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BsrBI (2334)
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Sspl (3125)
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Nsil (3416)
Avrll (3565)

C?) InvivoGen



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp14061 (203)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Kasl (535) BspEI (558)
501 CTGAGATCACCGGCTCCGGACACCATGGCTGAGCATGGGGAGTCCTCCGAGGATCG
- 1M A E H G E S S E D R
601 GATTTCTGAGATTGATTATGAATTTCTCCCTGAGCTCTCTGCTCTTCTCGGGGTGGATGCAGTTCAGCTGGCAAAGAGCCAAGAAGAAGAAGAGCATAAA
11» 1 S E I DY E F L P E L S A LLGVDAVQLAIKSQETETETEHHTEK
Fspl (737)

701 GAACGGATGAAAATGAAGAAAGGTTTTAACTCACAGATGCGCAGTGAAGCCAAACGACTAAAGACCTTTGAGACCTATGACACGTTCAGATCATGGACGC
45 E R M KM K K G F NS QMU RSEAIKT RLTIKTT FETYDTTFR RS SWT
801 CACAGGAGATGGCAGCTGCTGGGTTTTACCACACAGGGGTGAAACTTGGGGTTCAGTGCTTTTGCTGTAGCTTGATCCTCTTTGGCAATAGCCTCAGGAA

78#P Q E M A A A G F Y HTSGV KLGVQCTFTCTCSTLI I LTFGNSTLTR RK
901 GCTTCCCATAGAGAGACACAAGAAATTACGTCCAGAATGTGAGTTCCTTCAGGGAAAAGATGTTGGTAACATTGGCAAGTATGACATCCGGGTGAAGAGT
111 L P I E R H K K L R P E C E F L QGIKUDVGNTIGIKYDTI R V KS

Acc651 (1031) PshAI (1052)
1001 CCAGAGAAGATGCTGAGAGGTGGCAAAGCCAGGTACCATGAAGAGGAGGCCAGACTGGAGTCCTTTGAGGACTGGCCATTTTATGCCCATGGGACATCAC
145" P E K M L R G G K A RY HETETEARTLTESTFTETDMWTPTFYAUHGTS
BbrPI (1100)
1101 CACGTGTACTCTCAGCAGCTGGCTTTGTCTTTACAGGTAAAAGGGACACTGTGCAGTGTTTTTCCTGTGGCGGAAGCTTGGGCAACTGGGAAGAAGGAGA
178 P R V L S A A G F V F T G KR DTV QCTFSCGGSTLTGNMWETETGTD
Sphl (1215)
1201 TGACCCCTGGAAGGAGCATGCCAAGTGGTTCCCCAAATGTGAATTTCTTCAAAGTAAGAAATCTTCAGAGGAAATTGCCCAGTATATCCAAGGCTATGAG
211 D P W K E H A K W F P K CE F L QS KK S S ETETIAQY Il QG Y E
Tth1111 (1381)

1301 GGATTTGTTCATGTAACGGGAGAACATTTTGTGAATTCCTGGGTCAGAAGAGAATTACCTATGGTATCAGCTTACTGCAACGACAGCGTCTTCGCTAATG
245* G F VH V T G E HF VNSWVZ RU RETLTPMVSAYT CNDTSVTFAN
1401 AAGAACTAAGGATGGACACGTTTAAGGACTGGCCCCACGAATCACCTGTGGCTGTTGATGCTTTGGTCAGAGCTGGCCTTTTCTACACAGGCAAAAAGGG
278*E E L R M D T F K DWUP HE SPVAVDALVR RAGTLTFYTSGIKKG
1501 CATTGTCCAGTGTTTTTCCTGTGGAGGATGTATGGAGAAGTGCACAGAAGGTGACGACCCAATACAAGAGCACAACAAGTTTTTTCCCAACTGTGTATTT
311k I VvV Q C F S C G G C M E K CTEGDU DT P I QEHNJIKTFTFUPNTCVTF

