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Documents: 8995

Cloning wector pM&E1 36, complete sequence

Claning wector pFGC 1008, camplete sequence

Claning wector pAM1 20, complete sequence

Sequence 216 from Patent W02006111512

Sequence 212 from Patent W02006111512

Cloning wectar pBEPSCat2

Cloning wector pP'w 78

Plasmid pSG4Z24 D4 {Gal 4 DBD fusion wector for eukaryotic cells)
Cloning vector pER322, complete sequence

Cloning wector pCAMEIAST0S, complete sequence
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pBR322 &% Vector
-._.' Search '._.- .___' Details -._.n n._.-Tc Desk'__.n n._: To Disk '._.n

Documents: B995

Cloning vector pMAE1 36, complete sequence

Cloning vector pFGC1 008, complete sequence

Cloning vector pAM1 20, complete sequence

Sequence 216 from Patent W02006111512

Sequence 212 from Patent W02006111512

Cloning vectar pBPSCat2

Cloning vectar pP% 78

Plasmid pSG424 DN (Gal4 DED fusion vector for eukaryotic cells)
Cloning vectar pER322, complete sequence

Cloning vectar pCAMEBIASTOS, complete sequence

DOCUMENT ID 288958 4361 BP D5- DNA CIRCULAR Update: 11/2/86
DEFINITION Cloning vector pBR322. complete seguence
KEYWORDS ampicillin resistance., beta-lactamase. clening vector,

drug resistance protein., origin of replication, plasmid. tetracycline
resistance
REFERENCE [1] Medline ID [708B12484]

AUTHORS Sutcliffe, J.G.

TITLE Nuclectide sequence of the ampicillin resistance gene of
Escherichia coli plasmid pBR322.

JOURNAL Proc. Matl. Acad. Sci. U.S5.A.., TF5, B, 3737-3741,
(1878}

REFERENCE [2] Medline ID [BOBSGZ07]
AUTHORS Reed. R.R., Young. R.A.., Steitz., J.
Guyer., M.5.
TITLE Transpositicen of the Escherichia coli insertion element
gamma generates a five-base-pair repeat.
JOURNAL Proc. Matl. Acad. Sci. U.S.A.. 76, 18, 4B82-4886.
(1879}

Grindley, N.D. &

REFERENCE [3] Medline ID [B1lZ134&4]
AUTHORS Covarrubias, L., Cervantes, L., Cevarrubias. A.. Scbercn.
X.. Vichide, I., Blance. A., Kupersztoch-Pertney. Y.M. & Belivar, F.
TITLE Censtructien and characterization of new clening vehicles.
V. Meobilizatien and ceding preperties of pBR322 and several deletion
derivatives including pBR327 and pBR328.
JOURNAL Gene, 12, 1, 25-35, (1981)

REFERENCE (4] Medline ID [B216741E]
AUTHORS Marians, K . Sceller, W. & Zipursky, S.L.
TITLE Maximal limits of the Escherichia celi replicaticon facter
¥ effector site sequences in pBR322 DNA.
JOURNAL J. Biel. Chem., 257, 18, G5656-5662, (1882)

REFERENCE [5] Medline ID [B2239419]
AUTHORS Brosius, J., Cate, R.L. & Perlmutter, A.P.
TI1T1E Brocdicp 'r'r;niw of tup proppterc for the beta lartomacp
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TTC TCA TGT TTG ACA GCT TAT CAT CGA TAA GCT TTA ATG CGG TAG TTT ATC ACA GTT ARA TTG CTA ACG CAG

