Supplemental Figure S6. Sequence reads mapped to the (A) mmu-miR-702 and (B) mmu-miR-5132 hairpins. Sequence in blue represents intron region, while in
yellow represents flanking exon regions. Reads comprising GU or AG dinucleotide, which is characteristic of intron splice sites, were marked in red.

A. mmu-miR-702 region
GUGAGUGGGGUGGUUGGCAUGGGUUGCCCAUGGGGACUCGACGCUGUGCCCACAGCCUCCUGAUGUCCUCCUCACGCAUGCCCACCCUUUACCCCGCUCCAG
(oo ( Co COCCCCC000Caa CCaa COCCOCCCaa e COCCCOOOCa CCCCaaaad Y)Y e ) ad)))a)) ee e )))a))))))) ) ))))N))))) ee) e)) o (=50.30)

.Reéds. from GSE366?;§ (.M HV68-infected)

......... GUGAGUGGGGUGGUU GG A s v vttt ettt et ettt et e s eseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneieneneneeeaas 1 19 1
......... GUGAGUGGGGUGGUUGGC AUG . & & e et oot e oo eeeeeeeseeeeeeenseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeseeaaaaeaanananaaas 9 21 1
.......... UGAGUGGGGUGGUUGGCAUGGGU .t v v v et ettt et et e e et e et e seeeeeeeeeeeeneeeeneeeeneeeeneeeeeeeeeeeeeseeeneeeneeeneeeneeeaas 1 23 1
....................................................................................... UGCCCACCCUUUACCCCGCUCCAG. v v v eu.. 2 24 1
Reads from GSM314557

......... (€181€7N €] U €] €] €€} €] €] U 10 €] €] 072X 8 {22 21 1
......... (€18 1€7N €] U] €] €]} 5] ] U 15[ ]G | 17 1
......... (€18 1€7N €] U €] €] €] €] 0] €] U 10 ] N 19 1
.......... UGAGUGGGGUGGUUGG A . v v et e e et et et et et et et et et et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneeanananaeas 1 18 1
.......... UGAGUGGGGUGGUUGGC AUGG G . 4 vt et e e e e e et et et e e et et et et et ee e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeseseeenanananas 2 22 1
.......... UGAGUGGGGUGGUUGGC AU & &t e e e e e et et et et et et et et et et et et et et ee e ee e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeesaseeanananas 2 19 1
...................................................................................... AUGCCCACCCUUUACCCCGCUC . v v v v e 1 22 1
....................................................................................... UGCCCACCCUUUACCCCGCUCCA. .. ...... 10 23 1
....................................................................................... UGCCCACCCUUUACCCCGC . v v v v v e v ewe. 1 19 1
....................................................................................... UGCCCACCCUUUACCCCG. v v v v v e e eena. 1 18 1
....................................................................................... UGCCCACCCUUUACCCCGCU . v v v eveen.. 3 20 1
....................................................................................... UGCCCACCCUUUACCCC . v vt v et e eeeen.. 4 17 2
....................................................................................... UGCCCACCCUUUACCCCGCUC . v v v vvenn.. 5 21 1
....................................................................................... UGCCCACCCUUUACCCCGCUCCAG........ 60 24 1
....................................................................................... UGCCCACCCUUUACCCCGCUCC . e e v v e en.. 9 22 1

B. mmu-miR-5132 region
CCGGCGUGGGGUGGUGGACUCAGGCUUCUGGAGCUGAAGCCUGAUGUUCCCCAUCCCGCAG

..... COCCCCCCCa COCCCCCCCCC a0 )0 0))))) o (—38.40)

Reads from GSE36639 (MHV68-infected)

.. .GCGTGGGGTGETGGACT CAGG . « v v v ittt ittt ettt ittt ettt eeeeeeeean 1 21 1
.. .CGTGGGGTGGTGGACTCAGG T . v vttt ettt ettt ittt ettt annnnnans 1 22 1
+ . .CGTGGGGTGGTGGACTCAGG LT T . v v v v ettt et ettt ettt et s nannnnnnnans 1 23 1
. . COTGGGGTGGTGGACTCAG . s v v v ettt ittt ettt st ssennnnnnnnns 1 19 1

.. .COTGGGGTGGTGGACTCAGG . v v v ittt ittt ittt ittt ettt ettt eeeees 4 21 1

..... GTGGGGTGGTGGACTCAGG . v v ittt ettt ittt ettt annnnns 2 19 1

...... TGGGGTGGTGGACTCAGGCTTC . ¢ v vt ittt ettt et ittt ettt eeeeeees 19 22 1

...... TGGGGTGGTGGACTCAGG . v v vt i et ittt et ettt it e 1 19 1

...... TGGGGTGGTGGACT CAGG T . v v vttt ittt ettt ettt it eeneennnen 1 20 1

...... TGGGGTGGTGGACT CAGG T T . v v vttt ettt ettt ettt eeeaneennes 4 21 1

Reads from GSM314557

.. .GCGTGGGGETGETGGACT CAGG . v vttt it ittt ettt ittt ittt eeeees 1 21 1
. .CGTGGGGTGGTGGACTCAGG . v v it ittt ittt ittt 1 21 1
.. .CGTGGGGTGGTGGACTCAGG T . v v v ittt ittt ettt ittt nnnnnnnns 1 22 1
.. .CGTGGGGTGGTGGACTCAGGCTTC T . v v v v vt ettt ettt ettt e e e annnnnnnas 1 25 1
+ . .CGTGGGGTGGTGGACTCAGG LT T . v v v v ettt ettt ettt ettt e saannnnnnnns 1 23 1
.. COTGGGGTGGTGGACT CAGG . ¢ v vttt ettt ittt et et aneeenneenns 1 20 1
.. COTGGGETGGTGGACT CA . it et ittt ettt ettt ettt 1 18 1

.. CGTGGGGTGGTGGACT . v vttt ettt ettt it ettt aneenneenn 4 17 1

..... GTGGGGTGGTGGACTCAGG . v v v vttt e ittt et ettt i e eenneennnes 1 19 1

...... TGGGGTGGTGGACT CAGG T .+ v vttt it et ettt ittt it eennennnen 1 20 1

...... TGGGGTGGTGGACTCAGGCTTC . v vttt et ettt ettt ti e e anennnes 7 22 1

........... TGGTGGACTCAGGCTTC . + v vttt ettt ittt et tin e i 1 17 2

..................................... AGCCTGATGTTCCCCATCCCGCA. 1 23 1

....................................... CCTGATGTTCCCCATCCCGCAG 1 22 1

........................................ CTGATGTTCCCCATCCCGCA. 1 20 1



