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mouse chr2 10383102 10445570

rat chrl7 79301645 79245165

kangaroo_rat GeneScaffold 6552 152744 143027
rabbit AAGW02026857 41410 53848

gpig scaffold 16 16013390 16026898

Genome assemblies

Guinea pig (Cavia porcellus):
ftp://ftp.ensembl.org/pub/release-
58/fasta/cavia porcellus/dna/Cavia porcellus.cavPor3.58.dna.nonchromosomal.fa.gz

Kangaroo rat (Dipodomys ordii):
ftp://ftp.ensembl.org/pub/release-
55/fasta/dipodomys ordii/dna/Dipodomys ordii.dipOrdl.55.dna.nonchromosomal.fa.gz

Ground squirrel (Spermophilus tridecemlineatus)

ftp://ftp.ensembl.org/pub/release-

58/fasta/spermophilus tridecemlineatus/dna/Spermophilus tridecemlineatus.SQUIRREL.58.d
na.nonchromosomal.fa.az N

Ground squirrel:

scaffold 5659 10089 10196 Sfmbt2 289 324 d 0.7778

scaffold 5659 12816 12968 Sfmbt2 323 373 d 0.8039

GeneScaffold 5788 61782 61913 Sfmbt2 853 896 c 0.7500
GeneScaffold 5788 62856 63197 Sfmbt2 746 858 c 0.4435
GeneScaffold 5788 64981 65175 Sfmbt2 600 664 c 0.7846
GeneScaffold 5788 74912 75028 Sfmbt2 565 603 c 0.7692
GeneScaffold 5788 97330 97524 Sfmbt2 498 567 c 0.6970
GeneScaffold 5788 103073 103180 Sfmbt2 442 477 c 0.8056
GeneScaffold 5788 113670 113789 Sfmbt2 396 435 c 0.7750
GeneScaffold 5788 119783 119866 Sfmbt2 373 400 c 0.7857
GeneScaffold 5788 166031 166120 Sfmbt2 145 174 c 0.8333
GeneScaffold 5788 234259 234486 Sfmbt2 62 138 c 0.7143

Supplement Table 1. Assembly of mouse Sfmbt2 intron 10 in rat, kangaroo rat, rabbit,
guinea pig and ground squirrel.
Intron 10 in ground squirrel was assembled from 2 contigs.
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151 intronlO_MM 44734 45010 MSHORT1 2 296 d 0.8421 1455
152 intronlO_MM 45011 45174 MSHORT1 1 166 d 0.8485 944

153 intronlO_MM 45224 45489 MSHORT1 1 296 d 0.8037 1133
154 intronlO_MM 45492 45765 MSHORT1 3 296 d 0.7599 967

155 intronlO_MM 45766 46064 MSHORT1 1 296 d 0.8188 1468
156 intronlO_MM 46067 46349 MSHORT1 3 293 d 0.8270 1459
157 intronlO_MM 46353 46638 MSHORT1 1 293 d 0.8007 1282
158 intronlO_ MM 46642 46906 MSHORT1 1279 d 0.8413 1436
159 intronlO_MM 46909 47086 MSHORT1 1 196 d 0.8603 940

160 intronlO_ MM 47133 47442 MSHORT1 10 294 d 0.8507 1522
161 intronlO_MM 47455 47745 MSHORT1 7 296 d 0.8207 1467
162 intronlO_ MM 47746 48031 MSHORT1 1 293 d 0.8379 1533
163 intronlO_ MM 48035 48331 MSHORT1 1 296 d 0.8368 1430
164 intronlO_ MM 48332 48624 MSHORT1 1 296 d 0.8362 1525
165 intronlO_MM 48625 48902 MSHORT1 1 296 d 0.8541 1599
166 intronlO_ MM 48904 49231 MSHORT1 2 296 d 0.8148 1436
167 intronlO_MM 49232 49523 MSHORT1 1 288 d 0.8797 1765
168 intronlO_ MM 49528 49808 MSHORT1 1 293 d 0.8328 1518
169 intronlO_ MM 49815 50108 MSHORT1 4 296 d 0.8172 1381
170 intronlO_MM 50109 50401 MSHORT1 1 296 d 0.8277 1515
171 intronlO_MM 50402 50631 MSHORT1 1 233 d 0.9043 1503
172 intronlO_MM 50646 50940 MSHORT1 1 296 d 0.8485 1670
173 intronlO_MM 50942 51227 MSHORT1 2 292 d 0.8258 1440
174 intronlO_MM 51235 51525 MSHORT1 4 296 d 0.8737 1739
175 intronlO_MM 51527 51874 MSHORT1 2 296 d 0.8316 1270
176 intronlO_ MM 51878 52182 MSHORT1 4 296 d 0.8249 1453
177 intronlO_MM 52183 52475 MSHORT1 1 288 d 0.8272 1190
178 intronlO_MM 52484 52758 MSHORT1 1 296 d 0.8525 1517
179 intronlO_MM 52759 53038 MSHORT1 1 296 d 0.8657 1592
180 intronlO_ MM 53039 53315 MSHORT1 1 294 d 0.8429 1464
181 intronlO_MM 53318 53617 MSHORT1 1 288 d 0.8493 1561
182 intronlO_MM 53631 53907 MSHORT1 6 296 d 0.8185 1398
183 intronlO_ MM 53911 54255 MSHORT1 4 296 d 0.8345 1367
184 intronlO_ MM 54256 54542 MSHORT1 1 296 d 0.8408 1569
185 intronlO_ MM 54543 54830 MSHORT1 1 296 d 0.8454 1591
186 intronlO_ MM 54831 55121 MSHORT1 1 296 d 0.8596 1636
187 intronlO_MM 55123 55394 MSHORT1 2 296 d 0.8225 1313
188 intronlO_ MM 55490 55782 MSHORT1 1 285 d 0.8462 1582
189 intronlO_ MM 55794 56060 MSHORT1 1 296 d 0.8376 1311
190 intronlO_MM 56061 56338 MSHORT1 1 296 d 0.8369 1380
191 intronlO_MM 56339 56610 MSHORT1 1 296 d 0.8182 1347
192 intronlO_MM 56611 56894 MSHORT1 1 296 d 0.8287 1465
193 intronlO_MM 56897 57184 MSHORT1 3 289 d 0.8258 1452