P
TCA GGC ACC GTG TAT GAR ATC TAA CAA TGC GCT CAT CGT CAT CCT CGG CAC CGT CAC CCT GGA TGC TGT AGE

CAT AGG CTT GGT TAT GCC GGT ACT GCOC GGG CCT CTT GOG GGA TAT CGT CCA TTC CGA CAG CAT CGC CHG‘?‘CEH
CTA TGE CBT GCT GCT AGC GCT ATA TGC GTT GAT GCA ATT TCT ATG CBC ACC CBT TCT CGB AGC ACT GTC%?GQH
CCG CTT TB6 CCG CCG CCC AGT CCT GCT CGC TTC GCT ACT TGG AGC CAC TAT CBA CTA CGC GAT CAT Gﬁch?isﬂ{z
CAC ACC CBT CCT GTG GAT CCT CTA CGC CGG ACG CAT CGT GBC CGG CAT CAC CBG CGC CAC AGG TGC GBT #%E
TGG CGC CTA TAT CGC CGR CAT CAC CGA TGG GGA AGA TCG GGC TCG CCA CTT CGG GCT CAT GAG CGC TTG%
CGG CGT GGG TAT GGT GGC AGG CCC COT GGC CGG GGG ACT GTT GGG CGC CAT CTC CTT GCR TGC ACC ATT SCIEET
TGO GGC GGC GGT GCT CAR CGG CCT CRA CCT ACT RCT GGG CTG CTT CCT AAT GCA GGA GTC GCA TAR GGG %ﬁ!
5C6 TCG ACC GAT GOC CTT GAG AGC CTT CAR COO AST CAG CTC CTT COB GTS GBC GGG GGG CAT GAC THT Cor
C6C CGC ACT TAT GAC TST CTT CTT TRT CAT GOR ACT CGT AGG ACR GGT BCC BBC AGC GCT CTG 66T CAT 71T
£66 COR GGA COB CTT TOB CTG GAS CGC GAC GAT GAT GGG CCT GTC GCT TGO GGT ATT COG AAT ETT GOR Cor
CCT CGC TCR AGE CTT C5T CAC TG TCC CSC CAD CAR ACO TTT COG COR GAR GOA GGG CAT TAT CGC C55 CAT
5GC GGC COR CGC GCT 555 CTA COT CTT GET G50 BTT COC GAC GOG AGS CTS GAT GGG CTT COC CAT THT BAT
TCT TCT COC TTC CSG £S5 CAT COG GRT GEC C50 BTT GCA GGG CAT GCT STC CA GCA GGT AGR TOR COR CoR
TCA GGG ACA GCT TCA AGE ATC GCT CGC GGC TCT TAC CAG CCT RAC TTC GAT CAC TGG ACC GCT GAT CGT”EEH‘E
GGC GAT TTA TGC CGC CTC GGC GAG CAC ATG GAR CGG GTT GGC ATG GAT TGT AGG CGC CGC CCT ATA CCT TGT 4
CTG CCT CCC CGC GTT GCG TCG CGG TGC ATG GAG CCG GGC CAC CTC GAC CTG ART GGA AGC CGG CGO CHC’ £TC

R EARY EeNErates § T1Ve-DaSE-pair FEpES

o
JOURNAL  Proc. Natl. Acad. Sci. U.S.A., 76. 18, 4882-4886
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Cloning vector pMAE 136, complete sequence
Cloning vector pFGC1008, complete sequence
Cloning vector pAM1 20, complete sequence
Sequence 216 from Patent WO2006111512

NDNO\ Choose a Folder

Sequence 212 from Patent WO2006111512
Claning vector pEPSCat2 Select the folder in which the sequence(s) will be saved.
Cloning vector pPW'.-‘S(
Plasmid pSG424 DN& (Gal 4 DBD fusion wector for | = = — = -
Cloning vector pBR322, complete sequence <> = H:{B] [ SAMPLE | -'] Q search
Cloning vector pCAMBIASTOS, complete sequence
N N zvrT—2 s o 0 beta_globin

DOCUMENT ID 288958 4361 BP D5- DHA
DEFINITION Clening vector pBR321. complz | I Macintosh HD » My = HSHBB.gen
KEYWORDS ampicillin resistance, beta-1 @ === lcon

drug resistance protein., orig NeoOffice-2 - —

resistance —_— = p[__lclg
REFERENCE  [1]  HMedline ID [79812484] rary

AUTHORS  Sutcliffe. J.G. = N

TITLE Nucleotide sequence of the am Enghy_j 2 5 h E
Escherichia celi plasmid pBR3 y . ary outhern nzymes

JOURNAL  Proc. Matl. Acad. Sci. U.5.A. (8} ceresbio e var_48
(19783 nes -

M FIUT vy ) var_64
REFERENCE  [2]  Medline ID [BB836597] . 1es )
AUTHORS  Reed, R.R.. Young. R.A.. Stei |5 H¥ .
Guyer, M.5_ . b

TITLE Transpesitien of the Escherig '“ Li—F— .
garmma generates a five-base-p § 1]

JOURNAL  Proc. Natl. Acad. Sci. U.S_AL é =a—wd e
(13733 = B 1 1}

. O EoFv :
REFERENCE  [3]  Medline ID [81213454] [ 3

AUTHORS Covarrubias, L., Cervantes. L
X.. Wichido, I., Blanco, A., | ——————— ——

TITLE Construction and characteriza [ New Folder | (_ Cancel ) ( Choose )
V. Mgbilizaticon and coding p Y
derivatives including pBR327 =)

