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A), B) Alignment of the regions encompassMtR168a andMIR168b TSS, respectively. Arrowheads indicate transaipstart sites. C) Alignment of pre-
miR168a genomic region. D) alignmenaftpre-miR168b genomic region. Blignment of the sequence stretches from miR16&h&downstream 9 bp
conserved motif iMIR168a andMIR168b. F), G) Alignments oMIR168A andMIR168B genomic regions from the TSS to approximatly 60lentides
downstream of the pre-microRNA. The alignmentsraported in FASTA format and they can be visualiasithg programs as BioEdit Sequence Alignment
Editor. In light gray are highlighted the sequenocasesponding to the lower stem, while in darkyghese corresponding to the upper stem; in lidine lis

highlighted the 9 bp motif conserved between pgsaléor highly conserved regions dots indicatetitleto the base present in the reference (fistjuence.
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Ath  ATTAAATACCCTAC - - AGAAGAGGCTAAGGTTGTCTCTGC TTGATAGGGTTCCCTTCTTCTTCTTA TTACATATCATAAA CCTCATTT- - - CCCCATT- - ACAAAA
Agr ATTAAATACCCAAC - - AAAGAAAGCTAAA. TTTTCOCTGT- TTGATAG - - ACCAATCT TTACCATATTTTCA - - CCATT- - - - AACACTC T ACAAAA
Ay  ATTAAATACCCTAC - - AGCTGAGGCTAAGGTTGTCTCTGC TTGATAGGGTTCCTCCTT ATTACA - TCATAAA - - CCATT- - CTCTGOCTCATTT- - - CCCCATT- - ACAAAA
cal ATTAAATACCCTAC - - ATATGAGGCTAAGGT TGTCTCTGT- TTGATAGGTTTT ATTACA - TCACAAA - - CCATTTCTTTTGOCTCATTTCACCACCATTACTACAGC
ol ATTAAATACCCOCTACATTATGAGGCTAAGGT TGTCTCTGT- TTGATAGSGTTC TTACA - TCACACAA - CCATTTCTTTTGCCTCATTT- - CACCATTTCAACAAC
Cgr ATTAAATACCCTACTACAGATGAGGCTAAGGT TGTCTCTGT- TTGATAGSGT TCCTTCTTCTTCCTTCTTCCTTCTTACA - TCAATAAAAACCATT - CTTTGCCTCGTTT- - CTCCCATCA- CTAAAA
Chi ATAAAATACCCTACA - TTATGAGGCTAAGGT TGTCTCTGT- TTGATAGSGTTCTC TTACA - TCACAAAAA- CCATTC TTTTGCCTCATTT- - - CACCATT- - ACAACA
Gm  ATTATATACCCTACA - TTATGAGGCTAAGGITGTCTCTGT TTGATAGGGTTC TTACA - TCACAA - - - CCATTC TTTTGCCTCATTT- - - CACCATT- - ACAAAA
Gr ATTAAATACCCTAC - - AATAGAGGCTAAGGT TGTCTCTGT- TTCATAGGGTTCTCT AAT- - TCACAAA - - CACT- - - CTTTGCCTCCTTT - - CGCOCATC. - CCAAA
Dte-1 AATAAATACCCTATTATACATTAGGCTAAGGTTGTCTTCGT TTGATAGSGTTCT AAAAA- CCAGAAA CACTATTT ACAAAA
Die-5 AATAAATACCCTAA - - ACATTAGGCTAAGGTTGTCTTCGT TTGATAGGGTTCT AAAAA- CCAGAAA CACTATTT ACAAAA
Ech-1 ATTAAATAGCCTAC - - AGATTAGGCTTAGGTTGTCTCTGT TCGATAGGGTTCTCTTCTC TTACA - TCAGAAA - - GCATT - CTTTGCCTCATTT. - - CGCCATT- - ACAAA
Ech-2 ATTAAATACCCTAC - - AGATGAGGCTAAGGTTGTCTCTGT- TTGATAGGGT TCTCTTCT CTTACA - TCAGAAA - - GCATT- - CTTTGCCTCATTT- - - CGOCATT- - ACAAA
Mra-1 ATTAAATACCCTAC - - AGATGAGGCTAAGGTTGTCTCTGT- TTGATAGSGTTCTCTCTTCTCTTCTC TTACA - TCACAAA - - CCAAT - CTTTGCCTCATTT. - - CGCCATT- - ACAAG
Ptu  ATTAAATACCCTAC - - AAATGAAGCTAAGGTTGTCTCTGT- TTGATAGGCTTCT CTGAA - TCAAAAA CTTCATTTT- - CGCCATT- - ACAAAA
Rau  ATTAAATACCCTAC - - ATAAGAGGCTAAGGTTGTCTCTGT TTGATAGGGITA TTACA - TCACAA - - - CCATTC TTTTACCTCACTTCTTCACCTTT- - ACAAC
Tha  ATTAAATACCCTAC - - - AATGAGGCTAAGGTTGTCTCAGOCCTGATAGGGTTCTT AAGAAAAAATATAAAATCCGAA. - - - GCAACT- CTTTGOCTCATTT- - - CGTCATT- - ACAAA

