGCCUGCGGUGAGCAGGGCCCUCACACCUGCCUCGCCCCCCAG
P O O O G G G G G G O O G O G o O O (PP (CCCCaann ))))))))) )N ) ... (-46.00)
>left
GUGGG&CCCCCCAG
S(&))) el ( -3.30)
>rightl
GUGUG&CAC
(((..&))) ( -0.80)
>right2
UGUGU&UCACA
((((.&.)))) ( -2.50)

Dominant arm: 3'
Cloning: consistent

>mml-mir-1230
GUGGGUGGGGGCAUCUCGGAGGAGGUGGGGGGUGUGGCGCCCAGCGGAUGACUCCGAGCGGCUCCUUUCCCAG

P O G G G G O G G G G G G o G (O PO (P ))))) ) e ))))))).)))))).a)))) . (=38.40
>left

GUGGG&CCCAG

S((((&)))) . ( =5.10)

>right

CGGAG&CUCCG

(CC((&))))) ( -6.10)

Dominant arm: 5'
Cloning: consistent



Figure S9. MiRbase 10.0 Drosophila, human and mouse mature miRNAs annotated with a 5' G nucleotide.

dme-miR-1017 GAAAGCTCTACCCAAACTCATCC
dme-miR-263a GTTAATGGCACTGGAAGAATTCAC
dme-miR-306* GGGGGTCACTCTGTGCCTGTGC
dme-miR-309 GCACTGGGTAAAGTTTGTCCTA

hsa-miR-138-2*

GCTATTTCACGACACCAGGGTT

hsa-miR-138-1*

GCTACTTCACAACACCAGGGCC

hsa-miR-139-3p

GGAGACGCGGCCCTGTTGGAGT

hsa-miR-143* GGTGCAGTGCTGCATCTCTGGT

hsa-miR-144* GGATATCATCATATACTGTAAG

hsa-miR-145 GTCCAGTTTTCCCAGGAATCCCT hsa-miR-145* GGATTCCTGGAAATACTGTTCT mmu-miR-145 GTCCAGTTTTCCCAGGAATCCCT
hsa-miR-147b GTGTGCGGAAATGCTTCTGCTA hsa-miR-147 GTGTGTGGAAATGCTTCTGC mmu-miR-147 GTGTGCGGAAATGCTTCTGCTA
hsa-miR-183* GTGAATTACCGAAGGGCCATAA mmu-miR-183* GTGAATTACCGAAGGGCCATAA
hsa-miR-186* GCCCAAAGGTGAATTTTTTGGG mmu-miR-186* GCCCTAAGGTGAATTTTTTGGG
hsa-miR-187* GGCTACAACACAGGACCCGGGC

hsa-miR-191* GCTGCGCTTGGATTTCGTCCCC mmu-miR-191* GCTGCACTTGGATTTCGTTCCC
hsa-miR-198 GGTCCAGAGGGGAGATAGGTTC

hsa-miR-203 GTGAAATGTTTAGGACCACTAG mmu-miR-203 GTGAAATGTTTAGGACCACTAG
hsa-miR-23a* GGGGTTCCTGGGGATGGGATTT

hsa-miR-296-3p GAGGGTTGGGTGGAGGCTCTCC mmu-miR-296-3p GAGGGTTGGGTGGAGGCTCTCC
hsa-miR-29b-1* GCTGGTTTCATATGGTGGTTTAGA mmu-miR-29b* GCTGGTTTCATATGGTGGTTTA
hsa-miR-330-3p GCAAAGCACACGGCCTGCAGAGA mmu-miR-330* GCAAAGCACAGGGCCTGCAGAGA
hsa-miR-331-3p GCCCCTGGGCCTATCCTAGAA mmu-miR-331-3p GCCCCTGGGCCTATCCTAGAA
hsa-miR-337-5p GAACGGCTTCATACAGGAGTT mmu-miR-337-5p GAACGGCGTCATGCAGGAGTT
hsa-miR-33b GTGCATTGCTGTTGCATTGC hsa-miR-33a GTGCATTGTAGTTGCATTGCA mmu-miR-33 GTGCATTGTAGTTGCATTGCA
hsa-miR-345 GCTGACTCCTAGTCCAGGGCTC mmu-miR-345-5p GCTGACCCCTAGTCCAGTGCTT
hsa-miR-370 GCCTGCTGGGGTGGAACCTGGT mmu-miR-370 GCCTGCTGGGGTGGAACCTGGT
hsa-miR-373 GAAGTGCTTCGATTTTGGGGTGT

