WORKED EXAMPLE — A walk through the main pages of the Ensembl
browser, using the EPO (Erythropoietin precursor) gene as an example.
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GTCGEAGGGECTCTCAGCTCAGCGCCABCCTETCCCATRRACACTCCAGTGCCAGCAATGA
CATCTCAGGGGCCAGAGGAACTGTCCAGAGAGCAACTCTGAGATCTAAGGATCTCACAGE
GCCAACTTOAGCOCCCACAGCAGUAAGCATTCAGAGAGCAGCTTTARACTCAGGGACAGA
GCCATGCTEGEAAGACGCCTGAGCTCACTCGGCACCCTGL, TTTGATGCCAGGACAC
GUTTTEEACGCCATTTACCTOTITICGCACCTACCATCAGOGACAGOATCACCTOOATAR
CTTAGGTGGECAAGCTGTGACTICTCCAGETCTCACGGRCATGGRGCACTCCCTIGETGRCA
AGAGCCCOCTTOACACCGOGETGOTGGEARCCATGARGACAGOATGEEGGCTGECCTCTE
GCTCTCATGGGGTCCAAGTITIGTGTATTCTICAACCTCATTGACAAGAACTCAAACCAL
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Result of STEP 8:

No. Exon / Intron

5" upstream sequence

1 ENSE0D001130431

Intron 1-2

2  ENSE0Q0Q001144077

Intron 2-3

3 ENSE00001130423

Intron 3-4

4  ENSEQ00011304186

Intron 4-5

5  ENSE00000894545

3' downstream
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7

7

7

7

7
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it

0

0

id

Length Sequence
PR RN SRS E IR SIS RIS E IS tttctagaac
attgtgggaagggagaccactcatttgoccocctocctaaagottotgggettd
gctactttgeggaac tctgagtcotoc
tgte tt tecgee
aggg tgcactccoo: atg
tet 'getcacgoee: iggegte
ctgccectgetet taccee t
e gegeae
tccotg cgotgogetge tgtcct
1 1 94 CCCGGAGCCGCEACCGGGEGCCACCGCGCCCEGCTCTCCTCCCACACCGCGCCCCCTGGACAG

CCGCCCTCTCCTCCAGGCCCETGEEECTCECCCTGCACCGCCEAGCTTCCD
GCCCCCGGTGTGETCACCCGGCGEGCCCCAGGTCCCTGACGEACCCCEECCAGGCGLGEA
GATGGGGGTGCACG

564 gtgagtactcgegggetgggege tocotgttte tta
gegeo tt. tg
cc tggggcagectecacgt: tt tect
tggggal 49999
gtttggggqttctqctgtgm.ug g gggcy
agec tg gaagtttggecg
gﬂqngtqgntgctqqtngctngqqtqqqqts gattgaatgaag
tgcttgoatggtt tggggca
gagacgtggg tgtect ttctece tgac
tcteagectggotatotgttotag
0 146 AATGTCCTGCCTGECTGTGGCTTCTCCTGTCCCTGCTGTCGCTC!
TTGG
AGGCCARGGAGGCCGAGARTATCACG
25849 ageac teet
tg tttggggtggag
cctacntﬂaguataaqtct.,, t
ggecty tgactccce
gggctqtqtgeatttcﬂg
/7 ACGGGCTGTGCTGAACACTGCAGCTTGAATGAGARTATCACTCTCCCAGACACCARACTT
AATTTCTATGCCT
615 gtgagttootttttbtttt tttotttt tcatttgogagoctgatt
ttggal tgate gc
tocacgte gagat tge

ttgagcectggagtttcagaccaaccta tctacaaa
catttaaaaaaatt aqwaqgtgnqgtqgtgcatggtgqtagtcccagac:at ttggaagy

ctgaggogggaggatogetts \-Lsu-su-us gtgag:
cactgeactecagoetoag
nannatu:qagqqctq:nr_g'qnntm:ar_tcattattcnttcmtcmcmcmcm
tettatt: accttotgttt: ]
gtgcttggggetget gacatgggtcagetgact
gtccactcectgtag
0 180 GTCGGGCAGCAGGCCGTAGAAGTCTGGCAGGGCCTEECCCTECTGTCEGARGCTETCCTG
CGGGECCAGGCCCTGTTGETCARCTC TTCCCAGCCETGGEAGCCCCTGCAGCTGCATETG
GATARAGCCGTCAGTGGCCTTCGCAGCCTCACCACTCTGCTTCGEECTCTGGGAGCCCAG
134 gtga ttetgottgeootttote tget
aaggagtacaggaactgtecgtattecttocottts tgt
tttctecttggeag
e 721

AAGGAAGCCATCTCCCCTCCAGATGCGGCCTCAGCTGCTCCACTCCGAACAATCACTGCT
GACACTTTCCGCAAACTCTTCCGAGTCTACTCCAATTTCCTCCGGGGAARGCTGAAGCTG
TACAC. “CTGCM \CCAGGTGTGTCCACCTCGGCATAT
CCACCACCTCCCTCACCAACATTGCTTETGCCACACCCTCCCCCGCCACTCCTGARCCCE
GTCGAGGGGCTCTCAGC TCAGCGCCAGCCTGTCCCATGGACACTCCAGTGCCAGCAATGA
CATCTCAGGGGCCAGAGCGAACTGTCCACGAGAGCAACTCTGAGATCTAACCATGTCACAGG
GCCAACTTGAGGGCCCAGAGCAGGAAGCATTCAGAGAGCAGCTTTARACTCAGGGACAGA
GCCATGCTGGCAMNGACGCCTGAGCTCACTCGGCACCCTGCAMMATTTGATCCCAGGACAC
GCTTTGGAGGCGATTTACCTGTTTTC ECTMCAWMCTGGAT
CTTAGGTGCCAAGCTCETGACTTCTCCAGGTCTCACGEGCATGCGCACTC
AGAGCCCCCTDGACACCGGGGTGGTGGBABCCAT"WABGATGGGGGCTCGCCTCTG
GCTCTCATGGGGTCCAAGTTTTGTGTATTCTTCAACCTCATTGACAAGAACTGAAACCAC
c

natm:qactc::ggc:r.ttcl:qttttctqqqncctccmtccccr.qqct.ctqtcccac
toot tocagat tgggece
tacgtgetgtctcacacagectgtetgacctot: taccgggectgag
etetgectacgetygy gtggctecatt
gccaaccctgoccagggoaaggetgeagtgegotgagattg
cagaggacgggtecttttgggagttttgggggetag
ggcocttgttaatttotgectottetttggtotettoggotgatgecacactoccageat
cagecttecegecteaatgeacatee tcqctmqtccagctgcf.tcctttactcacctng
gactgtcaccatgaatacte.

ggteact
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Result of STEP 10:
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