LINEAR MAP OF VEGF-C (Clone P1)
Marked in bold are sequences of the adaptor and poly-A tail which are not included in the EMBL
Database (Acc # X94216,x94216.em_hum6)

RED = start & stop codon; GREEN = N-glycosylation site; 3K = proteolytical cleavage site;
OLIGO = oligo has a tail; ! = oligo has a mutation / = identical oligos

With 209 enzymes: *

MaxCuts: 16
February 15, 2001 08:40

SacII
BstUI|
MspAlI]|
Hgall |
BsadI| |

[
[
[
|| BanIT
I Bspl2861I
| Cac8I |
| |BsaHI HphI Faul BstUI |Faul
[ | \ | [ I

BstUI |
EcoRI Faul Faul Alul Hpy99I |
| \ \ | ([

GTGGAATTCCCCGCCCCGCCTCTCCAAAAAGCTACACCGACGCGGACCGCGGCGGCGTCCTCCCTCGCCCTCGCTTCACCTCGCGGGLT

—————————————————— +-——t - —— e ——— -} —————————+ 80
CACCTTTAAGGGCGGGGCGGAGAGGTTTTTCGATGTGGCTGCGCCTGGCGCCGCCGCAGGAGGGAGCGGGAGCGAAGTGGAGCGCCCGA
3468
a P A P P L Q K A TP TR T AAAS S L A L A S P R G L -
Hpyl88I
BanII |
BsiHKATI |
Bspl286I |
SacI | Hpall
Alul | | Ncil
Ecll36II | | ScrFI
BsmI [ Bs1I|
BslI | | | |BstF5I BsaJI| | BsrI
MwoT | | | | HpaIl BssKI| | TspRI
Hpyl88I | | ] | | |BsaWI| FokI Faul |1l BslI |
\ [ 1]

CCGAATGCGGGGAGCTCGGATGTCCGGTTTCCTGTGAGGCTTTTACCTGACACCCGCCGCCTTTCCCCGGCACTGGCTGG
8l ————————- tm—————— tm—————— tm—————— tm—————— F-——— F-——— tm——————— + 160

GGCTTACGCCCCTCGAGCCTACAGGCCAAAGGACACTCCGAAAATGGACTGTGGGCGGCGGAAAGGGGCCGTGACCGACC

a R M R G A R M S G F L * G F Y L T P A A F P R H W L G-
HpyCH4V
Bbel |
Haell | Avall
Hhal | | Sau961Il
Sfoll | | HpalII | BstNI
BsaHI| || | NciIl | ScrFI
HinP1I| || | ScrFI | BsadJI|
NarI|| | | BanII| | BsaJdI| | NciT
BanI| ||| | Bspl286I| | BssKI| | ScrFI
KasI| ||| | BsadI|| | MwoI HpalIl PspGI| | Hpall]|
MwoI || ]]] | BstUI BssKI|| | BsrBI Faul| Faul |Cac8I | | IBs1lI BssKI||
(RN | | [ | [ [ (N \ [
3235
GAGGGCGCCCTGCAAAGTTGGGAACGCGGAGCCCCGGACCCGCTCCCGCCGLCCTCCGGCTCGCCCAGGGGGGGTCGLCLGE
161 ————————- e o fo—— - fo—— - B fomm - e + 240

CTCCCGCGGGACGTTTCAACCCTTGCGCCTCGGGGCCTGGGCGAGGGCGGCGGAGGCCGAGCGGGTCCCCCCCAGLGGLL

a G R P A K L G TR S P G P A P A A S G S P R G G R R -



NciT
ScrFI
Smal
BanIT|
BsaJdI|
Bspl2861|
HpaII|
NciT |
ScrFI|
Avall |
Bsadl|
BssKI| |
Xmal]| |
BssKI| ||
[

