Sequence: pTrcHisC_huTall-F2F3 (206-405).dna (Circular / 5033 bp)
Enzymes: < Unsaved Enzyme Set > (43 of 654 total)

Features: 1 visible, 1 total

Primers: 2 visible, 6 total

Unique Cutters Bold

pTrcHisC_huTal-1-406-2stop -

(4905) PluTI BfuAlI - BspMI (72)
(4903) Sfol [
(4902) NarI*

(4901) KasI ..~ pTrcHis Forward (370 .. 390)
| |

IEN\Y | ‘\ NcoI (411)
| [ BsaBI* (504)

g _PaeR7I - PspXI - TII - Xhol (522)
4 TspMI - Xmal (534)

— Smal (536)

—_ KFII (538)

BsrGI (544)
Stul (620)

(4443) BStEII

(4276) BclI*
(4262) Miul —
BgIII (750)

HindIII (1009)

_—— XbalI (1140)
(3825) Nsil — HindIII (1178)
(3823) SphI

(3801) MauBI

pTrcHisC_huTal1-F2F3 (206-405)
5033 bp

— pTrcHis Reverse (1216 .. 1233)

(3634) PFIFI - Tth11il
(3609) BstZ17I

(3557) Ndel
(3495) BspQI - SapI

-

(3378) Pcil

‘Scal (2009)

(2969) AlwNI
. N\ Pvul (2121)
‘ FspI (2267)
(2490) AhdI BglI (2372)
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pTrcHisC_huTall-F2F3 (206-405).dna (Circular / 5033 bp)

BfuAI
BspMI

GTTTGACAGCTTATCATCGACTGCACGGTGCACCAATGCTTCTGGCGTCAGGCAGCCATCGGAAGCTGTGGTATGGCTGTGCAGGTCGTAAATCACTGCATAATTCGTGT

CAAACTGTCGAATAGTAGCTGACGTGCCACGTGGTTACGAAGACCGCAGTCCGTCGGTAGCCTTCGACACCATACCGACACGTCCAGCATTTAGTGACGTATTAAGCACA

CGCTCAAGGCGCACTCCCGTTCTGGATAATGTTTTTTGCGCCGACATCATAACGGTTCTGGCAAATATTCTGAAATGAGCTGTTGACAATTAATCATCCGGCTCGTATAA

GCGAGTTCCGCGTGAGGGCAAGACCTATTACAAAAAACGCGGCTGTAGTATTGCCAAGACCGTTTATAAGACTTTACTCGACAACTGTTAATTAGTAGGCCGAGCATATT

TGTGTGGAATTGTGAGCGGATAACAATTTCACACAGGAAACAGCGCCGCTGAGAAAAAGCGAAGCGGCACTGCTCTTTAACAATTTATCAGACAATCTGTGTGGGCACTC

ACACACCTTAACACTCGCCTATTGTTAAAGTGTGTCCTTTGTCGCGGCGACTCTTTTTCGCTTCGCCGTGACGAGAAATTGTTAAATAGTCTGTTAGACACACCCGTGAG

pTrcHis Forward Ncol
|GAGGTATATATTAATGTATC

GACCGGAATTATCGATTAACTTTATTATTAAAAATTAAAGAGGTATATATTAATGTATCGATTAAATAAGGAGGAATAAACCATGGGGGGTTCTCATCATCATCATCATC

CTGGCCTTAATAGCTAATTGAAATAATAATTTTTAATTTCTCCATATATAATTACATAGCTAATTTATTCCTCCTTATTTGGTACCCCCCAAGAGTAGTAGTAGTAGTAG
M G G S H H H H H