Supplement Table 2. Map of MSHORT1 and RSHORT in the mouse intron 10.
The best scoring query consensus is shown for MSHORT1 and RSHORT1 per intron 10

loci. One B1F3 copy that kept its 5-prime portion was identified in this intron at the 5-prime
start of the head to tail repeated array of MSHORT1. The Coordinates of that B1F3 element
were added manually to this list in row one. Nr. Number of MSHORT1 copies from left to
right; L1 and L2 intron 10 coordinates of the corresponding query sequence copy; N1 and

N2 — coordinates of a region of the query consensus similar to its copy; D — orientation.
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Supplement Table 3. Map of MSHORT1 and RSHORYT in the rat intron 10.

loci. One B1F3 copy that kept its 5-prime portion was identified in this intron at the 5-prime
start of the head to tail repeated array of MSHORT1 and RSHORT1. The Coordinates of
that B1F3 element was added manually to this list in row one. Number of MSHORT1 or
RSHORT1 copies from left to right; L1 and L2 intron 10 coordinates the corresponding query

sequence copy; N1 and N2 — coordinates of a region of the query consensus similar to its

The best scoring query consensus is shown for MSHORT1 and RSHORT1 per intron 10

copy; D — orientation.
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SW perc perc perc dJuery position in query matching repeat position in repeat

score div. del. ins. sequence begin end (left) repeat class/family begin end (left) ID
279 17.3 0.0 0.0 gga-mir-466 114 165 (104) + (TA)n Simple repeat 1 52 (0) 1
249 19.6 0.0 0.0 hsa-mir-1277 110 165 (113) + (TA)n Simple repeat 2 57 (0) 2
244 17.9 4.5 0.0 hsa-mir-466 82 148 (136) + (TATG)n Simple repeat 3 72 (0) 3
182 19.1 2.1 0.0 hsa-mir-466 148 194 (90) + (CA)n Simple repeat 2 49 (0) 4 *
226 28.0 0.0 0.0 mir-MSHORTI1 85 134 (162) + (IG)n Simple repeat 1 50 (0) 5
273 16.3 0.0 0.0 mir-MSHORTI1 140 188 (108) + (CA)n Simple repeat 2 50 (0) 6
207 22.0 0.0 0.0 mir-RSHORTI1 99 148 (59) + (TG)n Simple repeat 1 50 (0) 7
267 13.3 0.0 0.0 mir-RSHORT1 154 198 (9) + (CA)n Simple repeat 2 46 (0) 8
237 6.5 0.0 0.0 mmu-mir-466i 143 173 (148) + (TG)n Simple repeat 2 32 (0) 9
201 16.9 5.1 0.0 mmu-mir-466i 176 234 (87) + (CATA)n Simple repeat 2 63 (0) 10
747 20.6 0.0 0.0 mmu-mir-466j 72 246 (76) + (TG)n Simple repeat 2 176 (0) 11
264 21.3 0.0 0.0 mmu-mir-466j 262 322 (0) + (TG)n Simple repeat 2 62 (0) 11
213 13.2 0.0 0.0 mmu-mir-467f 143 180 (140) + (TG)n Simple repeat 2 39 (0) 12
660 18.2 0.0 0.0 mmu-mir-467g 114 245 (75) + (TA)n Simple repeat 2 133 (0) 13
246 24.3 0.6 5.0 mmu-mir-467h 155 314 (7) + (TATG)n Simple repeat 4 156 (0) 14
249 19.6 0.0 0.0 ppy-mir-1277 110 165 (113) + (TA)n Simple repeat 2 57 (0) 15
235 14.6 3.6 0.0 ssc-mir-1277 113 167 (113) + (TATATG)n Simple repeat 4 60 (0) 16

B

Ll L2 N1 N2 D Identity Score

hsa-mir-1277 8 278 ppy-mir-1277 8 278 d 0.7823 59 571 <

ssc-mir-1277 1 274 hsa-mir-1277 7 277 d 0.6754 4.1 367 <

ssc-mir-1277 2 274 ppy-mir-1277 8 277 d 0.6716 4.4 353 <

mir-RSHORT1 16 96 mir-MSHORT1 1 81 d 0.9506 1 223 <

Supplement Table 4. Microsatellite content and pair wise alignment of pre-miRNAs from family 466 and 467 outside the mouse and rat specific
miRNA cluster in 300nt
A) Pre-miRNA sequences with 100nt up and downstream sequence were analyzed from miRNA family 466 and 467 miRNAs that are not located in the

mouse and rat cluster in intron 10 of the Sfmbt2 gene. The two miRNA cluster are represented by MSHORT1 and RSHOR1 respectively. Microsatellite
content of these sequences was annotated with RepeatMasker. Annotation that overlaps with another annotation is marked with an (*). B) Pair wise
alignment of the RepeatMasker masked sequence set as defined under A. L1 and L2 — coordinates of a sequence L; N1 and N2 — coordinates of a region of

the sequence N to the sequence L; D — orientation.