Bs

Ps

Aval

Sau96
BseRI
|

HaeIII |

SacII | |

BstUI| | |

MspAlI| | |

apal || | |

BanII || | |

BsadI || | |
BseSI || | | Faul

Bspl286I || | | Hhal

Btgl || | | BstUI | |
Cac8I || | | HinP1lI | |
BsmFI| || | | Cac8I | | |
HaeIII|| || | | BbeI| | | |
Sau96I ||| || | | HaeII| | | |
EcoO109T [ I | | HhaIll | | |
BstNI T T O O SfoIlll | | |
ScrFI T T O O BsaHI [l | | |
sKI | T T O O HinPI1I| I | | |
PGI | T T O O NarI|[|] | | |
I || T T O O BanI|[ [l | | |
I [PspOMI | [ || [ [ | KasI|[IIl | | |
[Sau%6I| ||l || | | BslI T T Y B
T T O O T T Y I

Faul
MspAlI|
BslI| |
Cac8I]| ]|
[

[

GAGGAGCCCGGGGGAGAGGGACCAGGAGGGGCCCGCGGCCTCGCAGGGGCGCCCGCGCCCCCACCCCTGCCCCCGLCAGC

CTCCTCGGGCCCCCTCTCCCTGGTCCTCCCCGGGCGCCGGAGCGTCCCCGCGGGCGCGGGEGEGTGGGGACGGGGGCGGTCG

320

400

E E P G G E G P G G A R GL A G A P A P P P L P P P A
Avall
Sau961 Avall
HpalIl | Sau961l
AgeI| | HpaIIl |
BsaWI| | NciIl |
BsrFI| | ScrFI | MboII HinP1I
Avall || | BslI| | XcmI | MspAlI |
RsrII || | BsaJdI|| | HpyCH4V | | Cac8I | |
Sau96I || | BssKI|| | NlalIll | | BbvI BbvI | Tsel |
[ (N [ | [
5841 51028
GGACCGGTCCCCCACCCCCGGTCLCTTCCACCATGCACTTGCTGGGCTTCTTCTCTGTGGCGTGTTCTCTGCTCGCCGCTG
321 ——=—————- Fm——————— tm—————— Fmm t———————— t———————— - - +
CCTGGCCAGGGGGTGGGGGCCAGGAAGGTGGTACGTGAACGACCCGAAGAAGAGACACCGCACAAGAGACGAGCGGCGAC
3237 51031
D R S T p G P S T M H L L G F F s v A C S L L A A A -
Avall
Eco01091
PpuMI
Sau961I
NciI | MwoI
ScrFI | Cac81 |
Smal | BbeI| | Taqgl
HpalII| | HaeII| | MlyT]|
NciI| | Hhall|| | PleI| |
ScrFI| | SfoIlll | HinfI| ||
Avall]| | BsaHI|[|[|] | HpaIl ||
BsaJdI|| | HinP1I| ||| | BsaWTI | [
BssKI|]| | NarI| ||| | BspEI| |||
Xmall | | BanI||[|[] | MlyTI || N BanII
BssKI| || | KasI| ||| | MwoTI Plel || [ Bspl2861I
HhaT |11l | BstUI 11111 | Mwol | HinfI| || [ BstUI Hgall]
Tsel FEET Nrul I 1 Faull | Tagl [ I [1I] Hpyl881I | Faull|
| FEET \ FEEEEE [ [ R | | [
11280
TTCGAGTCCGGACTCG
10263

CGCTGCTCCCGGGTCCTCGCGAGGCGCCCGCCGCCGCCGCCGCCTTCGAGTCCGGACTCGACCTCTCGGACGCGGAGLCCC

GCGACGAGGGCCCAGGAGCGCTCCGCGGGCEGCEGCEGCEGCGGAAGCTCAGGCCTGAGCTGGAGAGCCTGCGCCTCGGG

G P

R E A

P A A A A A XF

E S G

L

D L S

D

A E P



Cac8I

BsadI
Btgl

BslI | HaeIl
BstUI |Hgal
Hpy99I |Mwol

I
[l

DpnI BpmI
BglITI | BseRI |
Cac8I BstYI | Bst4CI | |
HpyCH4V | MboTI | MaeIII | |[BsrI TspRI BspHI
(I [ | [ | |
5855!/5857! 3231

