Alignment with hRab2 from cnda.org (with restriction sites in 3’)
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Tirbe 4+

Séquéncage du (Darlaine’s DNA prep)
Résultats recus le 16 oct 2008-10-21

(see map next)
1 50
AAANNNANNNCTGAAGAGGATCTGTCTAGAGGATCCACCATGLUGTACCT
——————————————————————————————————————— ATCGCGTACGE

ATGGCGTACGC
51 100
CTATOCTETTC \ LBTOCEGEOGE e 7
CTATCTCTTCAL PAATCGEGCGACY { \
CTATCTCTTCAAGTACATCATAATCGGCGACACAGGTGTTGGTAAATCAT
101 150

151 200

ACTATTGGTGTAGAGTTCGGTGCTCGAATGATAACTATTGATGGGAAACA

201 250
(T BRAAE

GATAAAACTTCAGATATGGGATACGGCAGGGCAAGAATCCTTTCGTTCCA
251 ' 300
TCACAAL SAGC

Tfr‘pff& rfifW” 189,
TCACAAGGTCGTATTACAGAGGTGCAGCAGGAGCTTTACTAGTTTACGAT
F04 350
ATTACACGHAGAGATACATTCAACCLAUTTGACAACCY GATGO
ATTACACGOAGAGATACATTCAACCACTTGACAALY TAGAAGATGE
ATTACACGGAGAGATACATTCAACCACTTGACAACCTGGTTAGAAGATGC
351 400
CCOCCAGCATTCCAATTCCARCATGGTCATTATGCTTATTGGAARTARLE

CCGCCAGCATTCCAATTCCAACATGGTCATTATGCTTATTGGAAATAANR
CCGCCAGCATTCCAATTCCAACATGGTCATTATGCTTATTGGAAATAAAR
401 450
h?uRTTIAGAAW“TAGAAQFQAAGEAAAAHAPGrAGFAG TGAAGCTTTT
GTGATTTAGAATCTAGAAGAGAAGTAAAAARAGALAGAAGGTGAAGCTTT
GTGATTTAGAATCTAGAAGAGAAGTARAAAAAAGAAGAAGGTGAAGCTTTT
451 500
GCACGAGARACATGGACTCATCTTCATGGABACGTCTGUTAAGATTGCTTC
GCACGAGRACATGCACTCATCTTCATGGARACCGTCTGCTAAGACTGCTTC
GCACGAGAACATGGACTCATCTTCATGGARAACGTCTGCTAAGACTGCTTC
501 550
CAATGTAGAAGAGGCATTTATTAATACAGCARRAAGAAATTTATGARRRAR
CAATGTAGAAGARGGCATTTATTAATACAGCANAAGAAATTTATGARAAAA
CAATGTAGAAGAGGCATTTATTAATACAGCAAAAGAAATTTATGAARAARA
551 600
TTCAAGAAGGAGTCTTTGACATTAATAATGAGGCAAARTGGCATTAMAATT
TTCARAGAACGAGTCTTTGACATTAATAATGAGGUARATGGCATTARAATT
TTCAAGAAGGAGTCTTTGACATTAATAATGAGGCAAATGGCATTARAATT
601 650
GGUCCTCAGCATGOTGCTACCAATGCAACACATGCAGGUARNT CAGGGAGSG
GGCCCTCAGCATGCTCCTACCAATGCAACACATGCAGGCAARTCAGGGAGG
GGCCCTCAGCATGCTGCTACCAATGCAACACATGCAGGCAATCAGGGAGG
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rarl Aatll
Ajul Alel
Bael Bael
BipT BmgBI
BzaxIl BseRI
BstBT BstETI
Pral DralIll
Fspl FspAl
Nael Narl
PciI PEIMI
Pvul PvuIT
Sfol SgrAal
TagqIll TstT

== Total Number

Acul
Apal
hsel
BamHI
Bbv(CI
Bcivl

R

(651)
(612) L RGN CTCGAG-= P
(651) ACAGCAGGCTGGGGGCGGCTGCTGTRGACTCGAG T CTAG
op
701 , 750

(701) CCTATTCTATAGTGTCACCTAAATGCTAGAGCTCGCTGATCAGCCTCGAT
[651) —mmmmm e e e
(701)

751 800
(751) TGTGCCTTCTAGTTGCCAGCCATCTGTTGTTTGCCCCTCCCCCETGCCTT
[657]) —mmmmmmm m o e o m
(751

BO1 850
{801) CCTTGACCCTGGRAAGGTGCCACTCCCACTGTCCTTTCCTAATAARATGAG
3
(801)