TIiI
Xhol
PspXI Xmar Smal
BsaBI* PaeR71 TspMI KfII  BsrGI

ATGGTATGGCTAGCATGACTGGTGGACAGCAAATGGGTCGGGATCTGTACGACGATGACGATAAGGATCGATGGATCCGACCTCGAGCCATGTCCCGGGACCCTGTACAG

TACCATACCGATCGTACTGACCACCTGTCGTTTACCCAGCCCTAGACATGCTGCTACTGCTATTCCTAGCTACCTAGGCTGGAGCTCGGTACAGGGCCCTGGGACATGTC

H G M A S M TG G QQM G R DL Y DODDDK D RW IR P R A M S R D P V Q

Stul

CTGAACCTCCTGTATGTGCAGGCACGAGATGACATCCTGAATGGCTCCCATCCTGTCTCCTTTGACAAGGCCTGTGAGTTTGCTGGCTTCCAATGCCAGATCCAGTTTGG

B o B  mwa eEeae

GACTTGGAGGACATACACGTCCGTGCTCTACTGTAGGACTTACCGAGGGTAGGACAGAGGAAACTGTTCCGGACACTCAAACGACCGAAGGTTACGGTCTAGGTCAAACC

L N L LY VQ ARDUD I L NG SH PV S F DK ACETFAGTFQCAQTI Q F G

BgIII

GCCCCACAATGAGCAGAAGCACAAGGCTGGCTTCCTTGACCTGAAGGACTTCCTGCCCAAGGAGTATGTGAAGCAGAAGGGAGAGCGTAAGATCTTCCAGGCACACAAGA

CGGGGTGTTACTCGTCTTCGTGTTCCGACCGAAGGAACTGGACTTCCTGAAGGACGGGTTCCTCATACACTTCGTCTTCCCTCTCGCATTCTAGAAGGTCCGTGTGTTCT
P H N E Q K H K A G F L DL K D F L P K E Y V K QK G E R K I F Q A H K

ATTGTGGGCAGATGAGTGAGATTGAGGCCAAGGTCCGCTACGTGAAGCTAGCCCGTTCTCTCAAGACTTACGGTGTCTCCTTCTTCCTGGTGAAGGAAAAAATGAAAGGG

B o B  mwa eEeae

TAACACCCGTCTACTCACTCTAACTCCGGTTCCAGGCGATGCACTTCGATCGGGCAAGAGAGTTCTGAATGCCACAGAGGAAGAAGGACCACTTCCTTTTTTACTTTCCC

N C G QM S E I E A K VR Y VK L AR S L K T Y GV S F F L VK E K MK G

AAGAACAAGCTAGTGCCCAGGCTTCTGGGCATCACCAAGGAGTGTGTGATGCGAGTGGATGAGAAGACCAAGGAAGTGATCCAGGAGTGGAACCTCACCAACATCAAACG

B e L L  E  wa w EEEEE

TTCTTGTTCGATCACGGGTCCGAAGACCCGTAGTGGTTCCTCACACACTACGCTCACCTACTCTTCTGGTTCCTTCACTAGGTCCTCACCTTGGAGTGGTTGTAGTTTGC

K N K L VvV P R L L G I T K E C V MR VD EK T K E V I Q EWN L T N I K R

110

220

330

440

550

660

770

880

990
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HindIII

CTGGGCTGCGTCTCCCAAAAGCTTCACCCTGGATTTTGGAGATTACCAAGATGGCTATTACTCAGTACAGACAACTGAAGGGGAGCAGATCGCACAGCTCATTGCEGGCT

B o B  mwa eEeae 1100

GACCCGACGCAGAGGGTTTTCGAAGTGGGACCTAAAACCTCTAATGGTTCTACCGATAATGAGTCATGTCTGTTGACTTCCCCTCGTCTAgCGTGTCGAGTAACGaCCGA

W A A S P K S F T LDF GD Y QDG Y Y SV QTTESGTE- QTIAQLTIAG —_

Xbal HindIII

ACATCGATATCATCCTGAAGAAGAAAAAAAGCTAATGAGTCTAGAGGGCCCTATTCTATAGTGTCACCTAAATGCTAAAGCTTGGCTGTTTTGGCGGATGAGAGAAGATT
1210

TGTAGCTATAGTAGGACTTCTTCTTTTTTTCGATTACTCAGATCTCCCGGGATAAGATATCACAGTGGATTTACGATTTCGAACCGACAAAACCGCCTACTCTCTTCTAA

Yy I D I I L K K K K sS E —_—

TTCAGCCTGATACAGATTAAATCAGAACGCAGAAGCGGTCTGATAAAACAGAATTTGCCTGGCGGCAGTAGCGCGGTGGTCCCACCTGACCCCATGCCGAACTCAGAAGT
1320

AAGTCGGACTATGTCTAATTTAGTCTTGCGTCTTCGCCAGACTATTTTGTCTTAAACGGACCGCCGTCATCGCGCCACCAGGGTGGACTGGGGTACGGCTTGAGTCTTCA
- E I L vCcC F R D SL V SNAQHRTCY RPPGV QGWA S s L L