MIR168A TSS footprin



B)

®)

Ath
Agr
Ay
Cal
cr
Cgr
Chi
Cm
Cr
Dte-1
Dte-2
Ech-1
Ech-2
Mra
Ptu
Rau- 1
Rau- 2
Tha

v, ¢

10 20
S R B R I

50 60 70 80 90 100 110 120
T P PR PR R DTS PN BN DTS DS BN DD DN SR DRSS B

At h ATTAAATACCACTA AAGGAGGCT GCT AAAGTATTATCGATA GTTGAGAAAGACCTAAAAATCACAGAAAAAA- - TATTTGCCGGATTT GGTAACTGITTTCTCCTCC
Agr-2 GATAAATACGCAACA- AATAA CGCTA AAAAAGGAAAAAAATAAAACAAAATCTTTTTGCCAGATTTCTCGT TAAAAATCCGGAGACTGITT- CTTTCTT
Agr-1 GATAAATACGCAACA- AATAA CGCTA AAAAAGGAAAAAAA- - AAACAAAATCTTTTTACCAGATTTCTCGT TAAAAATCCAGAGACTGITT- CTTTCTT
Ay ATTAAATACCCACCA- AAGGAGGEC TAAAGTATTCTCGATA TTTGAGAAAGACCT- - AAATCACAGAATAAA- - TCTTTGCCAGATTT GGTAACTGITTTCTCCTCC
Cf ATTAAATACCAAGCA  AAGGAGGCC - TAACGTATTCTCGATA TTTGATAAAGA: CT- - AAATCAGAGAAAA- TA- TCTTTGCCAGATAT GGTAACTGITTTCTCATTC
Cgr - ATTAAATACT CAGCAGAAGGAGACT - - AAAGTAAGT CCCGATA TTTGATAGAAAAAA TCTTTGCCAGATTT GGTAACTGITT- CTTTTCT
Chi GCTAAATACCAAGCA AAGGAGEC TAAGGTATTCTCGATA TTTGATAAAGA: CT- - AAATCTGAGAAAA- TA- TCTTTGCCAGATAT GGTCACTGITTTCTAATTC
Cm ATTAAATACCAAGCA  AAGGAGGEC TAACGTATTCTCGATA TTTGAGAAAA TA TCTTTGCCAGATAT GGTAACTGITTTCTTCTTC
Gr ATTATATACCCATCG AAGGAAGC TAACGTATACTCGATA TTCGATAGCGA GAAAAA TCTTTGCCAGATAT AGCAACTGGTTTCTCTTTC
Ech ATTAAATACCCAGCA  AAGGAGGCTAAAATAATATTCTCGATACGTATTTGATAAAAGA TCTTTGCCCGATAT GGTAACTGITT- CTACTTC
Mrma AT AAAGAG TAACATATTCTCGATA TTTGATAAAGACTAA- AAATCAGAGAAAA- TA- TCTTTGCCCGATAT GGTAACTGITT- CTCGTCC
Ptu ATAAAATACCCAGCA- AATTAGGTTAA CG TA TCC TCAGAGAGAAAAAATCTTTGCCAGATAT GGCAACTGITT- CTTTCTC
Rau-1 ATTAAATACCAAGCA AAGAAGGC TA TTTGATATAAAGTCT- AAATCAGAGAAAA- TA- TCTTTACCAGATAT GGTAACTGITTTCTCATTC
Rau-2 ATTAAATACCAAGCA- AAGAAGGC TAATATATTTTCGATA TTTGATATAAAGTCT- AAATCAGAGAAAAATA- TCTTTGCCAGATAT GCCAACTGITTTCTCATTC
Tha GITAAA- ACCCATCA- AAGGAGGC TAATTAATTCTCGATA TTTGATAG AGAGATAAAAA- TCTTTGCCAGATAT GGCAGCTGITT- CTCGTTC
cal | | TGOCCGATAT GGTAACTGTTATCTCCTCC
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>Ath_MIR168a