hsa-miR-376a* GTAGATTCTCCTTCTATGAGTA mmu-miR-376b* GTGGATATTCCTTCTATGGTTA mmu-miR-376¢* GTGGATATTCCTTCTATGTTTA mmu-miR-376a* | GGTAGATTCTCCTTCTATGAGT
hsa-miR-382 GAAGTTGTTCGTGGTGGATTCG mmu-miR-382 GAAGTTGTTCGTGGTGGATTCG
hsa-miR-409-3p GAATGTTGCTCGGTGAACCCCT mmu-miR-409-3p GAATGTTGCTCGGTGAACCCCT
hsa-miR-455-3p GCAGTCCATGGGCATATACAC mmu-miR-455 GCAGTCCACGGGCATATACAC
hsa-miR-485-3p GTCATACACGGCTCTCCTCTCT

hsa-miR-489 GTGACATCACATATACGGCAGC

hsa-miR-505* GGGAGCCAGGAAGTATTGATGT

hsa-miR-511 GTGTCTTTTGCTCTGCAGTCA

hsa-miR-515-3p GAGTGCCTTCTTTTGGAGCGTT

hsa-miR-518f GAAAGCGCTTCTCTTTAGAGG hsa-miR-518a-3p GAAAGCGCTTCCCTTTGCTGGA
hsa-miR-523 GAACGCGCTTCCCTATAGAGGGT

hsa-miR-524-3p GAAGGCGCTTCCCTTTGGAGT

hsa-miR-525-3p GAAGGCGCTTCCCTTTAGAGCG

hsa-miR-526b* GAAAGTGCTTCCTTTTAGAGGC

hsa-miR-539 GGAGAAATTATCCTTGGTGTGT mmu-miR-539 GGAGAAATTATCCTTGGTGTGT
hsa-miR-551a GCGACCCACTCTTGGTTTCCA hsa-miR-551b GCGACCCATACTTGGTTTCAG hsa-miR-551b* GAAATCAAGCGTGGGTGAGACC mmu-miR-551b GCGACCCATACTTGGTTTCAG
hsa-miR-554 GCTAGTCCTGACTCAGCCAGT

hsa-miR-556-5p GATGAGCTCATTGTAATATGAG

hsa-miR-557 GTTTGCACGGGTGGGCCTTGTCT

hsa-miR-560 GCGTGCGCCGGCCGGCCGCC

hsa-miR-565 GGCTGGCTCGCGATGTCTGTTT

hsa-miR-566 GGGCGCCTGTGATCCCAAC

hsa-miR-572 GTCCGCTCGGCGGTGGCCCA

hsa-miR-575 GAGCCAGTTGGACAGGAGC

hsa-miR-590-5p GAGCTTATTCATAAAAGTGCAG mmu-miR-590-5p GAGCTTATTCATAAAAGTGCAG
hsa-miR-595 GAAGTGTGCCGTGGTGTGTCT

hsa-miR-599 GTTGTGTCAGTTTATCAAAC

hsa-miR-602 GACACGGGCGACAGCTGCGGCCC

hsa-miR-607 GTTCAAATCCAGATCTATAAC

hsa-miR-611 GCGAGGACCCCTCGGGGTCTGAC

hsa-miR-612 GCTGGGCAGGGCTTCTGAGCTCCTT

hsa-miR-614 GAACGCCTGTTCTTGCCAGGTGG

hsa-miR-615-5p GGGGGTCCCCGGTGCTCGGATC mmu-miR-615-5p GGGGGTCCCCGGTGCTCGGATC
hsa-miR-619 GACCTGGACATGTTTGTGCCCAGT

hsa-miR-621 GGCTAGCAACAGCGCTTACCT

hsa-miR-625* GACTATAGAACTTTCCCCCTCA

hsa-miR-627 GTGAGTCTCTAAGAAAAGAGGA

hsa-miR-629* GTTCTCCCAACGTAAGCCCAGC

hsa-miR-632 GTGTCTGCTTCCTGTGGGA

hsa-miR-642 GTCCCTCTCCAAATGTGTCTTG

hsa-miR-647 GTGGCTGCACTCACTTCCTTC

hsa-miR-653 GTGTTGAAACAATCTCTACTG mmu-miR-653 GTGTTGAAACAATCTCTACTG
hsa-miR-657 GGCAGGTTCTCACCCTCTCTAGG

hsa-miR-658 GGCGGAGGGAAGTAGGTCCGTTGGT

hsa-miR-674 GCACTGAGATGGGAGTGGTGTA mmu-miR-674 GCACTGAGATGGGAGTGGTGTA
hsa-miR-768-5p GTTGGAGGATGAAAGTACGGAGTGAT

hsa-miR-801 GATTGCTCTGCGTGCGGAATCGAC mmu-miR-801 GATTGCTGTGCGTGCGGAATCGAC
hsa-miR-873 GCAGGAACTTGTGAGTCTCCT mmu-miR-873 GCAGGAACTTGTGAGTCTCCT
hsa-miR-877 GTAGAGGAGATGGCGCAGGG mmu-miR-877 GTAGAGGAGATGGCGCAGGG
hsa-miR-887 GTGAACGGGCGCCATCCCGAGG