JOURNAL Gene, 13, 1, 125-35, (1981}

REFERENCE [4] Medline ID [B2167416]
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EAj=jiseid 7] | 1 (v

| GTT TTG GAG
| TGC ACC TCT
| BTG ATG AGC
| ACT ATG AARA
| ATT ACA TAC
| TGG CCC TTT
| AGC ACC AGA
(CTG TTG TTG
| 71T 568 coo
| CCT TGG TGC
| ToA TTC ToA
| GCA TCA GGC
| CTR ATE TAC
| CCA GTC TGA
| cRA CTC oo
| GAG TCA CCA
| 6oa CTa TTB
| CTG TGT CCT

CCA
GTC
GTC
ACT
AGA
ATC
TGA
GGA
TCG
TGA
ACA
CTC
AGG
CGT
TGC
AART
RGC
GTG

GCG
GCA
TCG
TCC
AGC
ATG

TTG
CGC

GCT
AGA
TG
TGC
CRG
CCT
GTC
CRG
AGA
GRG

J_r“‘?

AARA ACA TGG AGA AGT ATG AGA AGA TTA ARG TGG TCG GCA GAG GAG CTT TCG GGA TCG
Febat

GAC GCA CTG ATA GTG CGC TGG TGA TCT TGA AGG AGA TTC CCG TG AGC AGA TGA CCC
218

CAG CTC AGA ATG ART GCC ARG TCC TCA AGC TTC TCA GOC ACC CCA ACA TTA TTG AGT

s
TGG AGE ACA AGG CAC TAA TGA TCG CAA TGG AST ACG CCC CAG GTG GAA CTC TGG CTG
8eee sBC099988.gb Features Table

0] [+ |a -

Source 1 2799 organism=Donio rerio; mol_type=mRHA; strain=l
gene 1 2799 gene=neks; db_wref=Gehe|Di171894; db_wxref=ZF
chDs 21 2114  gerne=neki) codon_start=1} product=MIMA {(neve
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[ 86

1276 | (+)

+ firiy
TTCTCATGTT TGACAGCTTA TCATCGATAA GCTTTAATGC GGTAGTTTAT CACAGTTAAAR TTGCTARCGC AGTCAGGCAC
ST
CGTGTATGAA ATCTARCAAT GCGCTCATCG TCATCCTCGG CACCGTCACC CTGGATGCTG TAGGCATAGG CTTGGTTATG
LT
CCGGTACTGL CGGGCCTCTT GCGGGATATC GTCCATTCCG ACAGCATCGC CAGTCACTAT GGCGTGCTGC TAGCGCTATA
ST
TGCGTTGATG. CAATTTCTAT GCGCACCCGT TCTCGGAGCA CTGTCCGACC GCTTTGGCCG CCGCCCAGTC CTGCTCGCTT
< PR
CGCTACTTGE AGCCACTATE @) ) ) SYNPBR322 Features Table
GCCGGCATCA CCGGCGCCAC ) - e
CTTCGGGECTC ATGAGCGCTT - -
Source 1 4361  organism=Cloning wector pBR3ZZ; mol_type=athe
TGCATGCACC ATTECTTECE | source 1 1762 organism=Flasmid pSC181; mol_type=other OHA;
AAGGGAGAGE GTCGACCGAT | misc_binding 24 27 bound_moiety=sechinomycin
CGCCELRETT ATGRCTGTCT pr_‘olott_ar‘ . 27 SSCpromoter‘lm [B] . .
| mise _binding =9 42  bound_moiety=echinomycin
ACCGCTTTCG CTGGAGCGCG promoter 43 49 promoter P2 [6]
GTCACTGGTC CCGCCACCAR misc_binding o3 96  bound_moiety=echinomycin
CTTGCTGEOG TTCGCGACGE -isc_binding = TE bound_mo?etg=echinomgcin
misc_binding a8 83  bound_moiety=echinomycin
CGTTGCAGGE CATGCTGTCC | gene a5 1276  gene=tet
CTAACTTCGA TCACTGGACC | CODS =151 1276 gene=tet; codon_start=1; transl_table=11; pr
TGTAGGOGEE GRCCTATACE lfsc_feutur‘e 141 142 CEndo.5ce | clequage =ite coor‘dlr?ated wlth =i
misc_feature 146 147 gene=tet] Endo.Sce | cleawvage =ite coordinat
ARGCCGECGE CACCTCGCTA misc_binding 411 414 gene=tet; bound_moiety=echinomycin
AARACCAACCE TTGGCAGARAC | conflict 425 426 gene=tet; citation=[11]; replace=
misc_binding 459 472 gene=tet] bound_moisty=echinomycin "
| old_sequence 526 928 gene=tet; citation=[17] v
= = = = - L 3 —
FT DURMMEBODHBZEET H&. BT T 53—LICEDHH(ME)ARTSIETS,
@ MacVector File Edit Options Analyze Database Windows Help
806 SYNPBR322 _
g [mnH] @ ) = %0 * |- 36 - 1776 1 to 4367: ALL
+ ol
TTCTCATGTT TGACAGCTTA TCATCGATAA GCTTTAATGC GGTAGTTTAT CACAGTTAAR TTGCTAARCGC AGTCAGGCAC Egs :
ST
CGTGTATGAR ATCTAACAART GCGCTCATCG TCATCCTCGG CACCGTCACC CTGGATGCTG TAGGCATAGG CTTGGTTATG conflict »
P £ !
CCGGTACTGE CGGGCCTCTT GOGGGATATC GTCCATTCCG ACAGCATCGC CAGTCACTAT GGCGTGCTGC TAGCGCTATA 86to 12
oy
TGCGTTGATG CARTTTCTAT GCGCACCCGT TCTCGGAGCA CTGTCCGACC GCTTTGGCCG CCGCCCAGTC CTGCTCGCTT mat_peptide [ 3 3293 to
L i —
CGCTACTTGE AGCCACTATC GACTACGCGA TCATGGCGAC CACACCCGTC CTGTGGATCC TCTACGCCGG ACGCATCGTG msc_?md ng :
ShTT misc_feature
GCCGGCATCA CCGGECGCCAC AGGTGCGGTT GCTGGCGCCT ATATCGCCGA CATCACCGAT GGGGAAGATC GGGCTCGCCA old_sequence »
ST = o
CTTCGGGECTC ATGAGCGCTT GTTTCGGCGT GGGTATGGTG GCAGGCCCCG TGGCCGGGGEE ACTGTTGGGEC GCCATCTCCT nramoter [
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ORIGIN