GATAGGGTTCCCT------- TCTTCTTCTTATTA-CAT----------- ATC--ATAAACCTCATTT---CCCCATTAC-AAAACCTAGA------ ACTCCTTCTCTCTTCTCTTTCTTCATA------ TCCCTG TCT
———————— AAAGGGATT------ATT-ATGATAGT--AGAG--TCTCACCATCGGGCTCGGATTCGCTTGGTGCAGGTCGGGAACCAATTCGGC-TGA-CAGCCTCGTGACTTTTAAACCTTTATTGGTT---TGTGAGC--
AG-GGA--TTGGATCCCGCCTTGCATCAACTGAATCGGATCCTCGA-GGTAA----AAAA---------- ACTCGTAAATCCTA-TCAGATCTG-----G AAGATT----------=---- TCT--ACGC--T-------- T-CTCC-TTICTTT-
ATAT

>Agr-1_MIR168a

GATAGACCAATCT------=mmmmmmmmmem TTACCATATTTT-CACCATT-----AACACTC-T------------ AC-AAAACCTAAA----ACTCTTC-TCTCTCTCCTC-TTTTTTCACTTTCTCTC TACA
TAGAGAGA-------------- TTGAT-----AAAG----TCACCGTCGAGCTCGGATTCGCTTGGTGCAGGTCGGGAACTGAT T-------------- COBGTGGCGTTTT----TGTATTGGTT---
TGTGAGATTAGAGAAATTTAGTTCCCGCTTTGCATCAACTGAATCGGAACTTGATGTTGAATGAAAAAAA------------- TTGAAATCAAA-TCAGAT CTGGT---GGAGATA TCT
TACTC-TCTCTTT-CTTT

>Aly_MIR168a

GATAGGGTTCCTC-------------- CTTATTACATC---ATAAACCATT--CTC-TGCCTCATTT---CCCCATTAC-AAAACCTAAA-----------2 TCTCCTTCTCTCTTCTCTCTT------ CT. TCT
AAAGAGAGAGAGAGAG------- ATT-ATGATAT--AAGAG--TCTCACCGTCGGGCTCGGATTCGCTTGGTGCAGGTCGGGAACCAATTCGGC-TGA-CAGCCTCGTGACTTTAAAACCTTTATTGGTT---
TGTGAGC--AG-GGA--TTGGATCCCGCCTTGCATCAACTGAATCGGATCCCGA-GGTGTAA----GAAA---------- ACTCGTGAATCCAA-TTAGATCTA-----GAAGAAA--------------—- TCT--ACTC--T-------- T-
CTCC-TTCTTT-ATCT

>Cal_MIR168a

GATAGG------------m-=mo-- TTTTATTA-CATC---ACAAACCATTTCTTTTGCCTCATTTCACCACCATTAC-TACAGCTTCA----------—- TCTCTTATCTTTCTTCCTCACAAAGCCTTCG----------------
TTTCAGTTTTCTTGAGAGCGAGGGAGAGATTACG---ATAGATGAT----AGAG----TCACCGTCGAGCTCGGATTCGCTTGGTGCAGGTCGGGAACTAA -GGC-TGA- CACAGCCACGTGACTTAT-—-—
CCTCATTGGCT---TGTGAGC--AG-GAA--TTGGATCCCGCCTTGCATCACTGAATCGGAGCTCCGA-GGTGAA-----AGAA---------- ACTCAAAATCCAAA-TCGGATCTG------ GATGATT-------
TAGAAGAAATCT--TCTC--T-------- T-TTCT-TTCTTT-TTA

>Cfl_MIR168a

[e7N7-Yclclc] i o) | pm——— A-CATC--ACACAACCATTTCTTTTGCCTCATTT---CACCATTTC-AACAACTTCT-------- CTCTCTCTCTTATCTTTTCTTCCTCACAAGTCTTCG----------=--=-=
TTTCAGTTTTCTTGAGAGCA-AGAAAGA-TTACG---TTAGATGAT-----AGAG----TCACCGTCGAGCTCGGATTCGCTTGGTGCAGGTCGGGAACTAN -GGC-TGA- CACAGCCACGTGACTTAAT---
CCTCATTGGCT---TGTGAGC--A-AGAA--TTGGATCCCGCCTTGCATCACTGAATCGGAGCTCTGA-GGTGAA-----AGAA---------- ACTCAAAATCCAAA-TCAGATCTG-----GATGATT: TTT
>Cgr_MIR168a