GACGCGGGCGAGGCLCACGGCTTATGCAAGCAAAGATCTGGAGGAGCAGTTACGGTCTGTGTCCAGTGTAGATGAACTCAT

CTGCGCCCGCTCCGGTGCCGAATACGTTCGTTTCTAGACCTCCTCGTCAATGCCAGACACAGGTCACATCTACTTGAGTA

D A G E A T

3236

A Y A S K DL E E 0 L R S VvV s S VvV D E L M

Rsal
Csp6I| Rsal
Bst4CI| | Csp6I| BpulOI
TatI] | BstXI BsrGI| | DdeI
NlaIII [ SspI] TatI] | AluT | Cac81 HaeIII
[T [ 1] [ \ |
5914 5916/3664
GACTGTACTCTACCCAGAATATTGGAAAATGTACAAGTGTCAGCTAAGGAAAGGAGGCTIGGCAACAT,
+

CTGACATGAGATGGGTCTTATAACCTTTTACATGTTCACAGTCGATTCCTTTCCTCCGACCGTTGTATTGTCTCTTGTCC

Yy w K M ¥y K ¢ g L R K G GG W Q H N R E Q A

T V L Y P E
PstI
Apol HpyCH4V | DpnI
MboII Tsel | BglIT |
BsmAI Tsp509I  Sfcl | | BbvI BstYI |
SmlI EarI | BbvI | TseIl | | PsiI MboI
| (I | | (I | (I
3457,12488
GACAGAAGAGACTATAAAATTTGC 12597
4047 12253CATTATAATACAGAGATCTTGARAAAG
BEAACETCAACTCARGCACAGAAGAGACTATAAAAT TTGCTGCAGCACATTATAATACAGAGATCTTGAAAAGTATTGAT
————————— -——-t - - ——— = ——————+ ] 20
GGTTGGAGTTGAGTTCCTGTCTTCTCTGATATTTTAAACGACGTCGTGTAATATTATGTCTCTAGAACTTTTCATAACTA
3415
N L N S RXT EE T I K F A A¥XA H Y N TZETI LK S I D -
BsadJI
Btgl
N1aIII|
NspI]|
SphI|
Cac8I ||
NsiI || MlyI
HpyCHA4V | || Plel |
MlyI PpulOI | | || BstUI ||
PleI HinfI || | |IBplI HinfI Nrul ||
I (N | I [ 1
3250 15323 6049
AATCAGCTCCABRMRBACTCAATGCATGCCACCEEAGETCTCTATAGATGTGGGEAAGGAGT TTGGAGTCGCGACAAACAC
————————— -t 4 —————————1+ 800

TTACTCACCTCTTTCTGAGTTACGTACGGTGCCCTCCACACATATCTACACCCCTTCCTCAAACCTCAGCGCTGTTTGTG

51025

N E W R K

Dral
MselI |
[

CTTCTTTAAACCTCCATGTGTGTCCGTCTACAGATGTGGGGGTTGCTGCAATAGTGAGGGGCTGCAGTGCATGAACACCA

b v G K E F GV A T N T

T Q@ C M P R E V C I
NlaIIT
BtsI |
TspRI |
HpyCH4V | |
PstI | | |
BbvI HpyCH4AV | | | |
Sfel HpyCH4V Sfel o
NlaIII AccI|BbvI Tsel | Tsell| | | [
| [

S_

————————— i e e T ittt
GAAGAAATTTGGAGGTACACACAGGCAGATGTCTACACCCCCAACGACGTTATCACTCCCCGACGTCACGTACTTGTGGT
3458 11287!,15206! 5840
c v s vy R C G G C C N S E G L Q C M N T

F F K

P

P

Cl156—S mutation



MwoI Tsp5091I HaeIII

BbvCTI | BseMITI | Eco01097T|
BpulOT | Tail | | TspRI Sau9ol | MaeIII
BssSI Alul Ddel| Maell | | Bst4CI | Sml1T [ BsrI |
| | [ [ | | | \ [ [

