Int. J. Aquat. Biol. (2018) 6(6): 296-302

ISSN: 2322-5270; P-ISSN: 2383-0956

Journal homepage: www.ij-aquaticbiology.com
© 2018 Iranian Society of Ichthyology

Supplementary files

Sequencing results for Cmlc2/pSS536

Clone no.2 and was sequenced using T7 forward and SSB_P1195 reverse primer. The sequencing results showed that the 278 bp cmlc-
2 promoter region was cloned in the pSS536 vector.

The sequencing results of clone 2 and 4 were as follows:

Clone 2, 1.D.: LM_304 sequencing results with T7

>LM304_T7-1.abl
GAGCAATAGCGAGTGTAGTACTTGAGTAATTTTACTTGATTACTGTACTTAAGTATTATTTTTGGGGATTTTTACTTTACT
TGAGTACAATTAAAAATCAATACTTTTACTTTTACTTAATTACATTTTTTTAGAAAAAAAAGTACTTTTTACTCCTTACAA
TTTTATTTACAGTCAAAAAGTACTTATTTTTTGGAGATCACTTCATTCTATTTTCCCTTGCTATTACCAAACCAATTGAAT
TGCGCTGATGCCCAGTTTAATTTAAATAGATCTGCAGGTTTAAACGAATTCGCCCTTCATCCCTCAAATCTCTCATTCAC
GTCCCCCTCCCCATCTGCACACTTTATCTCATTTTCCACCCTGCTGGAATCTGAGCACTTGTGCAGTTATCAGGGCTCCTG
TATTTAGGAGGCTCTGGGTGTCCATGTAGGGGACGAACAGAAACACTGCAGACCTTTATAGAAGAACAAATGATAAGA
GTCCTCATACATAAAGACTCCATTAGAAACGTCAGTGACCCAGGAGCCCAGACCAACAGCAAAGCAGACAGTGAACAT
GGTGAGTAGACAAAGCAAGGGCGAATTCCGGCCGCTAAATAGATCTGGCCATCTAGAGCGGCCGCGCGCACTAGTGAA
TTCCATGGCCAGCTCCGAGGATGTCATCAAAGAGTTTATGAGATTTAAGGTCAAGATGGAGGGAAGCGTCAACGGACA
CGAGTTCGAGATTGAGGGAGAAGGAGAAGGCCGGCCTTACGAGGGCACACAAACCGCTAAGCTCAAGGTCACAAAAG
GAGGACCCCTCCCCTTCTCCTGGGATATTCTGAGCCCTCAGTTCCAGTACGGAAGCAAAGCCTATGTTAAACACCCTGCC
GACATCCCTGACTATCTGAAGCTCTCCTTCCCTGAAGGCTTCAAGTGGGAGAGATTCATGAACTTCGAGGACGGAGGCG
TGGTGACAGTCACACAAGATAGCACCCTCCAGGACGGAGAGTTTATTTATAAGTGAAACTCAGAGGACCAACTTCCCCT
CCGATGGCCCTGTCATGCAAAAAAACATGGGATGGCAGCTCCACCGAAAGATGTATCCTGAAGATGCGCTCTGAAGGC
GAATTAAATGAGACTGAAACTCAAGACGGAGGACTACCGATGCGAGTCAAACA

Clone 2, 1.D.:LM_304 sequencing results with SSB-P1195

>L.M304_p1195.abl
GGGATTGTCGTTGAGCTTCCTCCATCTTGACCTTAAATCTCATAAACTCTTTGATGACATCCTCGGAGCTGGCCATGGAA
TTCACTAGTGCGCGCGGCCGCTCTAGATGGCCAGATCTATTTAGCGGCCGGAATTCGCCCTTGCTTTGTCTACTCACCAT
GTTCACTGTCTGCTTTGCTGTTGGTCTGGGCTCCTGGGTCACTGACGTTTCTAATGGAGTCTTTATGTATGAGGACTCTTA
TCATTTGTTCTTCTATAAAGGTCTGCAGTGTTTCTGTTCGTCCCCTACATGGACACCCAGAGCCTCCTAAATACAGGAGC
CCTGATAACTGCACAAGTGCTCAGATTCCAGCAGGGTGGAAAATGAGATAAAGTGTGCAGATGGGGAGGGGGACGTGA
ATGAGAGATTTGAGGGATGAAGGGCGAATTCGTTTAAACCTGCAGATCTATTTAAATTAAACTGGGCATCAGCGCAATT
CAATTGGTTTGGTAATAGCAAGGGAAAATAGAATGAAGTGATCTCCAAAAAATAAGTACTTTTTGACTGTAAATAAAAT
TGTAAGGAGTAAAAAGTACTTTTTTTTCTAAAAAAATGTAATTAAGTAAAAGTAAAAGTATTGATTTTTAATTGTACTCA
AGTAAAGTAAAAATCCCCAAAAATAATACTTAAGTACAGTAATCAAGTAAAATTACTCAAGTACTTTACACCTCTGGGC
CCAATTCGCCCTATAGTGAGTCGTATTACAATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGGCGTT
ACCCAACTTAATCGCCTTGCAGCACATCCCCCTTTCGCCAGCTGGCGTAATAGCGAAGAAGGCCCGCACCGATCGCCCT
TCCCAACAGTTGCGCAGCCTTGAATGGCGAATGGACGCGCCCTGTAGCGGGCGCATTAAGCGCGCGGGTGTGGTGGTTT
ACGCGCAGCGTGAACGCTACACTTTGCAGCGCCCTAGCGCCCGCTCATTCGCTTTCCTTCCCTCCTTTCTCGCCACGTCG
CAGGCTTCCCGGTCAGCTCTAATCGGGGCTCCCTTAGTCGATTATGCTACCGACCTTGACAAAAACCTGAATAAGGTTA
ATGGTCAGCAGGTGAGATG
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ClustalW analysis for Cmlc2