gtctgcccat
gagtcaccaa atcagggagg

iy Sypairigtngad

gLLaaacacL

e

gagchaLLE

$ .tca actcccotge
aagtgtctet gggacgcaca cagaagatgg
ctecatcacat gggaggcogee cteggttgga tecgghtgage
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Undo Paste
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GTT TTG GAG CCA TA
TGC ACC TCT GTC Select All ELYY CT
GTG ATG AGC GTC ICA
ACT ATG ARA ACT AA
ATT ACA TAC AGH ICA
TGG CCC TTT ATC iAG
AGC ACC AGA TGA ICA
CTG TTG TTG GGA iTG
TTT GGG CCC TCG CA
CCT TGG TGC TGA AT
TGA TTC TCA ACA Find... 36F iCC
GCA TCA GGC CTC Jump to... S:gJ ITG
CTA ATG TAC AGG CAG GCC CTC ATG GCA GAC CTG GTG GTT GGA
CCA GTC TGA CGT CCT CAAR AGA TGA TGO ACC CGC TGC CTT TAT

TGG
AGG
TTC
AGT
TTT
TAA
TCC
GAA
GAG
ATC
TCA
AAA
CCA
CAG

TCG
AGA
TCA
ACG
TAC
AAA
TCG
AGC
CCT
GTT
ATG
TGO
GTA
TCT

GCA
TTC
GCC
cocC
ATT
coc
TCA
CAT
TTG
ACA
AGA
GCA
CCA
ACA

GAG
CCG
ACC
CAG
CCT
AGA
GCA
ACA
ARG
GTC
TAA
GAA
GAA
CCT

GAG
TCG
CCA
GTG
TTG
ACA
AAA
ACC
CAG
CTG
TGG
TAG
CCA
GGG

CTT
AGC
ACA
GAA
TTC
TCC
GCA
AGA
CGA
AGT
CTC
AAA
GAG
GCA

TCG
AGA
TTA
CTC
AGA
TCC
AAG
AGA
ACC
TGA
ACG
AGC
GAG
GTG

2
GORA TCG
retst
TGA CCC
I
TTG AGT
ey
TGG CTG
Ko
TCT TAC
A
TGG ACA
St
CTT ATA
s
GCG ACA
Ed
TGC CAG
2
GAC AGC
ez
CCR TCT
Gk
CAC TTT
a5
GTC TGT
GCA |
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Multiple Alignment Options
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{ Editor | Consensus Text Display Picture Fonts