5964!
3395 15393

GCACGAGCTACCTCAGCAAGACGTTAT AR ACACTCCOmemenc T CAAGGCCCCAAACCAGTAACAATCAGTTTT
- - - - tm—————— + 960

CGTGCTCGATGGAGTCGTTCTGCAATARA ONONEAGTTCCCGCCTTTGCTCATTGTTAGTCAAAA
3251 6050 GGTTTGGTCATTGTTAGTCAAAA

5966! 11288',15207!
T s vy L s K T L ¥ E I T V P L S Q G P K P Vv T I S F -

NlaIIT
NspI
NsiI |
HpyCH4V | | BstF5I Tail
SfaNI PpulOI | | | BsrI | FokI MaeIl | Cac8I
|

| L | | \ Fo |
13761!

ATTATTAGACGTTCCCTGCC
3397 10879!
GCCAATCACACTTCCTGCCGATGCATGTCTAAACTGCGATGTTTACAGACAAGTTCATTCCATTATTAGACGTTCCCTGCC

CGGTTAGTGTGAAGGACGGCTAEETACACATTTCIICTACARATGTCTETTORAG A A EETAATARTCTGOARGEEACGG
CGGTTAGTGTGAAGGACGGCTACGTAC 3252 51026
4048CAGATTTGACCTA
1521510272
Elelelii\CGTACAGAT TTGACSIEN
1248912261!
CTACGTACAGATTTGACCTA

12598
A N H T S C R CM S KL DV Y R Q V H S I I RI RXsS L P -

BstNI

ScrFI

BssKI |

NlaITIT PspGI

Tsel Af1TIIT | PstI |
TspRI | Tsp509T |[NspI HpyCH4V |

|

|

|

|

|

Bst4CI [ BbvI BspMI | PcilI | SfaNI sSfcI | |
|

| I | I | | | Ll
3623 51027

AGCAACACTACCACAGTGTCAGGCAGCGAACAAGACCTGCCCCACCAATTACATGTGGAATAATCACATCTGCAGATGCC

TCGTTGTGATGGTGTCACAGTCCGTCGCTTGTTCTGGACGGGGTGGTTAATGTACACCTTATTAGTGTAGACGTCTACGG

11289!
A T L P Q0 C Q A A N K T C P TN Y MW N N H I C R C L -

Hpy1l88I

BslI BsaJI |
BpulOTI| MboII | | MlyI BpmI

DdeT | SfaNT | | Plel FokI HinfI XcmI Avall
EcoNI| | BseMII || | |BstF5I| HinfI TfiIl NlaIIrl | Sau961l

[ [ | [ | I [ |
51030
TGGCTCAGGAAGATTTTATGTTTTCCTCGGATGCTGGAGATGACTCAACAGATGGATTCCATGACATCTGTGGACCAAAC

ACCGAGTCCTTCTAAAATACAAAAGGAGCCTACGACCTCTACTGAGTTGTCTACCTAAGGTACTGTAGACACCTGGTTTG
3398 3168

A Q E D F M F S S DA G DD s T DG F H D I C G P N -

Avall

Sau961l

BsrBI Alul |

BstF51 PstI | MspAlI |
Bsal | HpyCH4V | | Pvull |
BsmAI | Faul | | Cac8I | |
EarI | | MboII SfcI | | Cac81 | |
Alul | | | FokI | TspRI | | | HaeIII | | |
[ | | | [ | \ \

AAGGAGCTGGATGAAGAGACCTGTCAGTGTGTCTGCAGAGCGGGGCTTCGGCCTGCCAGCTGTGGACCCCACAAAGAACT

TTCCTCGACCTACTTCTCTGGACAGTCACACAGACGTCTCGCCCCGAAGCCGGACGGTCGACACCTGGGGTGTTTCTTGA

3624
K E L b E E T C @ ¢C v C R A GG L R P A S C G P H K E L



BsrI HaeIII

Msl1lI Sau96I | Apol
NlaIII| TspRI MboII EarI BslI | Tsp5091I
I | | [ |
5864
AGACAGAAACTCATGCCAGTGTGTCTGTAAAAACAAACTICTTCCCCAGCCAATGTGGGGCCAACCGAGAATTTGATGAAA
————————— +--———t- - ————— 4 —————————+ 1360
TETCTCTTTCACNACEEMEACACACGACAT TT TTGTTTGAGAAGGGGTCGGT TACACCCCGGTTGGCTCTTAAACTACTTT
5863 3167
DR NS CQQT CUVCIZ XNIZ KTLFUPS QCGA ANUZ RTETFDE N-
BsrI BstNI RsaTl
MslI ScrFI Csp6I|
NlaIIT| BssKI | BsrGI| |
NspI]| TspRI BspMI PspGI | TatI] |