GGACTATGTCTAATTTAG
pTrcHis Reverse

GAAACGCCGTAGCGCCGATGGTAGTGTGGGGTCTCCCCATGCGAGAGTAGGGAACTGCCAGGCATCAAATAAAACGAAAGGCTCAGTCGAAAGACTGGGCCTTTCGTTTT

1430

CTTTGCGGCATCGCGGCTACCATCACACCCCAGAGGGGTACGCTCTCATCCCTTGACGGTCCGTAGTTTATTTTGCTTTCCGAGTCAGCTTTCTGACCCGGAAAGCAAAA
S V G Y R R H Y H P T EGH S L L S S G P ML Y F S L S L R F V P G K T K

ATCTGTTGTTTGTCGGTGAACGCTCTCCTGAGTAGGACAAATCCGCCGGGAGCGGATTTGAACGTTGCGAAGCAACGGCCCGGAGGGTGGCGGGCAGGACGCCCGCCATA
1540

TAGACAACAAACAGCCACTTGCGAGAGGACTCATCCTGTTTAGGCGGCCCTCGCCTAAACTTGCAACGCTTCGTTGCCGGGCCTCCCACCGCCCGTCCTGCGGGCGGTAT
D T T Q R HV S EQ T P C I R R SR I Q VNI R L L PG S P P P C S AR W L

AACTGCCAGGCATCAAATTAAGCAGAAGGCCATCCTGACGGATGGCCTTTTTGCGTTTCTACAAACTCTTTTTGTTTATTTTTCTAAATACATTCAAATATGTATCCGCT
1650

TTGACGGTCCGTAGTTTAATTCGTCTTCCGGTAGGACTGCCTACCGGAAAAACGCAAAGATGTTTGAGAAAAACAAATAAAAAGATTTATGTAAGTTTATACATAGGCGA
M A F L R F Y K L F L F I F L N T F K Y V s A -—

CATGAGACAATAACCCTGATAAATGCTTCAATAATATTGAAAAAGGAAGAGTATGAGTATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTTGCGGCATTTTGCCTTC

1760
GTACTCTGTTATTGGGACTATTTACGAAGTTATTATAACTTTTTCCTTCTCATACTCATAAGTTGTAAAGGCACAGCGGGAATAAGGGAAAAAACGCCGTAAAACGGAAG
H E T I T L I N A S I I L K K E E Y E Y s T F P CIR P Y S L F C G I L P S -—
M s I Q H F R V A L I P F F A A F C L -_—
CTGTTTTTGCTCACCCAGAAACGCTGGTGAAAGTAAAAGATGCTGAAGATCAGTTGGGTGCACGAGTGGGTTACATCGAACTGGATCTCAACAGCGGTAAGATCCTTGAG
1870
GACAAAAACGAGTGGGTCTTTGCGACCACTTTCATTTTCTACGACTTCTAGTCAACCCACGTGCTCACCCAATGTAGCTTGACCTAGAGTTGTCGCCATTCTAGGAACTC
c F C s P R NAG E S KR CBgE —
PV F AH P ETL V K V KDAUEDI QLGA ARV GY I E L DL N S G K I L E —

AGTTTTCGCCCCGAAGAACGTTTTCCAATGATGAGCACTTTTAAAGTTCTGCTATGTGGCGCGGTATTATCCCGTGTTGACGCCGGGCAAGAGCAACTCGGTCGCCGCAT

F++*_F++*—F++*—F++4—F++4—F++4—F++4—F++4—F++4—F++4—F++4—F++4—F++4—k++4—k++4—+ 1980

TCAAAAGCGGGGCTTCTTGCAAAAGGTTACTACTCGTGAAAATTTCAAGACGATACACCGCGCCATAATAGGGCACAACTGCGGCCCGTTCTCGTTGAGCCAGCGGCGTA
S F R P EEWRF P MM S TFK VL L CG AV L SR VDAGI QEI QL G R R I —