CLUSTAL 2.0.11 multiple sequence alighiment

TGCAGGTTTAAACGAATTCGCCCTTCATCCCTCARATCTCTCATTCACGTCCCCCTCCCC 60
s = ATGCATTCATCCATCC TTTTCATCCCTCARATCTCTCATTCACGTCCCCCTCCCC 55

* * * * E o o o o o o

ATCTGCACACTTTATC TCAT T TTCCACCC TGO TGGALTC TGAGCACTTGTGCAGTTATCL 120
2 ATCTGCACACTTTATC TCATTTTCCACCC TGO TGGALTC TGAGCACTTGTGCAGTTATCL 115

R ol i ol ol Ol ol i il ol ol o o

GGGCTCCTGTATTTAGGAGGC TCTGGGTGTCCATGTAGGGGACGAACAGAAACACTGCAG 180
2 GGGCTCCTGTATTTAGGAGGC TCTGGGTGTCCATGTAGGGGACGAACAGAAACACTGCAG 175

e o o o e

ACCTTTATAGARGAACAARTGATAAGAGTCCTCATACATARAGACTCCATTAGLLACGTC 240
2 ACCTTTATAGARGAACAARTGATAAGAGTCCTCATACATARAGACTCCATTAGLRAACGTC 235

R ol i ol ol Ol ol i il ol ol o o

1 AGTGACCCAGGAGCCCAGACCAACAGCAAAGC AGACAGTGAACATGGTGAGTAGACARAG 300
2 AGTGACCCAGGAGCCCAGACCAACAGCAAAGC AGACAGTGAACATGGTGAGTAGACARAG 295

e o o o e

CAAGGGCG———-AATTCCGGCCGCTALATAGATC TG --————————~ 333
2 CTATACTTTTTTGGTTTTGALTATALTATTAATGTGLALAAATARALAGC 343
£ % LR ERE

1 is the emlc2 gene sequence from Ensembl
2 is the query sequence (cloned product)

Figure S1. Screen shot of ClustalW analysis.
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Figure S2. Screen shot for BLAST results of Cmlc2.
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Sequencing results for Pak2a/pSS536

>LM314_T7.abl
ACCAGAGTGTAGTACTTGAGTATTTTACTTGATTACTGTACTTAAGTATTATTTTTGGGGATTTTTACTTTACTTGAGTACA
ATTAAAAATCAATACTTTTACTTTTACTTAATTACATTTTTTTAGAAAAAAAAGTACTTTTTACTCCTTACAATTTTATTTAC
AGTCAAAAAGTACTTATTTTTTGGAGATCACTTCATTCTATTTTCCCTTGCTATTACCAAACCAATTGAATTGCGCTGATGC
CCAGTTTAATTTAAATAGATCTAGTACCTCGAGGCTGTGAGATTCATGAAAGCAGTAGACTAACTATTTCTGATGCAGAAA
CCCGAAACTCAGGCTCTCAAGAAAAAAAAAATCTTCTGAAATGGACCATGTAGAAGTGCGTTTAAGCCTATAAAACACTG
TGTGCTTGAAGAGAGCCACTCCCATCTCAAATCACTGTCATTACGGGGAAAACAAGTTGAGACTTGATTATTCCAAATAAC
ATTCCTTAAGGAAAAATGGAAAACCTTTGACTGAAATCAGTAAATATCTGGCAGTCAGTGTAGCGTTATTCAGTACAGAA
AGAAGATATAAAAATTAGTTATACCTACAATTCTTGAGAAATTGTGATGTTAAAAGGCTCTAATCAAGCTCTTAAAACACC
TCCTATAATCCTGCTACATTCCTAGTAGTGTGATTGTTATGTGATGGTGGTGATTGGTTATTTTTGAGCAAGAGGCAGTGGT
GTGTAAAGGTATTTTTGGTCCTGTGTTCCCGCTGTAGGGCCTTACATCAAGCCCGAGGGGTGGTAC