hsa-miR-888* GACTGACACCTCTTTGGGTGAA

hsa-miR-920 GGGGAGCTGTGGAAGCAGTA

hsa-miR-922 GCAGCAGAGAATAGGACTACGTC

hsa-miR-923 GTCAGCGGAGGAAAAGAAACT

hsa-miR-92a-2* GGGTGGGGATTTGTTGCATTAC

mmu-miR-133a* GCTGGTAAAATGGAACCAAAT

mmu-miR-146b*

GCCCTAGGGACTCAGTTCTGGT

mmu-miR-207

GCTTCTCCTGGCTCTCCTCCCTC

mmu-miR-24-2* GTGCCTACTGAGCTGAAACAGT mmu-miR-24-1* GTGCCTACTGAGCTGATATCAGT
mmu-miR-291b-5p | GATCAAAGTGGAGGCCCTCTCC

mmu-miR-298 GGCAGAGGAGGGCTGTTCTTCCC

mmu-miR-302¢* GCTTTAACATGGGGTTACCTGC

mmu-miR-374*

GGTTGTATTATCATTGTCCGAG

mmu-miR-434-5p

GCTCGACTCATGGTTTGAACCA

mmu-miR-465a-3p

GATCAGGGCCTTTCTAAGTAGA

mmu-miR-466b-5p

GATGTGTGTGTACATGTACATG

mmu-miR-466¢-5p

GATGTGTGTGTGCATGTACATA

mmu-miR-466e-5p

GATGTGTGTGTACATGTACATA

mmu-miR-467b

GTAAGTGCCTGCATGTATATG

mmu-miR-503*

GAGTATTGTTTCCACTGCCTGG

mmu-miR-666-3p

GGCTGCAGCGTGATCGCCTGCT

mmu-miR-678

GTCTCGGTGCAAGGACTGGAGG

mmu-miR-679

GGACTGTGAGGTGACTCTTGGT

mmu-miR-680

GGGCATCTGCTGACATGGGGG

mmu-miR-693-3p

GCAGCTTTCAGATGTGGCTGTAA

mmu-miR-696 GCGTGTGCTTGCTGTGGG
mmu-miR-705 GGTGGGAGGTGGGGTGGGCA
mmu-miR-709 GGAGGCAGAGGCAGGAGGA
mmu-miR-711 GGGACCC GAGATGTAAG
mmu-miR-742 GAAAGCCACCATGCTGGGTAAA
mmu-miR-743a GAAAGACACCAAGCTGAGTAGA mmu-miR-743b-3p | GAAAGACATCATGCTGAATAGA
mmu-miR-759 GCAGAGTGCAAACAATTTTGAC
mmu-miR-761 GCAGCAGGGTGAAACTGACACA
mmu-miR-762 GGGGCTGGGGCCGGGACAGAGC
mmu-miR-764-5p GGTGCTCACATGTCCTCCT
mmu-miR-805 GAATTGATCAGGACATAGGG
mmu-miR-878-3p GCATGACACCACACTGGGTAGA
mmu-miR-879* GCTTATGGCTTCAAGCTTTCGG




Figure S10. Cloned Human miRNA/miRNA* Duplexes that Do Not Have 2nt-3' Overhangs in Their Pre-miRNA.

>hsa-mir-9-1 hsa-miR-9 TCTTTGGTTATCTAGCTGTATGA hsa-miR-9* ATAAAGCTAGATAACCGAAAGT
cggggttggttgttaTCTTTGGTTATCTAGCTGTATGAgtggtgtggagtcttcATAAAGCTAGATAACCGAAAGTaaaaataacccca
N e N e A N N N N A N A N A A AU R A P ))))))))<)))))))))INN))-)))--2))))))) . 42

TCTTTGGTTATCTAGCTGTATGAgtggtgtggagtcttcATAAAGCTAGATAACCGAAAGT
O O ))))))))))))IIIIIIIII)) ..