Scal

ACACTATTCTCAGAATGACTTGGTTGAGTACTCACCAGTCACAGAAAAGCATCTTACGGATGGCATGACAGTAAGAGAATTATGCAGTGCTGCCATAACCATGAGTGATA

*+4—F++4'F++*‘*+**‘*++*‘*++4‘*++4'F++4—F++4—F++4—F++4—F++4—F++4—F++4—F++4—h++4—h++4—+ 2090

TGTGATAAGAGTCTTACTGAACCAACTCATGAGTGGTCAGTGTCTTTTCGTAGAATGCCTACCGTACTGTCATTCTCTTAATACGTCACGACGGTATTGGTACTCACTAT
H'Y s Q N D L V EY S PV TEIKH L TDGMTVUR ELUCSAATITMSD —

Drinted from SnanmnGene®:' Siindav 24 1an 2021 17 06 Paae 2



pTrcHisC_huTall-F2F3 (206-405).dna (Circular / 5033 bp)

Pvul

ACACTGCGGCCAACTTACTTCTGACAACGATCGGAGGACCGAAGGAGCTAACCGCTTTTTTGCACAACATGGGGGATCATGTAACTCGCCTTGATCGTTGGGAACCGGAG

B o B  mwa eEeae 2200

TGTGACGCCGGTTGAATGAAGACTGTTGCTAGCCTCCTGGCTTCCTCGATTGGCGAAAAAACGTGTTGTACCCCCTAGTACATTGAGCGGAACTAGCAACCCTTGGCCTC
N T A A N L L L T T I G G P K E L T A F L H N M G D H V T R L D R W E P E —
= T VR R SR QS G s

FspI

CTGAATGAAGCCATACCAAACGACGAGCGTGACACCACGATGCCTGTAGCAATGGCAACAACGTTGCGCAAACTATTAACTGGCGAACTACTTACTCTAGCTTCCCGGCA

B o e e L e e 2310

GACTTACTTCGGTATGGTTTGCTGCTCGCACTGTGGTGCTACGGACATCGTTACCGTTGTTGCAACGCGTTTGATAATTGACCGCTTGATGAATGAGATCGAAGGGCCGT

L N E A I P NDEWRDTTM®PV AMATT L R K L L T G E L L T L A S R Q =
4~ S F S A M G F S S R SV VI1IGTATIA AV VNI R L SN VP S S S V R A E R C

BglI

ACAATTAATAGACTGGATGGAGGCGGATAAAGTTGCAGGACCACTTCTGCGCTCGGCCCTTCCGGCTGGCTGGTTTATTGCTGATAAATCTGGAGCCGGTGAGCGTGGGT

4—|-|—|—H—H+H—|+|—H—H—|—H—|+|—H—H—H—H+H—FH—H—H+ 2420

TGTTAATTATCTGACCTACCTCCGCCTATTTCAACGTCCTGGTGAAGACGCGAGCCGGGAAGGCCGACCGACCAAATAACGACTATTTAGACCTCGGCCACTCGCACCCA

Q L I bwWMWMEADIK V A G P L L R S AL P AGWTF I ADIK S G AGE R G —_
~ C N I S Q I S A S L T A P G SRR EARGAUPAQNT AS LD P AP S R P D

AhdI

CTCGCGGTATCATTGCAGCACTGGGGCCAGATGGTAAGCCCTCCCGTATCGTAGTTATCTACACGACGGGGAGTCAGGCAACTATGGATGAACGAAATAGACAGATCGCT

B T R o B B B S o o o o B I o B SO 2530

GAGCGCCATAGTAACGTCGTGACCCCGGTCTACCATTCGGGAGGGCATAGCATCAATAGATGTGCTGCCCCTCAGTCCGTTGATACCTACTTGCTTTATCTGTCTAGCGA
S R G I I A AL GUPODSGT K PSR I VVIYTTGSQATMMDTET RINT RIGQTIA =)
e~ R P I M

GAGATAGGTGCCTCACTGATTAAGCATTGGTAACTGTCAGACCAAGTTTACTCATATATACTTTAGATTGATTTAAAACTTCATTTTTAATTTAAAAGGATCTAGGTGAA

B T R o B B B S o o o o B I o B SO 2640

CTCTATCCACGGAGTGACTAATTCGTAACCATTGACAGTCTGGTTCAAATGAGTATATATGAAATCTAACTAAATTTTGAAGTAAAAATTAAATTTTCCTAGATCCACTT
E I G A S L I K H W E e

