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cloned57mineFWD (1) —=——————=—————————= GGATCTGTCTAGACGATCCACCATGGGCACCO
cloned58mineFWD (1 GAAACTCATCTCTGAAGAGGATCTGTCTAGAGGATCCACCATGG'
hRabl1l (1
Consensus (1
cloned457mineFWD
clone458mineFWD e
hRabll GCGACGAC GAGTACGACTACC i i
Consensus (51) GCGACGACGAGTACGACTACCTCTTTAAAGTTGTCCTTATTGGAGATTCT
101 AGT=S AAT=N 150

cloned457mineFWD (83) GEIGTTGGARAGAGTAATCTCCTGTCTCGATTTA ’“"T‘(T(??]‘—-J\f\h"ﬂ\
clone458mineFWD (101) © TGGARAGAATAATC TCCTCTCTCGATTTACTC TG
hRabll (61) LGAARGAGTAATCTCCTGTCTCGAT TTACTCGAARTGS
Consensus (101) GGTGTTGGAAAGAGTAATCTCCTGTCTCGATTTACTCGAAATGAGTTTAA

151 200
clonedb57mineFWD TOTOGEARRGE Ge e R A <
cloned58mineFWD

hRabll
) Consensus
) =0 250

+foned57mineFWD (183)
cloned58mineFWD (201)
)
)

FCICHRIR T

hRabll (161 3 ‘ : ; /
AGGTTGATGGAAAAACAATAAAGGCACAGATATGGGACACAGCAGGGCAA

Consensus (201
251 300
cloned57mineFWD e TATCGAGCTATEAL AGUA g SGAGUTGTAGETGO
clone458mineFWD
hRabl1l ATOGAGC AL A :
Consensus (251) GAGCGATATCGAGCTATAACATCAGCATATTATCGTGGAGCTGTAGGTGC
301 350
cloned57mineFWD (283) ' CROANTC LA T MOITAGAGC
clone458mineFWD (301} PGTAGAL
hRabll (261) fIIHJ”U”“ ASAL
Consensus (301) CTTATTGGTTTATGACATTGCTAAACATCTCACATATGAAAATGTAGAGC
351 400
cloned57mineFWD (333) CATGH ST FAGTAAUAYTITTAITATG
cloned58mineFWD (351}
hRabll (311) G BYLY INGAGAT NTE
Consensus (351 GATGGCTGAAAGAACTGAGAGATCATGCTGATAGTAACATTGTTATCATG
401 450
clone457mineFWD (383) CTTGTGGGOMA r'\; \GAGTGATCTACETCATC AT T &)
clone458mineFWD (401) CTTc SURAL e
hRabll (361) CTTGTGCOCAATRACACTGATCTACGYC C A
Consensus (401) CTTGTGGGCAATAAGAGTGATCTACGTCATCTCAGGGCAGTTCCTACAGA
451 500
clone457mineFWD 433 & e 2 [ A y
cloned58mineFWD 451
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TGAAGCAAGAGCTTTTGCAGAAAAGAATGGTTTGTCATTCATTGAAACTT
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Consensus
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hRabl1l
Consensus

cloned57mineFWD
cloned58mineFWD
hRabll
Consensus

cloned57mineFWD
cloned58mineFWD
hRabkll
Consensus

clone457mineFWD
cloned58mineFWD
hRabll
Consensus

{483)
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(501}

533}
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551)
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{601

(633)
{651}
(611}
{651)
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(701)
(652)
(701

133)
151)
652)
751}

550
CCTAGACTCTACAAATGTAGRARGCTGCTTTTCAGACARATTT TAACA
GGUCCTACGACTCTACAAATGTAGAAGCTGCTTT P CAGACAAT I AACA
COGCCCTACACTCTACAAATGTAGAAGCTGCTTTYCAGACAATTTTAACA
CGGCCCTAGACTCTACAAATGTAGAAGCTGCTTTTCAGACAATTTTALCA
551 600
GAGATTVACCGCATTGTTTICTCAGRAGCAARTGTCAGACAGACGCGARRA
GRGATTTACCGCATTGTTTCTCAGAAGCAAAT GTCAGACAGACGCGRAAN
CACATTTACCGUATTCTTTCTCACAAGIARATGTCAGACRGACGUGAAND
GAGATTTACCGCATTGTTTCTCAGAAGCAAATGTCAGACAGACGCGAARRL
601 650
TEACATGICTCCAAGCAACAATGLYGETTCOTATTCATES T CCACCAACCA
TEACATOTOICCAAGCARCAATGTGETTCCTATTCATGTPCCACCARCCA
TGACATGTOTCCAAGCANCRATGTGGTTCCTATTCATETTCCACCARACCA
TGACATCTCTCCAAGCAACAATGTGGTTCCTATTCATGTTCCACCAACCA
651 700
CTGABARCAAGCCAAMNGOTGCAGTGC TG TCAGAACATU TAACTCGAGCAT
CTERANRACA GTGCAGTGCTCTCAGARCATCTIAACTCGAGCAT
CTOARAACAAGCCAAAGCTGCACTCCTGT CAGAACATCTAA
CTGAAAACAAGCCAAAGGTGCAGTGCTGTCAGAACATCTAACTCGAGCAT
701 750
GCATCTAGAGGGCCCTATTCTATAGTGTCACCTAAATGCTAGAGCTCGCT
GCATCTAGAGGGCCCTATTCTATAGTGTCACCTAAATGCTAGAGCTCGCT
GCATCTAGAGGGCCCTATTCTATAGTGTCACCTAAATGCTAGAGCTCGCT
751 ' 789
GNNNAGCCTCGACTGTGCCTTCTAGTTGCCAGCCATCTG
GATCAGCCT