>hsa-mir-9-2 hsa-miR-9 TCTTTGGTTATCTAGCTGTATGA hsa-miR-9* ATAAAGCTAGATAACCGAAAGT
ggaagcgagttgttaTCTTTGGTTATCTAGCTGTATGAgtgtattggtcttcATAAAGCTAGATAACCGAAAGTaaaaactcctteca
SCCCC OO COC- - O CCCCCesCeoees)«))))))=)))))IINIIIINIY-)))=)))))))))- -40.0999984741211

TCTTTGGTTATCTAGCTGTATGAgtgtattggtcttcATAAAGCTAGATAACCGAAAGT
R N N N N N N A R S R D DR AR DR DR DR DR DR DR R DD RN

>hsa-mir-10b hsa-miR-10b TACCCTGTAGAACCGAATTTGTG hsa-miR-10b* ACAGATTCGATTCTAGGGGAAT
ccagaggttgtaacgttgtctatataTACCCTGTAGAACCGAATTTGTGtggtatccgtatagtcACAGATTCGATTCTAGGGGAATatatggtcgatgcaaaaacttca

s e COCCCCe e o COCOC- 0O CeCC- e e (0eees)))e+2))))3)))))+)))))))))))))))))-)))))e--2))))))-

TACCCTGTAGAACCGAATTTGTGtggtatccgtatagtcACAGATTCGATTCTAGGGGAAT
ce s (OO COCOEECECCe e (CCeese)))e2)))))))))))))))))) e e

>hsa-mir-16-1 hsa-miR-16 TAGCAGCACGTAAATATTGGCG hsa-miR-16-1* CCAGTATTAACTGTGCTGCTGA
gtcagcagtgcctTAGCAGCACGTAAATATTGGCGttaagattctaaaattatctCCAGTATTAACTGTGCTGCTGAagtaaggttgac
O O O O O G O O O G O O G O O O G G O O O O O G O (Y (PP )))-)-))))))))-))-))))))))))-)))--)))))) —37.7000007629395

TAGCAGCACGTAAATATTGGCGttaagattctaaaattatctCCAGTATTAACTGTGCTGCTGA
O O O O O O O O S O O O O O O S S (A )))<)<))))))))))-))))))))) -

>hsa-mir-23a hsa-miR-23a* GGGGTTCCTGGGGATGGGATTT hsa-miR-23a ATCACATTGCCAGGGATTTCC
ggccggctGGGGTTCCTGGGGATGGGATTTgecttcctgtcacaaATCACATTGCCAGGGATTTCCaaccgacce
O G O O O O O G O O O O O O G O O O G G G ))))))-))))-)))))))-)))))-))).)) -33.2000007629395

GGGGTTCCTGGGGATGGGATTTgcttcctgtcacaaATCACATTGCCAGGGATTTCC
(o e COCOCCCCaCOCCaCCCClonanennanns ))))))))))))))))))-.)

>hsa-mir-29c hsa-miR-29c* TGACCGATTTCTCCTGGTGTTC hsa-miR-29c TAGCACCATTTGAAATCGGTTA
atctcttacacaggcTGACCGATTTCTCCTGGTGTTCagagtctgtttttgtcTAGCACCATTTGAAATCGGTTAtgatgtaggggga
N N A N N N e A A A S N A AN A A )))))--2)))))))--4)))))))))))))-))))))))).  —-35.4000015258789

TGACCGATTTCTCCTGGTGTTCagagtctgtttttgtcTAGCACCATTTGAAATCGGTTA
N N N N N A A N A A )))))«2)))))))-+2)))))))))))

>hsa-mir-34b hsa-miR-34b* TAGGCAGTGTCATTAGCTGATTG hsa-miR-34b CAATCACTAACTCCACTGCCAT
gtgctcggtttgTAGGCAGTGTCATTAGCTGATTGtactgtggtggttaCAATCACTAACTCCACTGCCATcaaaacaaggcac
N A N O N N R N A O A A AN AN A ))+))))))))))))-+)))))))ee2)))) D)) -33.7999992370605

TAGGCAGTGTCATTAGCTGATTGtactgtggtggttaCAATCACTAACTCCACTGCCAT
R ))<))))))))))))ee))))))) .
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>hsa-mir-124-1 hsa-miR-124* CGTGTTCACAGCGGACCTTGAT hsa-miR-124 TAAGGCACGCGGTGAATGCC
aggcctctctctcCGTGTTCACAGCGGACCTTGATttaaatgtccatacaatTAAGGCACGCGGTGAATGCCaagaatggggectg
O O O O O O e G (O O O G O O G O (G O O O O O G (G P ))))))))-<))))))))))))))-)))))) . -35.9199981689453