1601 CTCCAAACCCCGAAGTCCTCTGCAGAAGTGATTCCAGCCCTTCAGAGCCACTGTGCACTTCCAGAAGCCATGGAAACCACAAGTGAAAGCAACCACGATG
345 L Q T P K S S A E VI PALQSHT CALZPEAMETTSESNUHTD
1701 ATCCAGCAGCAGTTCATTCTACAGTGGTGGGCTTGGGTAGGAGTGAAGCCCAGTGGTTTCAAGAGGCCAGGAGTCTGAGTGAGCAGCTAAGAGACAACTA
378D P A A V H S T V V G L GR SEAQWTFQEARTSTLSTET QLR RDNY
1801 CACTAAAGCCACTTTTCGCCACATGAACTTGCCAGAAGTGTGCTCCAGCCTTGGCACTGACCACTTGATCGGCTGCGATGTGTCCATCATTTCAAAGCAC
4117 T K A T F R HM NLUPEVCSSLGTODUHTLTIGCHDUVS 1T I S KH

Bsp1201 (1919)
1901 ATCAGCCAGCCTGTGCAAGGGGCCCTGACGATCCCTGAGGTCTTCTCCAATCTCAGCTCTGTCATGTGTGTGGAGGGGGAAACTGGCAGTGGAAAGACAA
445 | S Q P VQ GA L T I P EV F SNULJSSVMGCVESGETGSGTKT
BsrGI (2051)
2001 CCTTCCTGAAGAGGATAGCTTTTCTCTGGGCATCAGGATGCTGCCCCTTGTTGTACAGGTTCCAGCTGGTCTTCTACCTCTCCCTTAGTTCCATCACACC
478*T F L K R I A F L WA S GCU C®PLILYZ RTFOQLVFYLSLSSI TF®P
AvrII (2136)

2101 AGACCAGGGACTGGCCAACATCATCTGTGCCCAACTCCTAGGGGCAGGAGGCTGCATTAGTGAAGTGTGTCTGAGCAGCATCATCCAGCAGTTACAACAC
51 D Q G L A N1 I C A QL L GAGGT CI SEVCLSSTIT 1 QQL QH
2201 CAGGTGCTGTTCCTGTTGGATGACTACAGTGGGCTGGCCTCACTCCCCCAAGCCCTACATACACTGATTACAAAAAACTACTTGTCACGGACCTGCTTAT
545 Q V L F L L DDY S GLASLZPI QALUHTTLI TKNYULSUZ RTTCL

BsrBI (2334) Xbal (2355)

2301 TGATCGCTGTGCATACAAACAGGGTCAGGGGCATCCGCTCATACCTAGATACGAGTCTAGAGATCAAAGAGTTTCCCTTGTCCAATACTGTCTATATATT
578 L I A V H T N R VR G I R S Y LDTS SULE I KETFUPLSNTUWVYIl L
2401 AAAGAAGTTCTTCTCCCATAATATAAAACGTCTACTAGAGTTTATGGTTTATTTTGGACAGAATGAAGATTTACAGGGAATTCACAAGACCCCCCTCTTC
611 K K F F S H N1 KR L L E F M VY F GOQNZETUDTULGZ OQGTI HZKTU®PTLTF
2501 GTGGCAGCAGTATGTACTGACTGGTTTGAAAATCCATCTGACCAGCCCTTTCAGGATATGGCACTTTTCAAGTCCTACATGCAATACCTGTCCTTAAAGC
645 V. A AV C T DWTF ENPSDI QPTF QDMATLTFIKSYMAOQYTULSTLK
2601 ACAAAGGTGCAGCTAAGCCTCTCCAAGCCACCGTGTCCTCATGTGGGCAGCTGGCCTTGACAGGGCTTTTCTCATCATGCTTTGAGTTCAATAGTGATGA
678*H K G A A K P L Q ATV SSCGOQLALTGLTFSST CTFTETFNSDTD

Agel (2786)
2701 CCTGGCAGAGGCAGGAGTTGATGAAGATGAAGAGCTCACCACCTGCTTGATGAGCAAATTCACCGCCCAGAGACTGAGGCCAGTCTACCGGTTTTTAGGT
711 L A E A GV D EDEETLTTTCLMSIKTFTAQQRTLZ RZPVYRTFLG