ACACATGCCAGTGTGTATGTAAAAGAACCTGCCCCAGAAATCAACCCCTAAATCCTGGAAAATGTGCCTGTGAATGTACA
TGTGTACGGTCACACATACATTTTCTTGGACGGGGTCTTTAGTTGGGGATTTAGGACCTTTTACACGGACACTTACATGT

T ¢ g ¢ v C K R T C P R N OQ P L N P G K C A C E C T -

MaeIII
Alul |
MspAlI | Rsal
PvulIl | Cspb6I|
HpyCH4V | | NlaIIT|
NlaITll | HaeIII [
NspI | Eael [
Ms1I MseI Tsel | BbvI | | |
| | [ [ [
3169/3853
GAAAGTCCACAGAAATGCTTGTTAAAAGGAAAGAAGTTCCACCACCAAACATGCAGCTGTTACAGACGGCCATGTACGAA
————————— -t - - —— -} —————————+ 1520
CTTTCAGGTGTCTTTACGAACAATTTTCCTTTCTTCAAGGTGGTGGTTTGTACGTCGACAATGTCTGCCGGTACATGCTT
51032
E s P 9 K ¢C L L K G K K F HH O T C S C Y R R P C T N -
BstNI
ScrFI
BssKI |
BslI PspGI | BsmFTI MboII

CCGCCAGAAGGCTTGTGAGCCAGGATTTTCATATAGTGAAGAAGTGTGTCGTTGTGTCCCTTCATATTGGAAAAGACCAC

1521 ————-———- tm—————— tm—————— tm—————— tm—————— F-——— F-———— to—————— + 1600
GGCGGTCTTCCGAACACTCGGTCCTAAAAGTATATCACTTCTTCACACAGCAACACAGGGAAGTATAACCTTTTCTGGTG
3827

R o K A C E P G F S Y SsS EE V C R CV P S Y W K R P Q-

Bst4CI
Rsal |
Ddel Cspo6I| | Clal
AluT| TatI] | | BsrI Taqgl Bst4CI Bst4CI Bst4CI
I

Il [ |
AAATGAGCTAAGATTGTACTGTTTTCCAGTTCATCGATTTTCTATTATGGAAAACTGTGTTGCCACAGTAGAACTGTCTG
TTTA-ATTCTAACATGACAAAZ—\GGTCZ—\AGTAGCTAAZ—\AGATAATACCTTTTGACACAACGGTGTCATCTTGZ—\CAGAC

5856 5865
M s * Db C T VvV F Q F I D F L L W K T V L P Q * N C L -

Bsal Avall
BsmAI Sau96I NlaIII PshAI NlaIII
| I | I \
51029 10615
TGAACAGAGAGACCCITGTGGCGTCCATGCTAACAAAGACAAAAGTCTGTCTTTCCTGAACCATGTGGATAACTTTACAGA
1681 ———=-———- tm—————— tm—————— to—————— to——————— F-———— F-———— tm—————— + 1760

ACTTGTCTCTCTGGGAACACCCAGGTACGATTGTTTCTGTTTTCAGACAGAAAGGACTTGGTACACCTATTGAAATGTCT

* T E R P L W V HANIKDI K S L S F L N H V DN F T E -



HpyCH4V

BanIT
BsiHKAI
Bspl2861I
SacI

Alul |
Ecl136I1 |
BsrI| |
\

|
|
|
|
| BpmI

| HaeIII|

| Stul] BsrI
I [ I

AATGGACTGGAGCTCATCTGCAAAAGGCCTCTTGTAAAGACTGGTTTTCTGCCAATGACCAAACAGCCAAGATTTTCCTC

TTACCTGACCTCGAGTAGACGTTTTCCGCGAGAACATTTCTGACCAAAAGACGGTTACTGGTTTGTCGGTTCTAAAAGGAG
5965
M D W S s s A K G L L * R L V F C Q * P N S Q D F P L