GATAGGGTTCCTTCTTCTTCCTTCTTCCTTCTTA-CATCAATAAAAACCATT--CTTTGCCTCGTTT--CTCCCATCACTAAAACCTAAA-----GGGAGAQ CCTTCTCCTCCTTATCTCTC------ TCTCTG----------=-==-
————— TCT------------------AGAGAGA-TTCTT---ATATATAAA CAGCGAGAG--TCTCACGGTCGGGCTCGGATTCGCTTGGTGCAGGTCGGBBCAATTTGGC-TGA-------CGTGAGTCGTCT----

TAT--ACTCGTT--mm- T-CTCC-TTCTTT-TTA-

>Chi_MIR168a
[T\ Ve cTe] [0y oy pumm——— TA-CATCA-CAAAAACCATT-CTTTTGCCTCATTT---CACCATTAC-AACACCT-------memmemme TCCTTCTCTCTTTATCT T----TCTTCGrmmemmmmemmemes -
TTTCAGTTTCGTTGAGAGCAATAAAAAGATTTAC--GATAGATGAT---- AAAG----TCACCGTCGAGATCGGATTCGCTTGGTGCAGGTCGGGAACTART-GGC-TGA-CACAGCCACGTGACTTAAT--
CCTCATTGGCT--TGTGACC--AG-GAA-TTGGATCCCGCCTTGCATCACTGAATCGGATCTCTGA-GGTGAAA---TAAA--------- CTCCAAAATCCAAA-TCAGATCTG----GATGGTT----
TTTGAAGAAATCTGAAATC--T----- T-CTCC-TTCTTT-TTAT

>Cim_MIR168a

[T\ YclcTc) | o) | f—— A-CATCA--—-CAACCATT-CTTTTGCCTCATTT---CACCATTAC-AAAACCT----mmnmnm TCTCTCTTCTTATCTCTCTTCCTC-ACAAGTCTTCG-mmrmmmmemmmen
TTTCAGTTTTCTTGAGAGCA-AGAAAGA. TTACC--ATAGAT GAT---AGAG----TCACCGTCGAGCTCGGATTCGCTTGGTGCAGGTCGGGAACTAI - GGCTTGA-CACAGCCACGTGACTTAT--—-
CCTCATTGGCT---TGTGAGC--AG-GAA--TTGGATCCCGCCTTGCATCACTGAATCGGAGCTCCGA-GGTGAA -~ TGAA------- ACTCAATATCCAAA-TCAGATCTG----GAAGAT T-------
TAGAAGAAATCT--ACTC--T------ T-CTCC-TTCTTT-CTAT

>Cir_MIR168a

CATAGGGTTCTCT---mwmemmememmemenes A-ATTC---ACAAA-CACT--CTTTGCCTCCTTT---CGCCATCCC-AAA-CCTAAA------

TCTGCTCCCGCCTTGCATCAACTGAATCGGAGCCCCGATTGTGCAAAAAA - TATCAAAAATCAAA-TAAGATCTGATTTGGGAGATA- —-meememmemees TAT--ACTC--T----—-CCT-CTCC-TATTTC-ATTT
>Dte-2 MIR168a

GATAGGGTTCT AAAAACCAGAAACACTAT--mmemmememmes TTAC-AAAACCTAAA-----ACTTA TCTTTCTTCTCTCTCTCTTTA———-TTTTTT CTTTTATGECTTTCAGATTCC-----
SN Y\ cY-\oN—— TATGGT----AGAG-—--TCACCGTCGEGCTCGGATTCGCTTGGTGCAGGTCGGGA-CTAATC-CGC-TGA-CACAGACGTGTCTTTT-—-ACTTATTGGTT---GTGAGC--AG-GGA--
TTGGCTCCCGCCTTGCATCAACTGAATCGGAGCTCCCATGGTGAAAGC-AAA--------- GCCAAAAAAGCCAA-TCAGATCTG----GAAAAATAT ATCCTTTGTGTGTGTCT--ATGT--TGATGCATAT-CTTC-
TTCTGT-ATAT