GATCCTTTTTGATAATCTCATGACCAAAATCCCTTAACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAAGATCAAAGGATCTTCTTGAGATCCTTTTTTTC

B o e o e B o e  H e e 2750

CTAGGAAAAACTATTAGAGTACTGGTTTTAGGGAATTGCACTCAAAAGCAAGGTGACTCGCAGTCTGGGGCATCTTTTCTAGTTTCCTAGAAGAACTCTAGGAAAAAAAG

TGCGCGTAATCTGCTGCTTGCAAACAAAAAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCCGAAGGTAACTGGCTTCAGCAGA

B T R o B B B S o o o o B I o B SO 2860

ACGCGCATTAGACGACGAACGTTTGTTTTTTTGGTGGCGATGGTCGCCACCAAACAAACGGCCTAGTTCTCGATGGTTGAGAAAAAGGCTTCCATTGACCGAAGTCGTCT

AlwNI

GCGCAGATACCAAATACTGTCCTTCTAGTGTAGCCGTAGTTAGGCCACCACTTCAAGAACTCTGTAGCACCGCCTACATACCTCGCTCTGCTAATCCTGTTACCAGTGGC

B o e o e B o e  H e e 2970

CGCGTCTATGGTTTATGACAGGAAGATCACATCGGCATCAATCCGGTGGTGAAGTTCTTGAGACATCGTGGCGGATGTATGGAGCGAGACGATTAGGACAATGGTCACCG

TGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGACGATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAGCT

B T R o B B B S o o o o B I o B SO 3080

ACGACGGTCACCGCTATTCAGCACAGAATGGCCCAACCTGAGTTCTGCTATCAATGGCCTATTCCGCGTCGCCAGCCCGACTTGCCCCCCAAGCACGTGTGTCGGGTCGA

TGGAGCGAACGACCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCGCCACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTC
3190

ACCTCGCTTGCTGGATGTGGCTTGACTCTATGGATGTCGCACTCGATACTCTTTCGCGGTGCGAAGGGCTTCCCTCTTTCCGCCTGTCCATAGGCCATTCGCCGTCCCAG

GGAACAGGAGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTC

it e e e e e e e i e 3300

CCTTGTCCTCTCGCGTGCTCCCTCGAAGGTCCCCCTTTGCGGACCATAGAAATATCAGGACAGCCCAAAGCGGTGGAGACTGAACTCGCAGCTAAAAACACTACGAGCAG

‘PciI

AGGGGGGCGGAGCCTATGGAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCACATGTTCTTTCCTGCGTTATCCCCTGATTCTG
3410

TCCCCCCGCCTCGGATACCTTTTTGCGGTCGTTGCGCCGGAAAAATGCCAAGGACCGGAAAACGACCGGAAAACGAGTGTACAAGAAAGGACGCAATAGGGGACTAAGAC
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pTrcHisC_huTall-F2F3 (206-405).dna (Circular / 5033 bp)

SaplI
fspQI
TGGATAACCGTATTACCGCCTTTGAGTGAGCTGATACCGCTCGCCGCAGCCGAACGACCGAGCGCAGCGAGTCAGTGAGCGAGGAAGCGGAAGAGCGCCTGATGCGGTAT
3520

