Sgfl (6)
Pvul (7)

EcoNI (96)
Eagl (4597) Psp14061 (203)
NotI (4596) PIv{qII d(121319)(2 45)
1m
Swal (3286) EcoNI (287)
Pacl (4577) Bsu36l (291)
/ Nael (441)
NgoMIV  (441)

KasI (535)
/ Agel (552)

BstEIl (555)
Ncol (560)

ApaLI (4161
paLl (d161) hEF1-HTLV prom

Xeml (712)

BspLUI1I (798)
BspLU11I (3847)

Pacl (3837)
Pstl  (3830)
Sdal (3829)

hALGS isoform 1 Nsil (939)

Ppul0I (939)

pUNO1-hALGS8a

(4761 bp)

SnaBI (3546)
Xmnl (1251)

Pvull (1342)
Nsil (1394)
PpulOl (1394)
BstXI (1408)

BsrGI (1424)
Stul (1499)

Spel (3418)

BspHI (3205)
BbsI (3201)
Xmnl (3197) Pmel (1620)

Bsp120I (1633)

Stul (3055) BspHI (1701)

(h) Bglobin p(A)
BstXI (2920)
BbsI (1896)

Swal (2630) Nhel (2143)

Mscl (2149)

EcoRI (2377)
Hpal (2281)

100

A
4 InvivoGen



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245) Bsu36I (291)
Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
Nael (441)
401

Ncol (560)
BstEII (555)
Kasl (535) Agel (552)

501 CTGAGATCACCGGTCACCATGGCGGCGCTCACAATTGCCACGGGTACTGGCAATTG

- I M A A LTI A TGTGNW
601 GTTTTCGGCTTTGGCGCTCGGGGTGACTCTTCTCAAATGCCTTCTCATCCCCACATACCATTCCACAGATTTTGAAGTACACCGAAACTGGCTTGCTATC
13 F S A LALGV TLULJ KT CLULTI PTYHSTHDTFTEVHIR RNWL A

XemlI (712) BspLUI1I1I
701 ACTCACAGTTTGCCAATATCACAGTGGTATTATGAGGCAACTTCAGAGTGGACGTTGGATTACCCCCCTTTCTTTGCATGGTTTGAGTATATCCTGTCAC
47 T H S L P I S QWY Y EATSEWTULDY PP FFAWTFEY I L S
801 ATGTTGCCAAATATTTTGATCAAGAAATGCTGAATGTCCATAATTTGAATTACTCCAGCTCAAGGACCTTACTTTTCCAGAGATTTTCCGTCATCTTTAT
80FH V A K Y F DQEMULNVHNLNYSSSRTILILTFQRTFS VI FM
PpulOI (939)
Nsil (939)
901 GGATGTACTCTTTGTGTATGCTGTCCGTGAGTGCTGTAAATGCATTGATGGAAAAAAAGTGGGTAAAGAACTTACAGAAAAGCCAAAATTTATTCTGTCG
113 D V L F VY A V R E C C K C I DG K K V G KE L TEIKU®PKTF I L S
1001 GTATTACTTCTGTGGAACTTCGGGTTATTAATTGTGGACCATATTCATTTTCAGTACAATGGCTTTTTATTTGGATTAATGCTACTCTCCATTGCACGAT
147 V. L L L WNTF G L L I VDHI HF QYNSGTFULTFSGLMLUL S 1 AR
1101 TATTTCAGAAAAGGCATATGGAAGGAGCATTTCTCTTTGCTGTTCTCCTACATTTCAAGCATATCTACCTCTATGTAGCACCAGCTTATGGTGTATATCT
180kL F Q K R HM E GA F L FAV LULUHTFIKHI Y LY VAPAYGVY.L
Xmnl (1251)