>Ech-1 MIR168a

GATAGGGTTCTCT--mmemenmemen TCTCTTA-CATC--AGAAAGCATT--CTTTGCCTCATTT---CGCCATTAC-AAA-CCTAAT - TCTTCCTCCCTCTCTTCTCTTTCTT-—---CTTCTT TAG
AGAG--TCTCACCGTCGSGCTCGGATTCGCTTGGTGCAGGTCGGGAACCAACT-GGC-TGA-CACAGRACGTGACTTGTA--CCTTGTTGGTT--TGTGAGCC-AG-GGA--

TTGGATCCCGCCTTGCATCAACTGAATCGGAGCCCCGA-GGTGTAAA-ATA - ACTCAACAATCCAA-TCAGATCTG-----GACGAAA - ---wrmmmemenev TCT--ACTC--Trmmmmmv TCCTCC-TTGTTT-ATAT

>Mma_MIR168a

GATAGGGTTCTCT-----CTTCTCTTCTCTTA-CATC---ACAAACCAA--CTTTGCCTCATTT---CGCCATTAC-AAG-CCTCmmmrmmmmns TCTCTCTTTCTTCT-TCTTCTTA---TCTCTGTGT-rmmrmrmmemee—n CTAG-

AGAGTCTCTCACCGTCGGGCTCGGATTCGCTTGGTGCAGGTCGGGAACCAATT-GGC-TEPACAGCCACGTGACTTAAAACCCATTGTTGGTT---TGTGAGCC-AG-G@B--

TTGGATCCCGCCTTGCATCAACTGAATCGGAACCCCGA-GGTGAAAT---AAA-------- ACTCCATAATCCAA-TCAGATCTG-----GACCAT A= ---enmemmnmeev TCT--ACTC--Tr-mmnmv T-CTCA-TTCTTT-GTAT

>Ptu MIR168a

GATAGGCTTCTCTGA-mwmmmmemmemnmmees Y (oY V.Y.y N— CTTCATTTT--CGCCATTAC-AAAACCTAAA--------- CTTCTCTTTCTTCTCTCTCTGT T-mmmee Tommmmemmememmemmnee

TCT--ACTC--T--memm- TTCTCC-TTCTTCAATAT
>Rau-1 MIR168a

GATAGGG--r--rmmrmrememmeen TTATTA-CATC---ACAACCA--TTCTTTTACCTCACTTCTTCACCTTTAC--AACTTTCAGC----—-TTCTACTTTATCTTTTTTTCCTCAA~---TCTTCGr-rmremrmmemmemenen
TTCCAGTTTTCTT-- GAGAGA-TTATGA--TAGATGATA---AGAG----TCACCGTCGAGCTCGGATTCGCTTGGTGCAGGTCGGGAACTARN -GGC-TGACACAGCCACGTGGTTTATAC--CTT-
ATTGGTA--TGTGAGC--AG-GAA--TTGGATCCCGCCTTGCATCAACTBATCGGAGCTCCGA-GGTGAAA-—----GAAA--------CTCAAAGTOCAAATCAGATCTG------GAAGA-—-TTTGAAGAAATCTT-
ACTCT-wmremeene TCTCCTTCTTTATATTC

>Tsa MIR168a

GATAGGGTTCTTAAGAAAAAATATAAA -------- ATC---CGAAGCAAC T--CTTTGCCTCATTT---CGTCATTAC-AAATCTAAAAACTTTTGCTTCTTCTATCTTTCCTCTCTCTCTC-+---TCTCTG-----
TCTCTGTTTT--CGCCA TT---AGAG---TCACCGTCGGGCTCGGATTCGCTTGGTGCAGIEGGGAACTAATT-TGC-TGA-CACGGCCACGTGAGTTTTC---CTTTGTGGTT-—
TGTGAGC--AG-GGA--TTGGATCCCGCCTTGCATCAACTGAATCGGAGCTLGCCGGTGAAA-—-TAAGAAA-—---AAGTCCAAATCCAA-TCAGAT CTG----GAAGACA--------------- TGT--ATTC--T-----T-

CTCC-TTCTTC-ATGT

C)]