ACCTATTGGCATAATGGCGGAAACTCACTCGACTATGGCGAGCGGCGTCGGCTTGCTGGCTCGCGTCGCTCAGTCACTCGCTCCTTCGCCTTCTCGCGGACTACGCCATA

Ndel BstZ171

TTTCTCCTTACGCATCTGTGCGGTATTTCACACCGCATATGGTGCACTCTCAGTACAATCTGCTCTGATGCCGCATAGTTAAGCCAGTATACACTCCGCTATCGCTACGT

B o B  mwa eEeae 3630

AAAGAGGAATGCGTAGACACGCCATAAAGTGTGGCGTATACCACGTGAGAGTCATGTTAGACGAGACTACGGCGTATCAATTCGGTCATATGTGAGGCGATAGCGATGCA

PfIFI
Tth111l

GACTGGGTCATGGCTGCGCCCCGACACCCGCCAACACCCGCTGACGCGCCCTGACGGGCTTGTCTGCTCCCGGCATCCGCTTACAGACAAGCTGTGACCGTCTCCGGGAG

+|—H—H—H—H+H—|—H—H—H+|—H—H—H—H+H—|+|—H—H+ 3740

CTGACCCAGTACCGACGCGGGGCTGTGGGCGGTTGTGGGCGACTGCGCGGGACTGCCCGAACAGACGAGGGCCGTAGGCGAATGTCTGTTCGACACTGGCAGAGGCCCTC

MauBI SphI Nsil

CTGCATGTGTCAGAGGTTTTCACCGTCATCACCGAAACGCGCGAGGCAGCAGATCAATTCGCGCGCGAAGGCGAAGCGGCATGCATTTACGTTGACACCATCGAATGGTG
3850

GACGTACACAGTCTCCAAAAGTGGCAGTAGTGGCTTTGCGCGCTCCGTCGTCTAGTTAAGCGCGCGCTTCCGCTTCGCCGTACGTAAATGCAACTGTGGTAGCTTACCAC

M VvV —

CAAAACCTTTCGCGGTATGGCATGATAGCGCCCGGAAGAGAGTCAATTCAGGGTGGTGAATGTGAAACCAGTAACGTTATACGATGTCGCAGAGTATGCCGGTGTCTCTT

it e e e e e e e i e 3960

GTTTTGGAAAGCGCCATACCGTACTATCGCGGGCCTTCTCTCAGTTAAGTCCCACCACTTACACTTTGGTCATTGCAATATGCTACAGCGTCTCATACGGCCACAGAGAA
Q N L S R Y GM I AP G R E ST QGG ECETSNV IR CIRI RV CRCL L  —

ATCAGACCGTTTCCCGCGTGGTGAACCAGGCCAGCCACGTTTCTGCGAAAACGCGGGAAAAAGTGGAAGCGGCGATGGCGGAGCTGAATTACATTCCCAACCGCGTGGCA

4070
TAGTCTGGCAAAGGGCGCACCACTTGGTCCGGTCGGTGCAAAGACGCTTTTGCGCCCTTTTTCACCTTCGCCGCTACCGCCTCGACTTAATGTAAGGGTTGGCGCACCGT
S DR F PR GEUPGI QZPRTEFTC CENUA AGTIKSGSGDTGTG A ATETLUHSQZPTR RG =)
M A E L N Y I P NR V A =
CAACAACTGGCGGGCAAACAGTCGTTGCTGATTGGCGTTGCCACCTCCAGTCTGGCCCTGCACGCGCCGTCGCAAATTGTCGCGGCGATTAAATCTCGCGCCGATCAACT
4180
GTTGTTGACCGCCCGTTTGTCAGCAACGACTAACCGCAACGGTGGAGGTCAGACCGGGACGTGCGCGGCAGCGTTTAACAGCGCCGCTAATTTAGAGCGCGGCTAGTTGA
T T TG G QT V V ADWT RTCHTILAG QSG®PA AR AVANTCR RGTDE =
Q Q L AG K Q S L L I GV AT S S LALUHAPSOQTIVAATIZIKSRADAGQ.L =)
‘MIuI ‘BCII*
GGGTGCCAGCGTGGTGGTGTCGATGGTAGAACGAAGCGGCGTCGAAGCCTGTAAAGCGGCGGTGCACAATCTTCTCGCGCAACGCGTCAGTGGGCTGATCATTAACTATC
4290
CCCACGGTCGCACCACCACAGCTACCATCTTGCTTCGCCGCAGCTTCGGACATTTCGCCGCCACGTGTTAGAAGAGCGCGTTGCGCAGTCACCCGACTAGTAATTGATAG
G A SV VYV SMVER SGVEATCIKAAVHNILTLAQRUV SG LTI I N Y =)

CGCTGGATGACCAGGATGCCATTGCTGTGGAAGCTGCCTGCACTAATGTTCCGGCGTTATTTCTTGATGTCTCTGACCAGACACCCATCAACAGTATTATTTTCTCCCAT

it e e e e e e e i e 4400

GCGACCTACTGGTCCTACGGTAACGACACCTTCGACGGACGTGATTACAAGGCCGCAATAAAGAACTACAGAGACTGGTCTGTGGGTAGTTGTCATAATAAAAGAGGGTA
P L DDQDATAVEAACTNVZPALF LDV s DAQT®P I N S I I F S H —