Picture Shading

@ Outline colors

| Show position mask

" Use dots for consensus matches

" Use colored characters on white background

Numbering

—
[_ None
@ Top - every |10 characters

( Defaults ) ( Apply Y (Cancel ) E—GI(—)

Multiple Alignment Options

Calculate using ' Chemical Type

" Editor | Consensus | Text Display Picture Fonts Picture Shading ]

3] Threshold: |51

DNA Consensus

¥ Show consensus line Use threshold
Find the least ambiguous residue that
exceeds the threshold value

|_| Treat gaps as valid characters
"1 No spaces in consensus §
= . *) Ignore threshold

_ No gaps in consensus Take all sequences into ac

__ No ambiguities in consensus

nt, using

ambiguities to avaid excep

%

e

( Defaults ) [ Apply Y (Cancel ) ( OK )

Database Windi
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Multiple Alignment Optiens

! Editor = Consensus | Text Display |

Picture Fonts  Picture Shading )

Identities
@Show similarities (@) Use “*"
# Suppress “-" at ends ") Upper case
() Custom: *
Line length: 50 Similarities
Use "."
Numbering 9 Use “"
O None () Top (@ Side 3 Gror
( Defaults ) [ Apply Y (Cancel ) ( OK )

<7ay/R=K-Formatted Alignment-tH H T7 A AV M ERTT SR (font) >

Multiple Alignment Options

! Editor = Consensus Text Display | Picture Fonts | Picture Shading

Font Options
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Sequence: ' Times ﬂ “10 %) Normal ﬂ
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Numbering

JNone @ Top () Side Line Length: 30

( Defaults ) [ Apply Y (Cancel ) ( OK )
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( Defaults | ( Apply Y ( Cancel ) (—ex—-)

REZIC 0K £UYyILTLEEL,

16



)
Jres ] B) LOSCLENCE

EVVVILTT A A MERBLET,

H AT HBITHREERL TS,
Alignment Views

Text Display

Sequences &ligned: 7 ; :

Processing Time: nsa @ Multiple Allgnment
dligned Length: 259 Tt ;

dlignment Score: -2491 @ Pairwise Allgnmentf.

Gaps |nserted: ] : L :
R a W Identity/Similarity Matrix

Picture Display

Click on the Recalculate button
to perform a Clustal'w Alignment

'21 Multiple Alignment

Cuide Tree

Create Consensus Seguence

Consensus of Untitled 1 Aligned Sequenc |_Set Options... )

( Recalculate... ) ( Cancel ) E 0K }

BRERORTIEP15-16 TRELEFHITEIVTHERShETS,

FI5AVAPDTILTYX LI ClustalW ID /NS A—2 % RBTIBE. T-ITF43—THLADEE
{To1=1B 8T ETFT D “Recalculation...” 2 ETL THREDBEEL T TEELY,

ClustalW Alignment

Pairwise Alignment Multiple Alignment
Matrix: | BLOSUM 30 B Matrix: | BLOSUM Series | &
Alignment Speed:  Slow _:] Open Gap Penalty: 10.0

Extend Gap Penalty: 0.05

Open Gap Penalty: ' 10.0 Delay Divergent: 40 %

Extend Gap Penalty: 0.1

Sequences To Align Protein Gap Parameters

+ AALZSIIE . )

+ AFDGSSE4_1 Gap Separation Distance: 8

4 AABZZETI — -

A v— = Endl Gap Sepalr.a}tlon .

+ AALODZEE Residue-specific Penalties

+ BAAZZEE1 ™ Hydrophilic Penalties

+ AMAZST4E —
Hydrophilic Residues: CPSNDQEKF

.__' Use Defaults '_.- -._' Cancel '_.- ( (014 \)
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(TFRMTIA4A0)