>Ath_MIR168b

ATTAAATACC-ACTA-AAGGAGGCTGCTAAAGTATTATCGATA----GTTG AGAAAGACCTAAAAATCACAGAAAAAA--TATTTGCCGGATTT--mrmen =-neen GGTAACTGTTTTCTCCTCCTTAT----
TCTCTTTCACCTT-TTTCTGATGAGAGAGAGA TGCGATGAT--TGTTA------AAG-TTACCGGCGGTACGGATTCGCTTGGTGCAGGTCGGGAACTGATTGGCTGACACCGACAC-
GTGTCTTGTCATGGTTGGTTTGTGAGC-----nmnr-m- TCCCGTCTTGTECAACTGAATCGGAGTCCGAGGTGAAA-AAATAA----wmemnmmen GGATCC-AAC--TATCAGATC--TGACACAATTATTCTGTTT-rmmrmemmeee
------------ GTTGTTCGTCTAA----—-—-TTTTTTTGTTGAAA

>Agr-1_MIR168b

GATAAATACGCAACA-AATAA CGCTA —-AAAAAGGAAAAAAA--AAACAAAATCTTTTTACCAGATTTCTCGTTAA AAATCCAGAGACTGTTT-CTTTCTT-
TCTTTCGTTTTTGTTCCAAATCTTTTCT-TTGATTT-GGTGGA ATGTTTATCAATGGTCTCAGATTCGCTTGGTGCAGGTCGGGAACTGATT

TTGGCTTCTGAACAGTAGAATCAGATCCCGCCTTGCATCAACTGAATCCGSCCCGAGATGAAAAAAAAAATTGAAGATATAAATGGATTCC-CTC-—-TTT CAGATC--
TGGTCAAATCTTATATTTTTTTTCGATAATTCCAGGAAAGAATGATTGAAT CTTGAATCTTGATTCATTAATCTTGCTT---AT

>Aly_MIR168b

ATTAAATACCCACCA-AAGGAGGC--TAAAGTATTCTCGATA--TTTGAGAAAGACCT--AAATCACAGAATAAA--TCTTTGCCAGATT T--mmnmen —cmemv GGTAACTGTTTTCTCCTCCTTAT----
TATCTTTCACCTTTTTTCCAGT-GAGCGATAGAGAGAGAAA-----rm-mmrmmamenmcs TACGATGAT---TTA------AAG-

TCCCGTCTTGTATCAACTGAATCGGAGTCCGAGGTGAAAAAAATAA <--—nmcmenmen GGATCT-TAC--TTTCAGATC--TGATACAATCTTTTTT T-rmermmmmemmemenmcnna GCGGTAGAATCTTGAA -
AACTTTTTGTTTAT

>Cal MIR168b

TGCCCGATAT---wmmemmemen GGTAACTGTTATCTCCTCCTTCTTCTTCTTCTCTTTCATCTT--
TTCCAATGAGAGAAATAGAGAAAGAAAAAAAAAG ------mcmmrn- TAC GATGAT---GATA-----AAG-TTACCGGCGGTCTCTGATTCGCTTGGBCAGGTCGGGAACTGATTGGCTAACACCACCAC-

>Cfl_MIR168b
ATTAAATACCAAGCA-AAGGAGGCC--TAACGTATTCTCGATA---TTTGATAAAGA-CT--AAATCAGAGAAAA-TA-TCTTTGCCAGATAT---mnmn -onenv GGTAACTGTTTTCTCATTCTTCT----
TCTCTTTCATCTT-TTTCCATTGAGAGAGATCGGAAAAAAAAAAAAAAAAA AAAAAAAAAAAGTACGATGATGATGATA-----AAA-



TCCCGCCTTGCATCAACTGAATCCGAGTCCGAGGTGAAAATTTTTTT--—mmmemee GGATCCAAAC---TTTCAGATC--TGACACTTTCTTCGTTACTCT T--mmrmemmemenmcmen AAGGTTAAATTTTGAT----cmmmem ==
ATTTTGTTT--AT

>Cgr-1 MIR168b

ATTAAATACTCAGCAGAAGGAGACT--AAAGTAAGTCCCGATA-TTTG ATAGAAAAAA--<--mcmmememmcnv TCTTTGCCAGATTT--mmrmen <meme GGTAACTGTTTCTTTTCTCTTCTCTTTCATCTTTTTTTTTTC-
TTTCTAATGAGAAAGAGAGAAAGAGAGA ------mrmmrmemmecn TA CGATGAA--GGTTACAAAAAAAAG-TTACCGGCGGTTTCGGATTCGCTTGA GCAGGTCGGGAACTGATTGGCTGACTCCGACAT-
ATGTTTTGTCATGGTTGGCTTGTGAGC------mmre- TCCTGCCTTGCECAACTGAATCGGAGTCCGAGGTGAAAATATATGAAAAAA - GGATCA-AAC---TTTCAGATC--TGACTCGATCTT-----CATCTT--
---------------- ACGGTAGAATCTTTAT--——-——-ATTTTTTGTTGAAA