CGTGTTCACAGCGGACCTTGATttaaatgtccatacaatTAAGGCACGCGGTGAATGCC
O O O O O S O S O O O O N G ))))))))-<)))-)))))))) -

>hsa-mir-124-3 hsa-miR-124* CGTGTTCACAGCGGACCTTGAT hsa-miR-124 TAAGGCACGCGGTGAATGCC
tgagggcccctctgCGTGTTCACAGCGGACCTTGATttaatgtctatacaatTAAGGCACGCGGTGAATGCCaagagaggcgecctee

O O O O G G O O O O O O O O O O O e O O G ))))))))<)))))))))))))))))))-)))) . —-40.2999992370605

CGTGTTCACAGCGGACCTTGATttaatgtctatacaatTAAGGCACGCGGTGAATGCC
S O O O O O O O S O O O O G A G ))))))))-<)))-)))))))) -

>hsa-mir-140 hsa-miR-140-5p CAGTGGTTTTACCCTATGGTAG hsa-miR-140-3p TACCACAGGGTAGAACCACGG
tgtgtctctectectgtgtcctgecCAGTGGTTTTACCCTATGGTAGgttacgtcatgectgttcTACCACAGGGTAGAACCACGGacaggataccggggcace
SCCCCCCaennn I N N N N N N N A N N A A S R A A ))))))))))<))))))))))))))) )N - =35

CAGTGGTTTTACCCTATGGTAGgttacgtcatgctgttcTACCACAGGGTAGAACCACGG
S O O O O O O O O O O O O G L O G G (R (I 3)))))))))<))))))))))) .-

>hsa-mir-141 hsa-miR-141* CATCTTCCAGTACAGTGTTGGA hsa-miR-141 TAACACTGTCTGGTAAAGATGG
cggccggeccctgggtcCATCTTCCAGTACAGTGTTGGAtggtctaattgtgaagectccTAACACTGTCTGGTAAAGATGGetccecgggtgggtte
O O O O O O O O G O G O G O G O O S O O O O O O G (Y G (Y I ))++2)))<))))))))))))-<)))))))--)))))))-)))).  -48.9000015258789

CATCTTCCAGTACAGTGTTGGAtggtctaattgtgaagctccTAACACTGTCTGGTAAAGATGG
OO O O O O O e O O O N G G R I (A ))+++)))-))))))))))))--)))))) -

>hsa-mir-144 hsa-miR-144* GGATATCATCATATACTGTAAG hsa-miR-144 TACAGTATAGATGATGTACT
tggggccctggctgGGATATCATCATATACTGTAAGtttgcgatgagacacTACAGTATAGATGATGTACTagtccgggcacccce
O O O O O G O O O O G O O O O O O G O O O O O G e O (I ))))+2)))))))))))))))))))))))))))))) - -44.4000015258789

GGATATCATCATATACTGTAAGtttgcgatgagacacTACAGTATAGATGATGTACT
R N N N N N N N A A ))))-<))))))))))))))))) .-

>hsa-mir-145 hsa-miR-145 GTCCAGTTTTCCCAGGAATCCCT hsa-miR-145* GGATTCCTGGAAATACTGTTCT
caccttgtcctcacgGTCCAGTTTTCCCAGGAATCCCTtagatgctaagatggGGATTCCTGGAAATACTGTTCTtgaggtcatggtt
B O O O O O O G O G O G O O G e O O O O O O G L (A I ))))))))))))-))-))))--)))))))-))-))). —-41.6199989318848

GTCCAGTTTTCCCAGGAATCCCTtagatgctaagatggGGATTCCTGGAAATACTGTTCT
O O O S O O O G O O O O O (O ))))))))))))))))))-) -

>hsa-mir-183 hsa-miR-183 TATGGCACTGGTAGAATTCACT hsa-miR-183* GTGAATTACCGAAGGGCCATAA
ccgcagagtgtgactcctgttctgtgTATGGCACTGGTAGAATTCACTgtgaacagtctcagtcaGTGAATTACCGAAGGGCCATAAacagagcagagacagatccacga

------- CCC-CC-COOCCCeCEC- OO OO O Ceeeseae)))=))))NNINIIIIY«=-2))))))=)))))))))e))evees)))))ee =
41.9000015258789

TATGGCACTGGTAGAATTCACTgtgaacagtctcagtcaGTGAATTACCGAAGGGCCATAA
CCOCOC- - COCCC- - COCCCECCCeeennas )))-<)))))))))))))---2)))))) -