BstEII

GAAGACGGTACGCGACTGGGCGTGGAGCATCTGGTCGCATTGGGTCACCAGCAAATCGCGCTGTTAGCGGGCCCATTAAGTTCTGTCTCGGCGCGTCTGCGTCTGGCTGG

B o e o e B o e  H e e 4510

CTTCTGCCATGCGCTGACCCGCACCTCGTAGACCAGCGTAACCCAGTGGTCGTTTAGCGCGACAATCGCCCGGGTAATTCAAGACAGAGCCGCGCAGACGCAGACCGACC
E DG T R L GV EH L VAL GHOQQTI AL L AGUPL S SV S AR L R L AG -_—)

CTGGCATAAATATCTCACTCGCAATCAAATTCAGCCGATAGCGGAACGGGAAGGCGACTGGAGTGCCATGTCCGGTTTTCAACAAACCATGCAAATGCTGAATGAGGGCA

B o B  mwa eEeae 4620

GACCGTATTTATAGAGTGAGCGTTAGTTTAAGTCGGCTATCGCCTTGCCCTTCCGCTGACCTCACGGTACAGGCCAAAAGTTGTTTGGTACGTTTACGACTTACTCCCGT
W H K Y L T RN QI QP11 AERTETGUDWS S AMSGTFQQTMAQMTILNE G =)
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TCGTTCCCACTGCGATGCTGGTTGCCAACGATCAGATGGCGCTGGGCGCAATGCGCGCCATTACCGAGTCCGGGCTGCGCGTTGGTGCGGATATCTCGGTAGTGGGATAC

B T R o B B B S o o o o B I o B SO

AGCAAGGGTGACGCTACGACCAACGGTTGCTAGTCTACCGCGACCCGCGTTACGCGCGGTAATGGCTCAGGCCCGACGCGCAACCACGCCTATAGAGCCATCACCCTATG
I v P TAMIL V ANDAQMALGA AMARATITE S G L R V GAD I S V VG Y

GACGATACCGAAGACAGCTCATGTTATATCCCGCCGTCAACCACCATCAAACAGGATTTTCGCCTGCTGGGGCAAACCAGCGTGGACCGCTTGCTGCAACTCTCTCAGGG

CTGCTATGGCTTCTGTCGAGTACAATATAGGGCGGCAGTTGGTGGTAGTTTGTCCTAAAAGCGGACGACCCCGTTTGGTCGCACCTGGCGAACGACGTTGAGAGAGTCCC
M L Y P A VNI HUHIQTGTEF SPAG A ANZG QR RGTZPILAATTL S G
D DT ED S S C Y I PP S TTIKQDTFR RILILSGAI QTSUVDU RILTILIGQL SQG

NarI* Sfol

Al

CCAGGCGGTGAAGGGCAATCAGCTGTTGCCCGTCTCACTGGTGAAAAGAAAAACCACCCTGGCGCCCAATACGCAAACCGCCTCTCCCCGCGCGTTGGCCGATTCATTAA

B T R o B B B S o o o o B I o B SO

GGTCCGCCACTTCCCGTTAGTCGACAACGGGCAGAGTGACCACTTTTCTTTTTGGTGGGACCGCGGGTTATGCGTTTGGCGGAGAGGGGCGCGCAACCGGCTAAGTAATT

P G G E G Q S AV AR L TGEIKKNWHZPSGAQY ANUIR L S PR V G R F I N
Q AV K GN QL L PV S L VKU RK T TILAPNTQTASZPIR A L A D S L

KaslI PluTI

TGCAGCTGGCACGACAGGTTTCCCGACTGGAAAGCGGGCAGTGAGCGCAACGCAATTAATGTGAGTTAGCGCGAATTGATCTG 3

ittt e i e i e s 5033

ACGTCGACCGTGCTGTCCAAAGGGCTGACCTTTCGCCCGTCACTCGCGTTGCGTTAATTACACTCAATCGCGCTTAACTAGAC 5'

AAG T TG F PTG K R AV SATOQLME =)
M Q L ARQV SR L E SGOQE =)

4730

4840

4950
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