>Chi_ MIR168b

GCTAAATACCAAGCA-AAGGAGGC---TAAGGTATTCTCGATA--TTTGATAAAGA-CT--AAATCTGAGAAAA-TA-TCTTTGCCAGATAT------n- =-enee GGTCACTGTTTTCTAATTCTTCT----
CCTCTTTCATATT-TTTCCATTGAGAGAGAATAGAGCAAAAG----cnmmemeememnas TACGATGAT---GATA-----AAG-
TTACCGGCGGTCTCTGATTCGCTTGGTGCAGGTCGGGAACTGATTGGCTARACCACCAC-GTGTCTTGTCATGGTTGGCTTGTAAGC----mmrev
TCCCGCCTTGCATCAACTGAATCTGAGTCGGAGGTGAAAAAAAAT TT--mmemmemen GGATCCAAAC--TTTCAGATC--TGACACGTTCTTCGTT@CTCT T---mmemmmmemmecens AAGGTTAAATATTGAT----memmv -
ATTTGGTTT-—-AT

>Cim_MIR168b

ATTAAATACCAAGCA-AAGGAGGC---TAACGTATTCTCGATA--TTTGAGA--------mmrmmemecee AAA-TA-TCTTTGCCAGATAT---mmx woenee GGTAACTGTTTTCTTCTTCTTCTTCT---TCTCTTTCATCTT--
TTCCATTGAGAGAGATAGAAAAAAAAAAAAAAG----cnmememmems TAC GATGAT---GATA-----AAG-TTACCGGCGGTCTCTGATTCGCTTGGBCAGGTCGGGAACTGATTGGCTAACACCACCAC-
GTGTCTTGTCATGGTTGGCTTGTAAGC----------- TCCCGCCTTGCRCAACTGAATCTGAGTCCGAGGTGAAAAAAATAT ---mmrcemmeeee GGATCC-AAC--TTTCAGATC--TGACACATTCTTCGTC-ACTCTT----
------------- AAGGTTAAATCTTGAT - ATTTTGTTT---AT

>Cir_MIR168b

ATTATATACCCATCG-AAGGAAGC---TAACGTATACTCGATA---TTCGATAGCGA----------- GAAAAA---TCTTTGCCAGATAT----- meeon AGCAACTGGTTTCTCTTTCTTCTCT---
TTTGTTTTATCTTTTTCCAATGACGGAAAGAGAGAGA-GA----mmrmmemmememecn GACGATGATGATGGTA-----AAG-
TTACCGGCGGTCTCGGATTCGCTTGGTGCAGGTCGGGAACTGATTGACTGRCCGCCAC-GTGTTTTCTCATGATTGGCTTGTGACCGGCGATCGGA--
TCCCGCCTTGCATCAACTGAATCGGAGGCCGAGGTGAAAAGAAAAA -mmrmmeev GGATCC-AACTTTTTTCAGATCTGTGGCTCAATCTTTCTT@CTCT T-r-enmmmmmecmeme AAGGTAGAAGCTTGAA ----mme-
ATCTTGTTT--AAC

>Dte_MIR168b
CTGATTGGCTGACACCGCTACTGTGGATTTTCACGGTTGGCTTGTGAGCABGATCGGA--TCCTGCCTTCCATCAACTGAATCCGAGCCCGAGGTGAAAAGAAGAAATACAAG-------GCTACC-AAC-
CTTTTCAGATC--TGGC A TGAA ACCTTTTTT---TT

>Ech_MIR168b

ATTAAATACCCAGCA-AAGGAGGCTAAAATAATATTCTCGATACGTATTTG ATAAAAGA -----rcemmecmemecen TCTTTGCCCGATAT---memmmemeee GGTAACTGTTT-CTACTTCTTT----- CTCTTACATCTT-
TTTCCAATGAGAGACAGAGAGAGAGA----<--rmemmmemmemenee TACGATGAT--GGTTA-----AAG-TTACCGGCGGTCTCAGATTCGCTTGBGCAGGTCGGGAACTGATTGGCTGACATCACCAC-
GTGTTTTGTCATGGTTGGTTTGTGAGT------emmn TCCTGCCTTGCECAACTGAATCGGAGTCCGAGGTGAAAAAAAAAA ~--m-cmmree GAATCC-AAC---TTTCAGATC--TGACAT---------- [ol0) o1 Em—
-ATGGTACAATCTTGAA------xmmee- ATTTTTTTT---AT