>hsa-mir-200b hsa-miR-200b* CATCTTACTGGGCAGCATTGGA hsa-miR-200b TAATACTGCCTGGTAATGATGA
ccagctcgggcagecgtggcCATCTTACTGGGCAGCATTGGAtggagtcaggtctcTAATACTGCCTGGTAATGATGAcggcggagecctgecacyg

B O S G O (e O G O O S O O O O O O e O O G N O R Y PN I )))))))))))))-)))))))))))))))))e)) ... —44.2999992370605

CATCTTACTGGGCAGCATTGGAtggagtcaggtctcTAATACTGCCTGGTAATGATGA
O O O O O O e O O O O O O O N I ))))))))-)))))-))))-)))) -



>hsa-mir-200a hsa-miR-200a* CATCTTACCGGACAGTGCTGGA hsa-miR-200a TAACACTGTCTGGTAACGATGT
ccgggccecctgtgagCATCTTACCGGACAGTGCTGGAtttcccagettgactcTAACACTGTCTGGTAACGATGTtcaaaggtgacccge

I N N N N N N N S N N N N S N AN A N A )))))eeeeneennnn )1)))))))))))))))))))))-))))) - -47.5

CATCTTACCGGACAGTGCTGGAtttcccagecttgactcTAACACTGTCTGGTAACGATGT
I N N N AN G N )))))eeveeeennn ))))))))))))-)))) -

>hsa-mir-202 hsa-miR-202* TTCCTATGCATATACTTCTTTG hsa-miR-202 AGAGGTATAGGGCATGGGAA
cgcctcagageccgeccgecgttcctttTTCCTATGCATATACTTCTTTGaggatctggecctaaAGAGGTATAGGGCATGGGAAaacggggcggtecgggtectecececcageg

(CCeee e CCC- COCCOCCCCCCC OO e (0Ceeesns )1))))))))))))-+)))))))))))-)))))))))))))))--))) -
58.7999992370605

TTCCTATGCATATACTTCTTTGaggatctggcctaaAGAGGTATAGGGCATGGGAA
O O O O O O O O O O O O O L O G O O G G (P ))))))))))))))-)))))))) -

>hsa-mir-222 hsa-miR-222* CTCAGTAGCCAGTGTAGATCCT hsa-miR-222 AGCTACATCTGGCTACTGGGT
gctgctggaaggtgtaggtaccctcaatggCTCAGTAGCCAGTGTAGATCCTgtctttcgtaatcagcAGCTACATCTGGCTACTGGGTctctgatggcatecttectaget

s e (CCCCCCOCCCeeenns O O O O O O O O O O L O G G O N G N O O e (I )))-+2)))))-))))))))))))))--)))-)))))))NN)) . -
54.0999984741211

CTCAGTAGCCAGTGTAGATCCTgtctttcgtaatcagcAGCTACATCTGGCTACTGGGT
O O O N O N O N G G e )))++2))))))))))))))))) -

>hsa-mir-330 hsa-miR-330-5p TCTCTGGGCCTGTGTCTTAGGC hsa-miR-330-3p GCAAAGCACACGGCCTGCAGAGA
ctttggcgatcactgccTCTCTGGGCCTGTGTCTTAGGCtctgcaagatcaaccgaGCAAAGCACACGGCCTGCAGAGAggcagegctetgecce

B O O O G G O O G O O O O O O O O O O O S O Y e O Y A ))))<)))))))))))-=)))))))))))-)))-))) - -46.5200004577637

TCTCTGGGCCTGTGTCTTAGGCtctgcaagatcaaccgaGCAAAGCACACGGCCTGCAGAGA
OO O O O O O O O O L O O O G P O I ))))-)))))))-))))--))))))

>hsa-mir-338 hsa-miR-338-5p AACAATATCCTGGTGCTGAGTG hsa-miR-338-3p TCCAGCATCAGTGATTTTGTTG
tctccAACAATATCCTGGTGCTGAGTGatgactcaggcgacTCCAGCATCAGTGATTTTGTTGaaga
N A N N A N A N N AN A R )))-)))))))))-)))-))))))-))) -26.2199993133545

AACAATATCCTGGTGCTGAGTGatgactcaggcgacTCCAGCATCAGTGATTTTGTTG
N N N N N )))-)))))))))-)))-))))) -

>hsa-mir-342 hsa-miR-342-5p AGGGGTGCTATCTGTGATTGA hsa-miR-342-3p TCTCACACAGAAATCGCACCCGT
gaaactgggctcaaggtgAGGGGTGCTATCTGTGATTGAgggacatggttaatggaattgTCTCACACAGAAATCGCACCCGTcaccttggectactta