== Enzymes that DO NOYT MAP to this sequence:

harl Aatll AbsI  AcchSI AclI Afel AfLII Agel Ahdl Ajul
AjuT Alel NRLET AloI Alol ALwNI ApaLl Ascl Asel AsiSsT
Avrll 8ael Haal Barl Barl Bbel BbsI BbwCT Begl Bcgl
Boivi Bygll BglIT Blpl BmgBI Bmrl Bt I BplT Bpml BoulodI
Bpukl Bsal BsaBI BzaxI Bsaxl BseRT Hse¥Yl BsiWI BsmI BsmBI
BspEI BspHI Baphl RsrBI RsrGI BasHII BssSI BStAPI BstBI BstEII
BstZl7T HsuldeT Clal CspCI CspCI Dralll Drdl Eagl Ecil EcoNI
EcoRT Fsel Fspl FspAl Gsal HindIIT ilpal KasI Kpnl MauBI
HMleT Mlal Mrel tiscl Nael NarI MgoMIV Nhei NmeATlIl NotI
Mrul PacI PaslI PEIMI Pfol Pmel PmlI PpiTl Ppll PshAX
Psil Psrl Fsrl Pstl Pwul Pvull RsrII Sacll Sall Sanbl
Sapl SbfI Scal SexAl SELT Sfol 5grAl SgridI Smal SnaBT
Soel Scfl Sspl Sturl Swal Taqll Tagqll TstT Tst¥ 1TthlllI
Xeml Xmal Amnl Zral
== Total Number of Hits per Enzyme:
Acul 1 BsgI 1 bral 1 Ncol 1 PspXI 1
Apal 1 BsrDI 1 Eari 1 Ndel i Sacl 1
BamML 1 Hat¥dT 1 EcolICRI 1 NsiT 1 Sphl i
Bell 1 Brgzl 1 EcoRV i Pcil 1 xbal 2
3dal H Bl 1 #all 1 PspOMI 1 “hol 1
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Linear Map of Seguence!

Acul
Barl~ ¥bal BamHI hNcol Drai
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aaactcatctectgaagaggatctgtctagaggatcocaccatgggcacccogogacgacgagtacgactacctetttaaagttigrectiatt
tttgagtagagacttetoctagacagatctoctaggtggtacccgtgggegetgetgetecatgetgatggagaaatitcaacaggaataa
A * ~ * ~ * -~ * o * ~ * - * ~ ]
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Fall
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ggagattctggtgttggaaagagtaatctectgtoctogatttactegaaatgagtttaatctggoaaagcaagagcaccattggagtagag
Cctctaagaccacaacctttctcattagaggacagagctaaatgagctttactcaaattagaccttthttctcgtgqtaacctcatch
-~ * - * , ® ~ * ~ * -~ * -~ +
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Bst¥T : EcoRY
A\ A\
tttgcaacaaqaagcatccaggttgatggaaaaacaataaaggcacagatatgggacacagcagggcaaqagcqatatcgagctataaca
aaacgttgtteticgtaggtocaactacotttttgttarttooqgrgtotataceetgigtegteoagttotegotatagetocgatattge
-~ 3 - 4 ~ * ~ * - * -
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Bsripl~ Ndel
\ \
tcageatattatcegtggageotgtaggtgocttattggtittatgacattgetaaacatetcacatatgaaaatgtagagogatggotgaaa
agtcgtataatagcacctcgacatccacggaataaccaaatactglascgatttgtagagtgtatacttttacatetegetaccgacttt
~ * -~ * ~ * ) *

~ * ~ * ~ * ~ * ~ &
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BtgzI : Bdal
Y A
gaactgagagatcatygctgatagtaacattgttatcatgettagtgggcaataagagtgatctacgtcatecteagggeagttcctacagat
cttgactctcragtacgactatcattgtaacaatagtacgaacaccegttattetcactagatgeagtagagtececgtcaaggatgticta
-~ * ~ * ~ * * ~ * ~ ~ * ~ -
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gaagcaagagcttttgcagaaaagaatggtttgtcattcattyaaactteoggeectagactetacaaatgtagaagetgettttcagaca
cttcgttctecgaaaacgtettttcttaccaaacagtaagtaactttgaageegggatctgagatgtttacatecttecgacgaaaagtotgt
A * + ~ + o +* A * ~ * ~ *
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Pcil
\
attttaacagagatttaccgeattygtttoctecagaageasatgtcagacagacgogaaaatgacatgtaetocaageaacaatgtggttect
taaaattgtctctaaatggcgtaacaaagagtcttegtttacagtoctgtotgegettttactgtacagaggttegtigttacaccaagga
~ * ~ * ~ + ~ * A * ~ - ~ * ~ * ~ *
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ghol ¥bal

PspXI NsiI Apal
BtsI Bsgl Sphl PspOMI
A\ AN AN S \

attcatgttccaccaacecactgaaaacaagocaaaggtgoagtactgtcagaacatctaactcgagecatyeatetagagggooctattot

taagtacaaggtggttggtgacttttgttcagtttecacgtcacgacagtcttgtagatigagetegtacgtagatctcecgggataaga
o~ * ~ * - s Eal * * - * ~ * ~ * S *
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BclI
Sacl
EcoICRI
A A \
atagtgtcacctaaatgctagagetcgetgateagectegactgtgectictagttgecageeatetg
tatcacagtggatttacgatctegagegactagteggagetgacacggaagatcaacggteggtagac
~ * ~ * ~ * ~ * ~ * ~ * ~
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