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4 InvivoGen



Pvul (7)
Sgfl (6) Mfel (82) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

SphI (560)
Kasl (535) Agel (552) Ncol (568)

501 CTGAGATCACCGGTCAGCATGCGGCCATGGACTGGTTCCTGGCGTTGGATTATGCT

- 1M R P WT G S WR W I ML
601 CATTCTTTTTGCCTGGGGGACCTTGCTGTTTTATATAGGTGGTCACTTGGTACGAGATAATGACCATCCTGATCACTCTAGCCGAGAACTGTCCAAGATT
13 | L FAWGTULULT FY 1l GGHLV RDNIDMHPIDUHSSURETL S K I

BspEI (761)
701 CTGGCAAAGCTTGAACGCTTAAAACAG CAGAATGAAGACTTGAGGCGAATGGCCGAATCTCTCCGGATACCAGAAGGCCCTATTGATCAGGGGCCAGCTA
47 L A K L E R L K Q Q NE DL RWIRMATESTULU RI PEGZP I DQGTZPA
Mlul (810) XcemlI (872) BspHI [m] (892)
801 TAGGAAGAGTACGCGTTTTAGAAGAGCAGCTTGTTAAGGCCAAAGAACAGATTGAAAATTACAAGAAACAGACCAGAAATGGTCTGGGGAAGGATCATGA
801 G R V R V L E E QL V KAIKEQI ENY KKQTHR RNGILGK D HE
901 AATCCTGAGGAGGAGGATTGAAAATGGAGCTAAAGAGCTCTGGTTTTTCCTACAGAGTGAATTGAAGAAATTAAAGAACTTAGAAGGAAATGAACTCCAA
113 I L R R R I E N G A K E L WF F L Q S E L K KULIKNULTETGNTETLAOQ
1001 AGACATGCAGATGAATTTCTTTTGGATTTAGGACATCATGAAAGGTCTATAATGACGGATCTATACTACCTCAGTCAGACAGATGGAGCAGGTGATTGGC
147 R H A D E F L L DL GHHE RSIT MTDLYYLlLSQTWDGAGT DWW
BglII (1116)
1101 GGGAAAAAGAGGCCAAAGATCTGACAGAACTGGTTCAGCGGAGAATAACATATCTTCAGAATCCCAAGGACTGCAGCAAAGCCAAAAAGCTGGTGTGTAA
180FR E K E A K D L T EL V QR R I TYLQNPIKUDTCSI KA AIZKIKTL VCN
Ndel (1262)
1201 TATCAACAAAGGCTGTGGCTATGGCTGTCAGCTCCATCATGTGGTCTACTGCTTCATGATTGCATATGGCACCCAGCGAACACTCATCTTGGAATCTCAG
213 I N K G C G Y GC QL HHV VY CFMI AY GTA QRTUL I L E S Q
Stul (1339) BglIl (1366) PshAI (1385)
1301 AATTGGCGCTATGCTACTGGTGGATGGGAGACTGTATTTAGGCCTGTAAGTGAGACATGCACAGACAGATCTGGCATCTCCACTGGACACTGGTCAGGTG
247" N W R Y A T G GWE TV FRPVSETT CTIDI RSGI STGHWS G
1401 AAGTGAAGGACAAAAATGTTCAAGTGGTCGAGCTTCCCATTGTAGACAGTCTTCATCCCCGTCCTCCATATTTACCCTTGGCTGTACCAGAAGACCTCGC
280PE V K D K NV QV V ELU®P I VDSILHPRPZ®PYLPLAVU®PETDTLA
BstEII (1522)
1501 AGATCGACTTGTACGAGTGCATGGTGACCCTGCAGTGTGGTGGGTGTCTCAGTTTGTCAAATACTTGATCCGCCCACAGCCTTGGCTAGAAAAAGAAATA
313 D R L VR VHGDPAVWWV S QF VKY LI RPQPWTLE K E I
1601 GAAGAAGCCACCAAGAAGCTTGGCTTCAAACATCCAGTTATTGGAGTCCATGTCAGACGCACAGACAAAGTGGGAACAGAAGCTGCCTTCCATCCCATTG
347 E E AT K KL GF KHUPVI GV HVIRIRTUDIKVGTEAATFHUP I
Mscl (1778)
1701 AAGAGTACATGGTGCATGTTGAAGAACATTTTCAGCTTCTTGCACGCAGAATGCAAGTGGACAAAAAAAGAGTGTATTTGGCCACAGATGACCCTTCTTT
380E E Y M V H V E E HF QL L AR I RMAOQVDIKI K RVY LATUDTDT&®PS L
Pvull (1865) Clal (1880) Dralll (1898)
1801 ATTAAAGGAGGCAAAAACAAAGTACCCCAATTATGAATTTATTAGTGATAACTCTATTTCCTGGTCAGCTGGACTGCACAATCGATACACAGAAAATTCA
413 L K E A K T K Y P NY E F I S DNSI SWSAGTLUHNRYTTE NS
1901 CTTCGTGGAGTGATCCTGGATATACATTTTCTCTCTCAGGCAGACTTCCTAGTGTGTACTTTTTCATCCCAGGTCTGTCGAGTTGCTTATGAAATTATGC
447 L R G V I L DI HF L S QADTFLVCTTFSSQVCRVAYE I M
2001 AAACACTACATCCTGATGCCTCTGCAAACTTCCATTCTTTAGATGACATCTACTATTTTGGGGGCCAGAATGCCCACAATCAAATTGCCATTTATGCTCA
480*Q T L H P DA S A NTFHSLDUDI Y Y F GG QNAUHNG QI A1 Y AH
Ncol (2126) EcoRV (2140)
2101 CCAACCCCGAACTGCAGATGAAATTCCCATGGAACCTGGAGATATCATTGGTGTGGCTGGAAATCATTGGGATGGCTATTCTAAAGGTGTCAACAGGAAA
513#. Q P R T ADE Il PMEUZPSGDI I GVAGNUHWDTGY S KS GV NR K
2201 TTGGGAAGGACGGGCCTATATCCCTCCTACAAAGTTCGAGAGAAGATAGAAACGGTCAAGTACCCCACATATCCTGAGGCTGAGAAATAAAGCTCAGATG
547 L G R T G L Y P S Y KV REIK Il ETVKYPTYPEATE K e
Mscl (2306)
Nhel (2300)
2301 GCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTA

Hpal (2438) Mfel (2449)
2401 TTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTT

EcoRI (2534)
2501 TTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCT
- -

2601 GAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTT




Sspl  (2773) Swal (2787)
2701 CCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATC

2801 ATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGA

2901 ACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTT
4494 ¢« N R T Y K L P I L E E I T T K V L K
3001 GCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACC
1224 G NM E I L VF CDPAYDSI1LERT CMSGT C®PSVVZRI SURDYV
3101 TCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGA
884E D S Y P HR VA VI TDFDIKIOQGNSVASGI AI AEATCVTYV
Stul (3212)

3201 CCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCAT
ss4 R G | Y A E I HV A S 1 I EGTI KT RI AAGVHUHTIKNTDTE YL M
3301 GGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTAT

224 T | K E T AV EVLETLDG QO QST I NTFTK M-
Asel (3420)
3401 GCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCC
-t

Spel (3575)
3501 CACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTG
-

3600 ACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGA

SnaBI (3703)
3700 CTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGG

Ndel (3808)
3800 CGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACT

Sdal (3986)Pacl (3994)
3900 ATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTA

BspLU111 (4004)
3998 A TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATC
-

4098 ACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCC

4198 GACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTC

ApaLl (4318)
4298 GTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACG

4398 ACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTA

4498 CACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGT

4598 AGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGA

Eagl (4754)
Pacl (4734) Swal (4743)  Notl (4753)
4698 ACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTT

4798 GGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTG
4898 CCAGAACATTTCTCTATCGAA
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