Dral BsmI
MselI | Tsp5091I Sspl HpyCH4V
[ \ \ \

15392
TTGTGATTTCTTTAAAAGAATGACTATATAATTTATTTCCACTAAAAATATTGTTTCTGCATTCATTTTTATAGCAACAA
AACACTAAAGAAATTTTCTTACTGATATATTAAATAAAGGTGATTTTTATAACAAAGACGTAAGTAAAAATATCGTTGTT

v I s L K E * L Y N L F P L K I L F L H S F L * Q Q

DpnI
TspRI |
BclI| |
Mfel MboI| | HpyCH4V Dral
Tsp5091I Bst4CI ||| Sspl NlaIII MseTI | Tsp5091I
| (R | | Il |
3416
C-GTAAAACTCACTGTGATCZ—\ATATTTTTATZ—\TCATGCAAZ—\ATATGTTTAZ—\AATAZ—\AATGZ—\AAATTGTATTATAAA
1921 —-——==———- F-————— F———————— F———————— F———————— F———————— F———————— Fo—————————

GTTAACCATTTTGAGTGACACTAGTTATAAAAATATAGTACGTTTTATACAAATTTTATTTTACTTTTAACATAATATTT

g L. v K . T Vv I N I F I S C K I ¢C L K * N E N C I -

TTTTTTTTTTTTTTTCGCCGGCG

Enzymes that do cut and were not excluded:

AccI Af1TIII Agel AluIl Apal ApolI Aval Avall BanI BanII BbelI
BbvI BbvCI BclI Bfal BglII BplI BpmI BpulOI Bsal BsaHI BsaJI
BsaWI BseMII BseRI BseSI BsiHKAI BslI BsmI BsmAI BsmFI Bspl2861 BspEI
BspHI BspMI Bsrl BsrBI BsrFI BsrGI BssKI BssSI Bst4CI BstF5I BstNI
BstUI BstXI BstYI Btgl BtsI Cac8I Clal Csp6I DdeI DpnI Dral
EaeI EarI Ecll136II EcoNI Eco0109I Faul FokI HaeIl HaeIIl Hgal Hhal
HinP1I HinfI HpaIl HphI Hpy99I Hpyl88I HpyCH4V KasI MaeIl MaeIII MboI
MboII Mfel MlyI Msel MslI MspAlI MwoI NarI Ncil NlaIII Nrul
NsiI NspI PciI PleIl PpulOI PpuMI PshAI PsiI PspGI PspOMI PstI
Pvull Rsal RsrII SacI SacII Sau96I ScrFI SfaNI SfcI Sfol Smal
SmlI SphI Sspl Stul Tail Taql TatI TfiI Tsel Tsp509I TspRI
XcmI Xmal

Enzymes that do not cut:

AatII Acc65I AclI Afel Af1II AhdI AlwIl AlwNI ApalLI AscI Asel
AvrII Bael BamHI BbsI Bcgl BcivI BglI BlpI BmrI BsaAl BsaBI
BsgI BsiEI BsiWI BsmBI BsrDI BssHII BstAPI BstBI BstEII Bstzl7I Bsu361I
BtrI DraIIl DrdI Eagl Ecil Ecob57I EcoRI EcoRV Fsel FspI HincII
HindIII Hpal KpnI MluI MscI Nael Ncol NdeI NgoMIV NheI NotI
PacI PfIMI PmeT PmlI Pvul Sall SanDI SapI SbfI Scal SexAT
Sfil SgfIl SgrAIl SnaBI Spel Srfl StyI Swal Tsp45I TthlllI Xbal
XhoI XmnI

Enzymes excluded; MinCuts: 1 MaxCuts: 16

AciI CvidI Fnu4HI MnlI NlaIv