1806 Untitled 1 Aligned Sequences Multiple Alignments
{Multiple sequence alignment ~
|

7 Sequences Aligned Alignment Score = -2491

Gaps Inserted = 8 Conserved Identities = 8

AAUZS11Z 1 HRKPIIAGNWKHNKVLSEAVSFVEEVKSS [PAADKAEAVVCAPALFLEKL 50
AFBEOZEA_1 1 FKCNGTVDOFIKTHVAALAGHKIPENIDVVVAPAMPHLVLAQAANTSKALK 58
AAB23371 1 IQVAAQNCHVKKGGAFTGEVSAENLANLGVPWVILGHSERRALLNETNEF 58
AAAZD94L 1 MSGSRKFFYGGNAKHNGSRODNDKLLKLLSEAHFODNTEVLIAFFSVFLH 58
AALBB13E 1 MKKEVCEMSRKPF LAGNWKMNKNPEEAKAFVEAVASKLPSSOLVEAGLAR 58
BAA22631 1 THAS LDELCGWL TAGDRGDTEVWVGFPTAYLGYVOGKLAGSGVOAARONE 58
AAR35348 1 MARKFFVGGNFKMNGSLESHKTTIEGLNTTKLNVGDVETVIFPONKYLIT 58
AAUZS113 51 TSAVKGTOLKVGAQNHHFEESGAFTGEISPAALKDLGYEYCVIGHSERRE 168
AFBE9564_1 51 IASONVYLOPPGAWTGEVSVEMLKDLGVEVTLVGHSERRRIMGETDEQSA 188
AAB2337L 51 VGDKVAYALSOGLKVIACVGETLEQREAGTTHEVVAAGTKAIADKISSWD 188
AAAZIDAL 51 EIRKSLKKEIHVAAQNCYKVSKGAFTGEISPAHIRDIGCOWVILGHSERR 188
AALBE23E 51 PALDLTTVLAVAKGSNLKVARQNCYFENAGAFTGETSPQVLKEIGTDYYY 168
BAAZ2631 51 YKEPKGAFTGEISPAMIKDLGCEWVILGHSERRNVFGETDELIAEKIEHA 188
AAR3S348 51 TROOVKKDIGVGAQNYFDKKNGAYTGENSAQSLIDAAITYTLTGHSERRT 168
AAUZS113 181 MFAETDETVNKKAHAAFKYGIVPIICVGETLEEREANKTNELVADOVKIA 158
AFOE0564_1 181 QKAERALAAGMTVLFCIGETLDERNACKTMDVNIKQMEALRAAIKEPSHW 158
AAB233717 181 NVVLAYEPVWAICTGKVASPAQAQEVHAGLRKWFCONVSAEVSASTRIIY 158
AAA20D41 181 NIFCESDELIAEKVOHALAEGLEVIACIGETLSERESNKTEEVCVROLKA 158
AALBE236 181 IGHSERRDYFHETDEDINKKAKAIFANGHLPIICCGESLETYEAGKAAEF 158
BAA22631 181 LAEGLKVIACIGEKLEEREGCKTEDVVFROTNAFKDKVKDWSKVVLAYEP 158
AMA3534B 181 IFKESDEFVADKTKFALEQGLTWVACIGETLADREANETITVWVROLNAI 158
| AAU25113 151 LAGLTTEQUAASVIAYEPIWAIGTGKSSTAGDANEVCAHIRKTUASEFGY 280
AFBEOSBA_1 151 DRVWVAYER 159

X FEOA N EERTHE DT T —TORENBRBIZLBYFET,

(FavoimKOF7IAAUR)

[- & O ©  Untitled 1 Aligned Sequences Formatted Alignments

Formatted Alignments
ST o
ASIRETIE K 1&g LEEALAVEFYVE 21
g r e c TYD 41 4GHEIFE Gk
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|dssswsar  HIVAAOCNCTE|V|RK[GAFTGEI #FAMIR GCD
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ene Untitled 1 Aligned Sequences Pairwise Alignments

Multiple sequence alignment m
7 Sequences Aligned Alignrent Score = -2491

Gaps Inserted = 8 Conserved Identities = 8

y1. AAU25112 ws. AFBEDEE4_L

Aligned Length = 253 Gaps = 8
Identities = 8 (3%) Similarities = 24 (9%)

tAAUZ5113 1 MREPITAGNWKMNKVLSEAVSFVEEVKSSIPAADKAEAVVCAPALFLEKL 358
(AFBEOSEA_ 1 FKCNGTVDFIKTHVAAIAGHKIPENIDWVWWAPAMPHLVLAQAANTSKALK 58

AAL25113 51 TSAVKGTDLKVGAQNMHFEESGAFTGEISPAALKDLGVEYCVIGHSERRE 188
AFBEASEA_ 51 TASONVYLOPPCAWTGEVSVEMLKDLGVEVTLVGHSERRRIMGETDEQSA 188

:MU25113 181 MFAETDETVNKKAHAAFKYCIVPIICVCETLEEREANKTNELVADQVKKA 158
|AFBEOSEA_ 181 OKAERALAAGMTVLFCIGETLDERNAGKTMDVNIKOMEALRAATKEPSHW 158