----- CCCCCCOCOCOCC OO0« COOCCCaee e e COCCCCeee(Ceeea))«2))))))e))))))ee2))))))=))))))))))))) e e -
47.7000007629395

AGGGGTGCTATCTGTGATTGAgggacatggttaatggaattgTCTCACACAGAAATCGCACCCGT
A N AN A P (COCCCaee(eeas))e=))))))))))))eee)))))) e

>hsa-mir-361 hsa-miR-361-5p TTATCAGAATCTCCAGGGGTAC hsa-miR-361-3p TCCCCCAGGTGTGATTCTGATTT
ggagcTTATCAGAATCTCCAGGGGTACtttataatttcaaaaagTCCCCCAGGTGTGATTCTGATTTgcttc
S S N N N N O A AN A PR )))))))))))e-))))))))) D)) -32.2999992370605

TTATCAGAATCTCCAGGGGTACtttataatttcaaaaagTCCCCCAGGTGTGATTCTGATTT
S O O O O O O O S O O Y G O O N G 3))))<))))e))e-))))))))) -



>hsa-mir-378 hsa-miR-378* CTCCTGACTCCAGGTCCTGTGT hsa-miR-378 ACTGGACTTGGAGTCAGAAGG
agggCTCCTGACTCCAGGTCCTGTGTgttacctagaaatagcACTGGACTTGGAGTCAGAAGGect
OO O O G O O O O O O O O O O O O O (I ))))))-))))))))))))))-))-))) -39.2000007629395

CTCCTGACTCCAGGTCCTGTGTgttacctagaaatagcACTGGACTTGGAGTCAGAAGG
O N N N S A A N A R ))))))-)))))))))))))) ) ).

>hsa-mir-454 hsa-miR-454* ACCCTATCAATATTGTCTCTGC hsa-miR-454 TAGTGCAATATTGCTTATAGGGT
tctgtttatcaccagatcctagaACCCTATCAATATTGTCTCTGCtgtgtaaatagttctgagTAGTGCAATATTGCTTATAGGGTtttggtgtttggaaagaacaatgggcagg

SCCCOCOCC- COCCCe - -0 Ceease)))))eee)))ee2))))))N))e=2))))))))))))<)))))eer))eere)))))))
-41.7000007629395

ACCCTATCAATATTGTCTCTGCtgtgtaaatagttctgagTAGTGCAATATTGCTTATAGGGT
CCOCOCCECEEEEEEECCCCaees)))))eee)))ee=)))))))))--2)))))))

>hsa-mir-483 hsa-miR-483-5p AAGACGGGAGGAAAGAAGGGAG hsa-miR-483-3p TCACTCCTCTCCTCCCGTCTT
gagggggAAGACGGGAGGAAAGAAGGGAGtggttccatcacgecctccTCACTCCTCTCCTCCCGTCTTctectete
O O O O O O O G O O O O O O O e P O O (N (T )))-+)))-))-))+)))))))))))))-)))))) -44.2000007629395

AAGACGGGAGGAAAGAAGGGAGtggttccatcacgcctccTCACTCCTCTCCTCCCGTCTT
CCCCCCEOOEECaCCaCaCCCal((anennnnn )))-2)))))-))-))))))))))))

>hsa-mir-486 hsa-miR-486-5p TCCTGTACTGAGCTGCCCCGAG hsa-miR-486-3p CGGGGCAGCTCAGTACAGGAT
gcaTCCTGTACTGAGCTGCCCCGAGgcccttcatgetgecccagctCGGGGCAGCTCAGTACAGGATacC
R N N N N N N O A N A I )))-+22)))))))))))))))))))))) .- -48.5

TCCTGTACTGAGCTGCCCCGAGgcccttcatgectgecccagctCGGGGCAGCTCAGTACAGGAT
N N N N N AN A A )))-+22))))))))))))))))))))) -

>hsa-mir-505 hsa-miR-505* GGGAGCCAGGAAGTATTGATGT hsa-miR-505 CGTCAACACTTGCTGGTTTCCT
gatgcacccagtggGGGAGCCAGGAAGTATTGATGTttctgeccagtttagCGTCAACACTTGCTGGTTTCCTctctggagecate
O O O O e O O G G O O G O O O O O G G O O O O O O O G (Y P ))))))))-))))-)))))))))))-))))-))))) -44.9000015258789