851 895
(851) GAAATTGCATNNNNTTGTCTGNNNAGGTGTCATTCTATTCTGGGE
(65 1) mmmmmm e mm m et
(851)

AbsI
ALET
Barl
BmrT
BsmBT
BstXI
Drdl
Hpal
Ndel
Pfol
RarIl
S5grDi
TstI

Enzymes that DO NOT MAP to this sequence:

of Hits per Enzyme:

Bell
Bdal
BpuldI
BseYI
BsgT
BsiWI

Acch5I acllI Afel Af1IT Agel AhdI Ajul
Alol alol AlwNI ApaLlL Ascl AgSiSI Avril
BarI Bbel BbsI Bcgl Begl Bgll BglIXl
BmtI BplIl BpmI BpukEI Bsal BsaBTI BsaXI

BspEI BspHI BspMI BsrBI BsrDI BsrGT BssHII
BstZ17I Bsul6l BtgZl BtsI Clal CspCI CspClL
Eagl EciT EcoNI EcoRI EcoRV Fall Fsel
RasI KpnT Maubl Mfel MluT Mrel MscI

NgoMIV Nhel NmeAIILT NotI Nrul Pacl PasI

PmeTl PmlI PshAl Psil PsrI PsxrI Pstl

Sacil S5all SanDI S5apl 8bfT Scal Sfil
Smal SnaBT Srfl Sspl stul Swal TaqlI

TthlllI ¥mal Zral

1 Baml 1 HindIII 1 PspXI 1 Xoml

1 BasBI 1 Ncol 1 Sacl 1 ¥hoT

1 BstAPI 1 NsiI 1 SexhAl 1 XmnI

1 Earl 3 Ppil 1 Spel 1

1 EcoICRI 1 Ppil 1 Sphl 2

1 Gsal 1 PspOMI i Xbal 3

Linear Map of Sequence:
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¥Xbal BamHI Ncol BsiWi Earl
A\ \ \ N A\
gaagaggatctgtctagaggatccaccatggegtacgectatoctcttcaagtacatecataatcggeogacacaggtgtitggtaaatcatge 90
cttcteoetagacagatoctoctagghggtacegeatgeggatagagaagttecatgtagtattageecgetgtgtocacaaceatttagtacy
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ttattgctacagtttacagacaagaggtttcageccagtgeatgaccttactattggtgtagagtteggtgectcgaatgataactattgat 180
aataacgatgtcaaatgtetgttctccaaagteggtcacgtactggaatgataaccacatctcaagecacgageottactattgataacta
Ea * -~ * A * * ~ * Bl *

~ ~ * ~ * n *
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houl~ BcivVi~ XmnI
A \ A\
gggaaacagataaaacttragatatgggatacggcagggoaagaatooctttogttocatcacaaggtegtattacagaggtgeageagyga 270
cectttgtetattttgaagtetatacectatgeoccgtecegttcttaggaaagecaaggtagtgttocageataatgtectccacgtegteet
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Spel Bsgl SexAl BsmI~ ¥emi

5\ A\ \ A \
gctttactagtttacgatattacacggagagatacattcaaccacttgacaacctggttagaagatgeccgecageatteccaattecaac 360
cgaaatgatcaaatgctataatgtgectectctatgtaagttggtgaactgttggaccaatecttctacgggeggtegtaaggttaaggttg
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Xbal Ppil~
Harl~ HindIIi BsssY
AR N\ AU
atggtcattatgettattggaaataaaagtgatttagaatctagaagagaagtaaaaaaagaagaaggtgaagettttgecacgagaacat 450
taccagtaatacgaataacctttattttecactaaatcttagatcttctecttocatttttttcttcttccacttegaaaacgtgeotecttgta
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Ppil EarI~ Asel ¥mn
AN N \ N
ggactcatcttecatggaaacgtetbgectaagactgecttocaatgtagaagaggeatitattaatacageaaaagazatttatgaaaaaatt 340
cctgagtagaagtacctttgeocagacgattetgacgaaggttacatecttctcogtaaataattatgtegttttectttaaatacttttttaa
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BpullI
Bdal Asel BbvCI Sphl BstAPI
\ 5 N A\ \
caagaaggagtctttgacattaataatgaggcaaatggcattaaaattggecectcagoatgetgetaccaatgeaacacatgeaggcaat 630
gttcttecotcagaaactgtaattattactcocgtttacegtaattttaaccgggagtegtacgacgatggttacgttgtgtacgtecgtta
~ * * ~ * ~ * n * *

