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Searching for homology to mature

human microRNA

1. Visit miRBase at: http://microrna.sanger.ac.uk/sequences/
2. Click on the Search tab at the top of the page:
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3. Enter the microRNA of interest and click Submit [be sure to use the following
format: xxx-miR-nnn; where xxx is species (hsa for human (Homo sapiens), mmu
for mouse, rno for rat, ggo for gorilla, etc) and nnn is the microRNA of interest]:
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e miRBase::Sequences "

Home § Search § Browse § Genomics §l Help § Download Submit § miRBase

Search miRBase::Sequences

By miRNA identifier or keyword
Enter a miRNA accession, name or keyword:
hsa-mir-155

l Subml:DuerN[ Feset ]l Example |

By genomic location
Select organism, chromosome and start and end coordinates. Leave the start/end boxes blank to refrieve all mIRNAs on the selected chromosome.

Choose species w|Chr: | « Start: End: Get sequences

Select organism and the desired inter-miRNA distance.
Choose species » | Inber-miRMNA distance: 10000 | Get clusters

By sequence

Single sequence searches:

Paste a sequence here to search against miIRNA sequences, You can choose to search against the intact precursor sequences or just the mature miRNAs, This search may
take A few minctes. (Max size 1000bn's) ~
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4. Once the microRNA page has loaded, scroll down to the Mature Sequence
section:
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MIR: MIOODD177; mmumir-155

(BETEECEN [ Ol HENC: 31542, MIR1SS i

ENTREZGENE: 406947, MIR1S5

L= SR &Yl MIPFOO00157; mir-155

Mature sequence MIMAT0000646
Accession ERIEENIEETREEE

J(oQ Fsa-miR-155

[SNLENCS cxperimental; clored [2,5-7]
i MIEANDA bsa-miR-155

TARGETSCAN: hsa-miR-135
PICTAR-VERT: hsa-miR-155

Minor miR* sequence MIMAT0004658
Accession JEIEENIEE IR -

5. Copy the mature sequence.
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6. Click on Search at the top of the page again:
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miRBase::Sequences

Stem-loop sequence MIO000681
Accession ERINEEES
o8 Fsa-mir-155
Symbol FREReHGENES

[Ty oldleal Homo sapiens miR-155 sterm-loop
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Get sequience

Human mir-155 Is predicted based on homology to a cloned miRk from mouse (MIOD00177 ) [1], and later experimentally validated in human HL-60
leukemia cells [2]. Like the mouse miRMNA, human mir-155 resides in the non-coding BIC transcript (EMBL:AF402776), located on chromosome 21 [3]. The
[T mature form differs from that in mouse at a single position. Els et al. confirm that miR-155 is processed from the BIC transcript in human, and demonsirate

elevated expression of miR-155 in lymphoma samples [4]. The mature sequence shown here represents the most commonly cloned form from large-scale
cloning studies [S].
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7. Scroll down to the By Sequence section and paste the mature human sequence.

8. Once it is pasted, be sure to set the Search Sequences to Mature miRNAs, then
click Search miRNAs.
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|| Submit Query || Faset ]l Example |
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Select organism, chromasome and start and end coordinates, Leave the start/end boxes blank to retrieve all miRMNAs on the selected chromesome.

Chaose species »|Chr:| w|Start: End: Gel sequences
Select organism and the desired inter-miRMNA distance.
Choose species ~ | Inter-miRMNA distance: 10000 Get clusiers

Single sequence searches:

Paste a sequence here to search against miRMNA sequences. You can choose to search agairst the intact precurser sequences or just the mature miRNAs. This search may
take a few minutes. (Max size 1000bp's)

UUAAUGCUBRUCHUFAUATEITY

Search sequences: Mature miRhAs v —
\ Search method: BLASTH »
Choose BLASTN to search for a miRMNA in a longer sequence, SSEARCH is useful for finding a short

saguence within the library of miRNAs (for instance, find a short motif in @ miRMNA or precursor stem-loop,
or find mahure sequences that are related to your query).

E-value cutoff: 10
Or: Select the sequence file you wish to use
[ Bowse_]

| Search miFiNAs| ' | Reset J l Example |
i 3

N

Maximum no. of hits: 100
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9. From the results page, click Align for the species of interest (mouse in this
example):
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Genomics Download Submit § miRBase

Sequence search results

Matches for your nucleotide sequence

uerystarauerysna[Suject starsubjctena tana] e Evaue Aigrmen]
23 23 +

nment
15 024 Alian

MIMATOO00646 hsa-miR-155 1 1

MIMATO006988 oan-miR-155 1 23 1 23 & 115 024 Align
MIMAT0006216 mml-miR-155 1 23 1 23 + 115 | 024 Align
MIMATOO06671  cfa-miR-155 1 23 1 23 + 115 024 Align
MIMATOO008048 ptr-miR-155 1 23 1 23 + 115|024 Align
MIMATO009241 bta-miR-155 1 &3 1 23 + 115 024 Align
MIMATO001106 gga-miR-155 1 22 1 22 + 110 043 Align
MIMATO001851 dre-miR-155 1 22 1 22 + 110 043 Align
MIMATOOD3608  xr-miR-155 1 22 1 22 + 110 | 043 Align
MIMATO000165 mmu-mik-155 1 23 1 23 + 106 0862 AN e
MIMATO006105  cin-miR-155 \ 1 21 i 21 + 96 19 Align

Alignment of Query to mature miRNAs

M 4 A2 has wiP AEE 4 A9 asass 1aL aiimliimi A A

10.In this particular example, it appears as if the mature sequence of the human
miR-155 and mouse miR-155 differ by 1 nucleotide.

Fle Edt \iew Hglory Dockmarks ook Help
@ - o, 1 | itk fjmecro. sith, man. ac. ubjogl-binfmirbase blast. pl#rmmu-miR-155 - G- i
Ji] Most Visked 5] Latest Headines <l System Biosciences ¥P Yahoo! Finance ] Gmal ] Google Maps 5] Googhe Calendar
UserSeq 1 UUAAUGCUAAUCGUGAUAGGGG 22 ~
[RERRNRRARRARRERANATAY
dre-miR-155 1 UUARUGCUAAUCGUGAUAGGGG 22 Q
Query: 1-22 wr-miR-155: 1-22 score: 110 evalue: 043
Userseq 1 UUAAUGCUAAUCGUGAUAGGGG 22
[ERERRNRRAREARRRRANAAEY
¥Tr-miR-1S55 1 UUALUGCUAAUCGUGAUAGGGG 22
Query: 1-23 mmu-mik-155: 1-23 score: 106 evalue: 062
Userseq 1 UUAAUGCUA GAUAGGGGU 23
[LRRRRRAN grovereen *
mEu-miR-155 1 UUAAUGCUA GAUAGGGGY 23
Query. 1-21 cin-miR-155: 1-21 score: 96 avalue: 19
Userseq 1 UUARUGCUAAUCGUGAUAGGG 21
TOCLLLERERE B
cin-miR-155 1 UUAAUGCUAAUAGUGAUAGGG 21

Search parameters

Search Method: Blastr
Sequence database: mahure
Evaliue cutoff: 10
Max alignments: 100
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