PAAUZ5113 151 LAGLTTEQVAASVIAYEPIWAIGTGKSSTAQDANEVCAHIRKTVASEFGD 288
|AF8E05E4_ 151 DRVWWAYER 158

AAUZ5113 281 TAADSVRIOYGGSVKPANIKEYMAESDIDGALVGCASLEPOSFVOLLEAG 258
AFBEDSE4_ 168 150

{AAU25113 251 Q¥E 253
|AFBEDSEA_ 168 159

S| EETAVMEERT AL, DT T 4—TORELRBRIHYET,

'y

(FEIIMOBEREDTH) VI R)

e0e Untitled 1 Aligned Sequences Pairwise Similarity Matrix

Multiple segquence alignment

7 Seguences Aligned Alignment Score = -2491
Gaps Inserted = 8 Censerved Identities = B

Similarity Scores (%)
AAUZ511 AFBGEE5G AAB233T AAA2004 AALBE2Z BAAZZEI AAAZL34

3 4_1 1 1 G 1 g
AALZ5113 laa.8 EN 1 7.1 8.7 7.3 7.1 28.9
AFBEO5E4_1 13.8 ilgs.8 5.1 2.8 3.5 2.4 4.4
AAB22371 16.2 15.4 ls8.8 4.3 5.4 5.2 5.2
AAAZE041 19.8 11.5 14.8 ls8.8 4.6 5.5 5.8
AALBB23G 8.1 11.2 14.7 17.8 la8.8 G.& 5.8
BAAZZE31 19.8 12.4 17.1 14.6 16.6 laa.8 5.6
AAAZS34E 4.8 1.2 14.4 17.4 15.8 17.2 laa.8
Identity Scores (%)

T FEOAVIEERT AL DT TS —TORENBRBIZBYFET,
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TLFTLTFSAUARDIFAA—EDTAaAvREY - EHYyHL TS,
Riz. RN ZEIIEEBOYR M SRIRLET,

ned Sequences

‘€ 4 i
# +#

% Abazan1 . FEE T 7]
BAAZZEST [ 7 PR PN T PP P P 1alelElelulglal lalalsld = P
AALON236 Phylogenetic Reconstruction
ABB233T1 e | To Includ
AALIEINE Tree Building Method EUENEES fininGiide

: - T I S ry— + AmAZISA
AFOBASES_1 Neighbor Joining ':| | Options... | 4 BAAZZES1
ABAI534E # AALODZZE
CAT AT ' ]
Distance 4 AMU2S113
Ty — 4 AFDE9564_1
Uncorrected ("p") |'5] ( Options... ) 4 AmAZSI4E
Mode
) Best tree
") Bootstrap
Number of replications: 1000
( Select Al ) [ Select None )
Methads and options are explained here s dizkg \ LN :
items are selected.
( Defaults ) [ Cancel ) f—OK—)
-

RIZINGA—BERELET,

Phylogenetic Reconstruction

Tree Building Method Sequences To Include
—_— $ AAAZITH
L G LTI [T T - ( Options... ) | |+ paszzsst
$ HALODZZE
LEGHIS $ AABZZZTI
Distafce ——— % AAUZS1IE
S —— $ AFDE9564_1
Uncorrected ("p") ﬂ (_ Options... | + AAAZSEAS
Mode
(¥ Best tree
" Bootstrap
NMumber of replications: 1000
Select All Select None

Methods and opticns are explained here as dialog
items are selected.

.__' Defaulls-_.n -._' Cancel '__. f oK 3

OFRBBIERDOFELLTIIUTOLOAFATEET,
NJ (Neighbor Joining)i&: IS
UPGMA(Unweighted Pair Group Method with Arithmetic mean)i%: JEMERESE
(UPGMA ZR S FELEEORLGIEMB TR EDHERDOBRENKECL DD,
MacVector (& NJ i&ZE T 4L TRIALTLET, )
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- |¢ AAAZITH
Options, - PR ppa
| Tree Building Method Options
| -Tie Breaking
Options @) Systematic
Ties i trees are resclved depending on the
order of the aligned sequences
—
_J Random
Ties im trees are resclved randemiy
ns: 1000
| Defaults |} [ Cancel | ( oK )