>Mma_MIR168b

P S — AAAGAG----TAACATATTCTCGATA----TTTG ATAAAGACTAA-AAATCAGAGAAAA-TA-TCTTTGCCCGATAT---mrmn —eoenv GGTAACTGTTT-CTCGTCCTTC------ TCTTTCATCTG-—----
GAGATACGATGA TG-GATGAT-TGTTA------AAG-TTACCGGCGGTCTCAGATTCGCTTGGTGCAGGTGGGAACTGATTGGCTGATACCACCAC-
GTGTCTTGTAATGGTTGTCTTGTGAG T---menmeme TCCCAGCTTGCACAAGTGAATCAGAGTCCGAGG TGAAAAGAA---mcmmememmemen GTATGA-TAC--TTTCAGATC--TGACAC---------- Y.V (o P
-ATGGTACAATCTTGAA ------nme- ATTTTATTT---AC

>Ptu MIR168b

ATAAAATACCCAGCA-AATTAGGTTAA CG-TA TCC--—-TCAGAGAGAAAAAATCTTTGCCAGATAT ---cmcmmmemmn GGCAACTGTTT-CTTTCTCTTCTCTTTTTAATCTTTTTTTCTCTE
GATGAGAGAGAAGAAAGATGAGAGA-----mmrmemmrmemme TACGATGAT---GATAA-—---AAG-TTACCGGCGGTCTCTGATTCGCTTGGTGBGGTCGGGAACTGATTGGCTGACACCGCCAC-
GTGTCTTATCATGGTTGGCTTGTGAGCAGTGATCGGA--TCCCGCCTTGARAACTGAATCGGAGCCCGAGGTGAAAAGAAGAAGAAACCTAAAAAAA-GG ATCT-AAC---TTTCAGATC--
TGACTCAATCTTTGTTCCTCT T--rmrmmmmemmmenne AAGGTATAATCTTGAAATCAATCTTG--TTTATGTT-----

>Rau-1 MIR168b

ATTAAATACCAAGCA-AAGAAGGC----nnmrmemmecen TA---TTTG ATATAAAGTCT-AAATCAGAGAAAA-TA-TCTTTACCAGATAT-----mrn —eoenv GGTAACTGTTTTCTCATTCTTC------ TCTTACATCTT--
TTTCAATAAGAGAGGAAAAAAAAAAG -----mmcmmrmemmememee TAC GATGAT---GATA-----AAG-TTACCGGCGGTCTCTGATTCGCTTGGGCAGGTCGGGAACTGATTGGCTGACGCCGACAC-
ATGTGTTGTTATGGTTGGCTTGTAAGC---------- TCCCGCCTTGCACAACTGAATCGGAGCCCGAGGTGAAAAAAATT T-ommmrmmemennee GGATCC-AAC--TTTCAGATC--TGAGTCATTCTTCTTC-ACGCTT-----
------------- AAGGTATAATCTTGAT--------ATTTTGTTT---AT

>Tsa MIR1680

GTTAAA-ACCCATCA-AAGGAGGC---TAATTAATTCTCGATA----TTTGATAG----------- AGAGATAAAAA-TCTTTGCCAGATAT---mn -omee GGCAGCTGTTT-CTCGTTCTCTG-----TTCTCTTTATCTT-

TTTGCAATGAGAGAGAGAGATAGAGGAA-------=-=mmmmmmmmeae TACGATGATGATGATA------- AAG-TTACCGGCGGTCTCGGATTCGCTTGBGCAGGTCGGGAACTGATTGGCTGACACCGCCAC-



GTGGCTTGCCATGTTTGGCTTGTGAGCAGGGATCGGA--TCCCGCCTTGTBAACTGAATCGGAGCTCGAGGTGAAAAGAAAGAAAGGAAAA ---—-GGATCT-AAC--TTTCAGATC--TGACAC---------
V'V (o3 o g GTTTTAAGTTTTTToememememcnnens TTTGTTTGAAAA