1201 GCTGCGATCCTACTGTTTCACTGCAAATAAACCAGATGGGTCTATTCGATGGAAGAGTTTCAGCTTTGTTCGTGTTATTTCCCTGGGACTGGTTGTTTTC

213 L R S Y CF TANIKW®PDSGS S I RWIKJSTFSTFVRVI SLGL VVTF
PpulOI (1394)
Pvull (1342) Nsil (1394)

1301 TTAGTTTCTGCTCTTTCATTGGGTCCTTTCCTGGCCTTGAATCAGCTGCCTCAAGTCTTTTCCCGACTCTTTCCTTTCAAGAGGGGCCTCTGTCATGCAT
247 L VS A L S L GPFLALNO QQLUZPAOQVTFSR RLTFTPTFI KT RGLTCHA
BstXI (1408) BsrGI (1424) Stul (1499)
1401 ATTGGGCTCCAAACTTCTGGGCTTTGTACAATGCTTTGGACAAAGTGCTGTCTGTCATCGGTTTGAAATTGAAATTTCTTGATCCCAACAATATTCCCAA
280FY W A P N F WA L Y NALDJK VL SV I GLIKTULJIKTFTLTDTPNNITPK
1501 GGCCTCAATGACAAGTGGTTTGGTTCAGCAGTTCCAACACACAGTCCTTCCCTCAGTGACTCCCTTGGCAACCCTCATCTGCACACTGATTGCCATATTG
313 A S M T S G LV QQF QHTVLPSVTPLATTLTICTTLI AT L
Pmel (1620)  Bspl20I (1633)
1601 CCCTCTATTTTCTGTCTTTGGTTTAAACCCCAAGGGCCCAGAGGCTTTCTCCGATGTCTAACTCTTTGTGCCTTGAGCTCCTTTATGTTTGGGTGGCATG
347 P S | F C L WF KP QGZPURGTFILRT CLTLT CALSSTFMTFGWH
BspHI (1701)
1701 TTCATGAAAAAGCCATACTTCTAGCAATTCTCCCAATGAGCCTTTTGTCTGTGGGAAAAGCAGGAGACGCTTCGATTTTTCTGATTCTGACCACAACAGG
380V H E K A I L L A Il L PMSLLSVGKAGDAS I FL I L TTTG
BbsI (1896)
1801 ACATTATTCCCTCTTTCCTCTGCTCTTCACTGCACCAGAACTTCCCATTAAAATCTTACTCATGTTACTATTCACCATATATAGTATTTCGTCACTGAAG
413 H Y S L F P L L F TAPETLUZP I K I LLMLLTFTI Y S I S S L K
1901 ACTTTATTCAGAAAAGAAAAACCTCTTTTTAATTGGATGGAAACTTTCTACCTGCTTGGCCTGGGGCCTCTGGAAGTCTGCTGTGAATTTGTATTCCCTT
447 T L F R K E K P L F NWMETTF Y LLGLGTPLTEVTCT CTETFVFTP
2001 TCACCTCCTGGAAGGTGAAGTACCCCTTCATCCCTTTGTTACTAACCTCAGTGTATTGTGCAGTAGGCATCACATATGCTTGGTTCAAACTGTATGTTTC
480F T S W K V K Y P F I P L L LT SVYCAVGI TYAWTFIKTLY VS
Mscl (2149)
Nhel (2143)

2101 AGTATTGATTGACTCTGCTATTGGCAAGACAAAGAAACAATGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGA
513 V L | D S A I G K T K K Q e

Hpal (2281)
2201 ATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCA

EcoRI (2377)
2301 TTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCA
-

2401 AAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTG

2501 CAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCAC




Swal (2630)
2601 ATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTC

2701 ATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGT
4494 ¢ N R T Y

2801 ACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCT

1364 K L P I L E E I T T K V L KGNMTE Il L VF CDZPAYT DS I L ER

BstXI (2920)
2901 GCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTG
134 C M G C P SV VR I SRDVETDSTYZPHRVAVI TDTFUDTZKTZOQGN
Stul (3055)
3001 CTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCC
699 V A S G I A Il A EA CVTVURGI YATETI HVASTII1EGTTKTHR
Xmnl (3197)
3101 TGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAA
364 | A A GV HHIKNDTETYTLMTI KETAVEUVLTETLUDA QQSTI NTF
BspHI (3205)
Bbsl (3201)

3201 GGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T

3 T K M == -

3301 TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTT

Spel (3418)
3401 GGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCA
e

SnaBI (3546)
3500 TTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCAT

3600 AATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATA

3700 CTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCA

PstI  (3830)

Sdal (3829)Pacl (3837) BspLUL1I (3847)
3800 GGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCG
e

3898 TTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACC

3998 AGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCT

ApaLI (4161)
4098 TTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCC

4198 TTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAG

4298 GCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAA

4398 AAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAA

Pacl (4577) Swal (4586)  NotlI (4596)
4498 GAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AG

Eagl (4597)
4598 CGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAA
4698 AACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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