Option REVEVYV IS HERFMICR T HEINDIREZRRY 5 ENTEEY,

Phylogenetic Reconstruction

Tree Building Method

Seausnces To Include |

Phylogenetic Reconstruction

- =2 2t
UPGMA +) (_Options... ) Absolute (# differences)
1 . E Sequences To Include
- Uncorrected (“p") = AR
Absolute (# differences) = | Jukes-Cantor ns... | $ NM_D10277
m I \ . . & NM_017009
4 Unmrmcmd ( |:l = Tajima-Nei # HM_D01368251
Poisson-correction "+ Kimura 2-parameter F $ AEITIZ22
1 . — ¢ NM_002055
| v Tamura-Nei ns... ) # NM_1 74065
@ Best tree LogDet/Paralinear
_ Bootstrap MO ——
Mumber of replications: 1000 @) Best tree
) Bootstrap
Mumber of replications: 1000
This method assumes that the rate of divergence
is constant in different evolutionary lineages. a
L ( Selectall ) ( Select None )
This method assumes that the rate of divergence
is constant in different evolutionary lineages. ~ L y
| Defaults | | Cancel ) (—e«—)

QFT-. RAWOEMLT AT T H-HDEE(RE)ERETERLLTIE.
(%E&EZ )

Absolute (# differences)

Uncorrected (“p”)

Jukes-Cantoro

Tajima-Nei

Kimura 2-parameter

Tamura-Nei (default)

LogDet/Paralinear

(7=/EEH)

Absolute (# differences)
Uncorrected (“p”) (default)
Poisson-correction
MEBIRTEET,
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Option R4 TIEE (RE) BEMHEEEDSHICHALBREEZITICENTEEY,
(FIATEIREMEREHMTEEICI>TRGYET OT, FH#MIEX UserGuide(EX)ESRL TS
L)

+ AB171222
+ NM_002055
Distance Options

1 Gamma Correction
) On
@ Off

0.5

~  Transition:Transversion Ratio
© @ Estimate
") User defined value: L0

Treatment of Caps
) Ignore all sites containing gaps
) Distribute proportionally

( Defaults ) ( Cancel ) ( 0K }

Gamma Correction:
EHEEICH— B ERELERETETHRMESIC. B OZEREIZ Gamma distribution Z:&E A
LET,

Trasition: Transversion Ratio:

BEEBREEDEZ. 7TV LOREELYVERICEET HEFITFIALET,

Treatment of gaps:
Gap Z2TRH3M. BIIDRIICHELTEDOLEEZFHIBITINEEIRLET,
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REZIC. REBORBEILDTEZRIRLTOK 20UvILET,

Mode
f®) Best tree
" Bootstrap
Mumber of replications: 1000

Estimates the bast phylogenetic tree for the given
method and distance.

Best tree:
MacVector (705 5 LM EEBIMICRELRFEBEERLETH. TOFEMEI=02TILTITS
CEMTEET,

Mode
") Best tree
) Bootstrap
Number of replications: 1000

Uses the bootstrap resampling approach to
estimate the confdence that can be assigned to
particular nodes in a tree. D

<]

Bootstrap:

—#&IZ Bootstrap EZMFEETN TLSFELN—RITT,

Bootstrap EDT7ILTV X LlE. REBEERLI-7S/BES OEEE KEIZ{ER (replication)L.
ZThEhdreplicant HhSHEFSNARBUHN T T — 2O RBUHETIF T IHEERHDHLEIHLDT
T (ChEBRLGESIMER T SERDOBEADHT LICAALTESL, )
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UTIZENF A=A THRBLIE-RFEHOBILRERRADY—ILERNLET,

ene - Untitled 1 Aligned Sequences Phyl;)g.eﬁy. —
2] < == A=

Method:  UPGMA; Best Tree; tie breaking = Systematic
Distance: Uncorrected (<p™)
Gaps distributed proportionally

0.472

AFDE9564_1
0458 AAAZI041
0.005 046

0005 BAA22631
008 ¢ AALDO236
s L6 AAB23371
d06e 0334 AAUZ5113
Q334 AAA35348
07 1w
< E o

areans RMBORTHEZERBRLET, EMSIEIC.
slanted cladogram
rectangular cladogram

phylogram. BAFRRENFET,

‘3 BIRLI-E5% out-group ELTEELET,
(BRINEEDSAER—ITHEEDIZHYET,)

G 12OBAIHSEIIDIEBEEZANBRASLENTEET,
(BORZETRTIM0EI—0THERBITBYET, )

BRLURICEFNSWBA LT ORFPEHRR T HENTEET,
(BROFTERT A 0ER—ITDERAMGVET,)

j” HEOEINEHRT HLEMNTEET,
(BRINEEDFAEI—VTHERMIBYEY )
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