GGGAGCCAGGAAGTATTGATGTttctgccagtttagCGTCAACACTTGCTGGTTTCCT
O O O O O O S O O O O N A Y 3)))))))-))))-))))))))) -

>hsa-mir-512-1 hsa-miR-512-5p CACTCAGCCTTGAGGGCACTTTC hsa-miR-512-3p AAGTGCTGTCATAGCTGAGGTC
tctcagtctgtggCACTCAGCCTTGAGGGCACTTTCtggtgccagaatgaAAGTGCTGTCATAGCTGAGGTCcaatgactgagg
OO e (O COCCCCaa COCa 0O Caaea))))eeea)))))))e)))ee))))))ee)))ee))))))) -46.2999992370605

CACTCAGCCTTGAGGGCACTTTCtggtgccagaatgaAAGTGCTGTCATAGCTGAGGTC
e OO OO Caeea))))eee)))))))e)))e)))))) e

>hsa-mir-518f hsa-miR-518f* CTCTAGAGGGAAGCACTTTCTC hsa-miR-518f GAAAGCGCTTCTCTTTAGAGG
tctcatgectgtgaccCTCTAGAGGGAAGCACTTTCTCttgtctaaaagaaaaGAAAGCGCTTCTCTTTAGAGGattactectttgaga
OO O G G o G O G O O G O O O O G O O A G O G O O G (I ))))e<2)))))<)))))))))))))))))))e-e))))) -42.2999992370605

CTCTAGAGGGAAGCACTTTCTCttgtctaaaagaaaaGAAAGCGCTTCTCTTTAGAGG
N N N N AN A S A ))))+-2)))))-)))))))))))))) -

>hsa-mir-518d hsa-miR-518d-5p CTCTAGAGGGAAGCACTTTCTG hsa-miR-518d-3p CAAAGCGCTTCCCTTTGGAGC
tcccatgetgtgaccCTCTAGAGGGAAGCACTTTCTGttgtctgaaagaaacCAAAGCGCTTCCCTTTGGAGCgttacggtttgaga
O G O O O O O O O O O O O O O G O G G S O G N P N P (i )))))<))))+)))))))))))))I))))II))-)) ) -41.2000007629395

CTCTAGAGGGAAGCACTTTCTGttgtctgaaagaaacCAAAGCGCTTCCCTTTGGAGC
O O O O O O O O O O O O Y S O O Y (P )))))-))))-)))))))))))))) -



>hsa-mir-524 hsa-miR-524-5p CTACAAAGGGAAGCACTTTCTC hsa-miR-524-3p GAAGGCGCTTCCCTTTGGAGT
tctcatgectgtgaccCTACAAAGGGAAGCACTTTCTCttgtccaaaggaaaaGAAGGCGCTTCCCTTTGGAGTgttacggtttgaga
CCCOC- COCCOECCa e CeCCCeeea(CCeovs)))==))))IN=))NNIINIIIIII-IIIIIDII-)I))) -46.5999984741211

CTACAAAGGGAAGCACTTTCTCttgtccaaaggaaaaGAAGGCGCTTCCCTTTGGAGT
R N N N N A A N A S DR RS DR DR D RS DR DRR DR DR D R

>hsa-mir-576 hsa-miR-576-5p ATTCTAATTTCTCCACGTCTTT hsa-miR-576-3p AAGATGTGGAAAAATTGGAATC
tacaatccaacgaggATTCTAATTTCTCCACGTCTTTggtaataaggtttggcaAAGATGTGGAAAAATTGGAATCctcattcgattggttataacca

S O O O S O O O O O O O O O O O G O O G O O O G O O G T (I 31)-))))))))))))<)))))))))))))))))))) ) e eeeeeenns -
46.5999984741211

ATTCTAATTTCTCCACGTCTTTggtaataaggtttggcaAAGATGTGGAAAAATTGGAATC
N N N N A N A N X A G P )))-))))))))))))-)))))))))) -

>hsa-mir-876 hsa-miR-876-5p TGGATTTCTTTGTGAATCACCA hsa-miR-876-3p TGGTGGTTTACAAAGTAATTCA
tgaagtgctgTGGATTTCTTTGTGAATCACCAtatctaagctaatgtggTGGTGGTTTACAAAGTAATTCAtagtgcttca
I N N N A A N N A A A A A AN A ((+++2))-))))))))))))))))-)))))))))--)))). -42.7000007629395

TGGATTTCTTTGTGAATCACCAtatctaagctaatgtggTGGTGGTTTACAAAGTAATTCA
N N N N A A I (Ce++2))<))))))))))))))))-)))))-
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