BglII (2871)
2801 CCGCTGTTCCAGGAGTTTCTTGCTGCCATGAGACTGACTGAACTTCTGAGTTCAGATAGGCAGGAAGACCAA%EATCTGGGACTTTATTATTTGAGACAAA
745 P L F Q E F L AAMIRULTETULULSSDUR QEUDO QDTULGTLY Y L RAOQ
2901 TTAACTCACCCTTGAAGGCTTTGACCACCTACAACAATTTTTTGAAGTATGTCTTTAGCCATCCGTCATCAAAGGCAGGGCCAACAGTTGTATCTCATTT
7781 N S P L K AL T TYNNTFILIKY VF SHPSSIKASGTPTUVV S HIL
3001 GCTTCACTTGGTGGATGAGACAGAGTTGCTGGAGAATACCTATAAAAATGAGGATTATGTAAATCACCCTCCAGGAACTTCCCGAATAATGAAGGGACTT
811 L H L VvV D E T E L L E NTY KNZEUDY VNHZPZPGTSR R I MK G L

Sspl (3125) Fspl (3158)
3101 AAGGAACTGTGGCTGTTATCTCCTGAATATTACTCTTCATTTGTTTCAGAACATTTATTGCGCATTGCTCTAAACTTTGCTTATGAAAGCAACACTGTTG
845k K E L W L L S P E Y Y S S F V S EUHTLTLTZ RIALNTFAYTETSNTV
Scal (3255)
3201 CTGAATGTTCTCCATTTATTTTGCAGTTCCTTAGAGGGAGAACACTGGCTTTGAAAGTACTGAATTTACAATACTTTAGGGACCACCCAGAAAGCCTGTT
878%A E C S P F 1 L Q F L R GRTLALIKVLNLI QY FIRDUHZ®PTESILIL
3301 ACTGGTGAAGAGTTTAGAAGTCTCGATAAATGGAAATAAAGTGCCAAAAGTTGTAGATTATTCAGTCATGGAAAAAAGTTTTGAAACATTACAGCCACCA
911 L V K S L E V. S I N G N K V P KV VDY SVMEIKSTFETLQPUP
Nsil (3416)
3401 ACTATAGATCAGGACTATGCATCCGCCTTTGAACAAATGAAGGAACATGAAAAAAATTTATCTGAAAATGAAGAGACCATAAAGAGTATTAAGAACATCT
945 T | D Q D Y AS A F EQMIKEWHTEIKNLSENTETETI K S I K NI
Avtll (3565)
3501 TCCCCTTACAGCCACCTAAAATAAGCTCTGGCTATTGGAAACTGTCCCCCAAGCCATGCAAGATCCCTAGGCTGGAAGTTGGAGTGACCAACATGGGTCC
978 F P L Q P P K I S S G Y WKL SPKZ&PT CIKIPRTULTEVGVTNMGSFP
3601 AGCAGATCAAGCACTGCTCCAGGTCCTCATGGAAGTCTTCTCAGCTTCACAGAGTATTGAGTTCCGTTTATCCGACAGCAGTGGCTTCCTTGAAAGCATC
1011 A D Q A L L Q VL M E VF S A S Q S I EFRL SDJSSGT F L E S I
Stul (3722) XemI (3743)
3701 CGCCCAGCTCTGGAGCTGAGTAAGGCCTCTGTCACCAAGTGTTCCATGTCCAGGCTGGAGCTCAGCAGAGCAGAACAGGAGCTGCTTCTCACCCTGCCTG
1045 R P A L E L S K A S VTIKCSMSIRULEILSI RAEI GQET LULULTTWLUP
Xhol (3811)

3801 CCCTGCAGTCTCTCGAGGTCTCAGAGACAAACCAGTTACCAGATCAGCTCTTCCATAACTTGCACAAGTTCCTGGGCCTGAAAGAACTGTGTGTGAGACT
1078¥A L Q S L E V. S E T NQL P DQULFHNULU HI KT FTULSGTLIKTETLTCVR RIL