~ ~ * ~ * A * A~
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Xbal
Gsal~ PspXI Nsiz Apal
BseYI~ KholI SphI PspOMI ECoICRI
N A VW N \
cagggaggacagcaggctgggggeoggotgetgttgactogageatgeatotagagggeoctattetatagtgtecacctaaatgetagage 720
gtccctoctgteogtoecgacoocogoocgacgacaactgagetegtacgtagateteccogggataagatatcacagtggatttacgateteg
A kA x A & AR A xR A kA kA

0 6 6 9§ 9§ A G G 6 ¢ Cc’* L E H A S R G P Y 8 I VvV S P K C * 8

BclI
Sacl

NooA
teogetgatcagocteogactgtgecttotagttgecagecatoctgttgtttgececteocecegtgoctteocttgacectggaaggtgecac 210

agcgactagtcggagctgacacggaagatcaacggtcggtagacaacaaacggggagggggcacggaaggaactgggaccttccacggtg
A * A * ~ * N -* Ll * ~ £ A

~ * ~ * *

$ L I 3 L b C A F * L P A I ¢ C L PL P RATFTILOZDZPGR C R

900

tcccactgteotttectaataaaatgaggaaattgeat
agggtgacaggaaaggattattttactcctttaacgta
~ * ~ *
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reconstitution de la séquence

CTGAAGCAGGATCTGTCTAGAGGATCCACC

ATGGCGTACGCCTATCTCTTCARGTACATCATA
ATCGGCGACACAGGTGTTGGTAAATCATGCTTATTGCTACAGTTTACAGACAAGAGGTTTCAGCCAGTGCATGACC
TTACTATTGGTGTAGAGTTCGGTGCTCGAATGATAACTATTGATGGGAAACAGATAAAACTTCAGATATGGGATAC
GGCAGGGCAAGAATCCTTTCGTTCCATCACAAGGTCGTATTACAGAGGTGCAGCAGGAGCTTTACTAGTTTACGAT
ATTACACGGAGAGATACATTCAACCACTTGACAACCTGGTTAGAAGATGCCCGCCAGCATTCCAATTCCAACATGG
TCATTATGCTTATTGGAAATAAAAGTGATTTAGAATCTAGAAGAGAAGTAAAAAAAGAAGAAGGTGAAGCTTTTGC
ACGAGAACATGGACTCATCTTCATGGAAACGTCTGCTAAGACTGCTTCCAATGTAGAAGAGGCATTTATTAATACA
GCAAAAGAAATTTATGAAAAAATTCAAGAAGGAGTCTTTGACATTAATAATGAGGCAAATGGCATTAAAATTGGCC
CTCAGCATGCTGCTACCAATGCAACACATGCAGGCAATCAGGGAGGACAGCAGGCTGGGGGCGGCTGCTGTTGAKTQQ
T EGAGGGE

COTATTCTATAGTGTCACCTAAATGCTAGAGCTCGCTGATCAGCCTCGAC
TGTGCCTTCTAGTTGCCAGCCATCTGTTGTTTGCCCCTCCCCCGTGLCTT
CCTTGACCCTGGAAGGTGCCACTCCCACTGTCCTTTCCTAATARAATGAG

GARARTTGCAT

>452fwdintron

aaaNNNaNNNctgaa
gaggatctgtctagaggatccaccatggcgtacgcctatctcttcaagtacatcataatc
ggcgacacaggtgttggtaaatcatgcttattgctacagtttacagacaagaggtttcag
ccagtgcatgaccttactattgqtgtagagttcggtgctcgaatgataactattgatggg.
aaacagataaaacttcagatatgggatacggcagggcaagaatcctttcgttccatcaca
aggtcgtattacagaggtgcagcaggagctttactagtttacgatattacacqqagagat
acattcaaccacttgacaacctggttagaagatgcccgccagcattccaattccaacatg
gtcattatgcttattggaaataaaagtgatttagaatctagaagagaagtaaaaaaagaa
gaaggtgaagcttttgcacgagaacatggactcatcttcatggaaacgtctgctaagact
gcttccaatgtagaagaggcatttattaatacaqcaaaagaaatttatgaaaaaattcaa
gaaqgagtctttgacattaataatgaggcaaatggcattaaaattggccctcagcatgct
gctaccaatgcaacacatgcaggcaatcagggaggacagcaggctgggggcggctgctgt
tgactcgagcatgcatctagagggccctattctatagtgtcacctaaatgctagagctcg
ctgatcagcctcgactgtqccttctagttgccagccatctgttgtttgcccctcccccgt
gccttccttgaccctggaaggtgccactcccactgtcctttcctaataaaatgaggaaat
tgcatNNNNttgtcthNNaggtgtcattctattctgggg

JEOCRATGCAT