3901 AGATGGCAAACCGGATGTGCTCTCAGTTICTTCCTGGAGAGTTCCCAAACCTCCTTCACATGGAGAAGTTATCCATCCGAACCTCCATGGAGTCTGACCTC
11112 D G K P D V L S VvV L P G E F P NL L HMEIKULS I R T SME S DL
Spel (4005) BstBI (4068)
4001 TCCAAACTAGTTAAATTGATTCAGAACTCTCCAAATCTCCATGTTTTCCATCTGAAATGTGATTTCCTTTCGAATTGTGACTCTCTCATGGCTGTGCTTG
1145 S K L V K L I Q NS P NL HV F HLIKTZ CDT FLSNTZ CDSILMAVL
Hpal (4162)
4101 CTTCCTGCAAGAAACTCAGAGAGATTGAGTTTTCTGGACGATGCTTTGAAGCCATGCCCTTTGTTAACATTTTGCCAAATTTTATTTCTCTGAAGATATT
1178 A S C K K L R E I E F S G R CF EAMUPTFVNILUPNTF I S L K I L
4201 AAATCTTATAAGCCAACAATTCCCAGATAAGGAAACATCAGAAAAGTTTGCCCAGGCTCTGGGTTCTCTCAGGAACCTGGAGGAACTGCTCGTTCCCACT
1211 N L I S Q Q F P D K E T S E K F A QAL G S LU RNWLTETETULULVPT
BstAPI (4338)
4301 GGAGACGGGATTCACCAAGTGGCCAAATTGATTGTCCGGCAGTGTCTGCAGCTTCCGTGTCTCCGAGTTCTTGCCTTTCACTACATCTTGGACAATGACA
1245 G D G | H Q VA K L I VR QCLAQLUPTCLUZ RVILATFHY I L DNWD
Xhol (4447) BgllIl (4458)
4401 GTGTGATTGAAATTGCCAGGGTGGCAACCAGTGGAGGTTTCCAGAAACTCGAGAAGTTAGATCTTTCCATGAATCACAAGATTACCGAGGAAGGATATAG
1278#S v 1 E I A R VA T S G G F Q KL E KLDULSMNMHIKI I TETETGYR
Nsil (4569)
4501 AAATTTCTTTCAAGCCCTGGACAACCTGCCAAACTTGCAGAATCTGAACATCTGCAGACATATCCCAGAATGCATTCAAGTTCAGGCCACCACTGTCAAG
13117 N F F Q AL D NLPNULI QNLNI CRMHI PECI QVQATTUVK
Asel (4687)
4601 GCTCTGGGTCAATGTGTGTCCCGACTGCCCAGCCTCACTAGGCTGCACATGCTCAGTTGGCTCCTGGATGAAGAGGACATGAAAGTGATTAATGATGTGA
1345 A L G Q C VS R L P S L TRULHMLSWLLDTETEU DMMIKV I NDYV
Nhel (4785)
4701 AGGAAAGACACCCCCAGTCCAAACGCTTGATTATCTTCTGGAAATGGATAGTCCCGTTCTCTCCTGTTGTCCTGGAGTAAAGGATGCTAGCTGGCCAGAC
1378 K E R H P Q S K R L I I F WKW I VP F S P V V L E e
4801 ATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAA

Hpal (4923)  Mfel (4934)
4901 CCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAA

5001 CCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGG
-

5101 CATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACT

Sspl (5258) Swal (5272)
5201 AGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATA

5301 AATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAAT

5401 TGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAAT
414 ¢« N R T Y K L P I L E E I T T K VL K G N M E |

BstXI (5562)
5501 GAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGG
1174 L V F C D P A Y DS Il L ER CMGTC®PSVVRI1I SRDVETDSYTP




Stul (5697)
5601 TGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGG
834H R VA V I T D F DK QGNSVASGTIAI AEATCVTVRGI YA
5701 CCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGT
sed E I HV A S I | E G T K TR I AAGVHHEKNDTETYTLMTI KTET
5801 GGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGC
174 AV E VL E L D QQ S I NF T KM -
Asel (5905)
5901 CGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTA
-

Spel (6060)
6001 CCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGA
e

SnaBI (6188)
6101 GACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTA

Ndel (6293)
6201 CTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGA

6301 TACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCA

Pacl (6479)

Sdal (6471) BspLU111 (6489)
6401 TTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCA
-

6501 AAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAA

6601 GTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGG

6701 ATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGC

6801 TGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAG

6901 CAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATT

7001 TGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTT

7101 TGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAG

Eagl (7239)
Pacl (7219) Swal (7228) NotI (7238)
7201 GGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCG

7301 TAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATC
7401 GAA
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