>LM314_p1195.abl
AAGGACTGTCGTTGAGCTTCCTCCATCTTGACCTTAAATCTCATAAACTCTTTGATGACATCCTCGGAGCTGGCCATGGA
ATTCACTAGTGCGCGCGGCCGCTCTAGAAATGATGCAATCAGCGCCCAACGACATCACTTTAACCATCTCACCCTGAGG
AACCCTGATGGAAAGCTCCAGCTCACAGCCCTGGCTCTGGTCTGGCACACTACTGAAACATTGAGGGTCTTCACTATCG
TGTGTCCACAGTCTCTTTCTTCCTGTGCTTCCACTGAACTGCACCGAGATAGAGGCATGTTGATGCAGGCATGCTTCATT
CCACAGTAGGATGAACTGCTGCGAGTGCAGTCATGCCTTTGCGCTGCGAATTGCTATAGATGTACCACCCCTCGGGCTT
GATGTAAGGCCCTACAGCGGAGACACAGGACTGAAAATACCTTTACACACCACTGCCTCTTGCTCAAAAATAACCAATC
ACCACCATCACATAACAATCACACTACTAGGAATGTAGCAGGATTATAGGAGGTGTTTTAAGAGCTTGATTAGAGCCTT
TTAACATCACAATTTCTCAAGAATTGTAGGTATAACTAATTTTTATATCTTCTTTCTGTACTGAATAACGCTACACTGACT
GCCAGATATTTACTGATTTCAGTCAAAGGTTTTCCATTTTTCCTTAAGGAATGTTATTTGGAATAATCAAGTCTCAACTTG
TTTTCCCCGTAATGACAGTGATTTGAGATGGGAGTGGCTCTCTTCAAGCACACAGTGTTTTATAGGCTTAAACGCACTTC
TACATGGTCCATTTCAGAAGATTTTTTTTTTCTTGAGAGCCTGAGTTTCGGGTTTCTGCATCAGAAATAGTTAGTCTACTG
CTTTCATGAATCTCACAGCCTCGAAGTACTAGATCTATTTAAATTAAACTGGGCATCAGCGCATTCAATTGGTTTGGTAA
TAGCAAGGGAAAATAAAATGAAGTGATCTCAAAAAATAAGTACTTTTTGACTGTAAATAAAATTGTAAGGAGTAAAAG
GTACTTTTTTTTCCTAAAAAATTGTATTAAGTAAAGGTAAAGTATTGGATTTTATTGTACTCAGGTAAGTAAAATTCCCC
AAATAATACTTAGTTACAGTAATCCAGTTAATTTACCAGGTACCTTTAACCCTTCGGGCCAATTCGCCCTTAAGTGGGAT
CGATATACATTACGTGGGGCGGCGTTCAAGGCTTGGACTGAAAACGTGGTATACCATAATCGCTGGGAGCCA




Clustal W analysis of Pak2a/pSS536
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1 is the gene sequence of Pak2a from ensembl

2 is the query sequence (cloned product)

Figure S3. Screen shot for ClustalW analysis.
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Figure S4. Screen shot for BLAST results of Pak2a.
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Sequencing results of Rac1/pSS536

>[L.M334_T7.abl
GCCATAGCTGTAGTACTTGAGTATTTTACTTGATTACTGTACTTAAGTATTATTTTTGGGGATTTTTACTTTACTTGAGTA
CAATTAAAAATCAATACTTTTACTTTTACTTAATTACATTTTTTTAGAAAAAAAAGTACTTTTTACTCCTTACAATTTTAT
TTACAGTCAAAAAGTACTTATTTTTTGGAGATCACTTCATTCTATTTTCCCTTGCTATTACCAAACCAATTGAATTGCGCT
GATGCCCAGTTTAATTTAAATAGATCTGAGCAACAGTTGAAGCGGTCTAAACACAAACTCATTTTTTTAAAGCTTGTAGT
ATTATCAAACTTTAAAAAGACATGAAAGTTTTGGATTGTGTTCTCATTTTAAGTGTTATAATAAATATATTTATTGCATTT
TTAATATAATTACGTTATGATTTAAAATACTTATAATGAGACAAAATTTATATGGATTACATGATATTCATTAACACACA
CTGGATATGCAAGTATGTCACACACTTCTACTTTTITTCTGTGTTTTGTTAAAAATGTAGTTTACATAATAAAAATAACTCA
AAAATAATCTGTTGGGCAGAAAATATTAGTTTAGTAAGTTATCTAGCCAGCACTGTTTACCTGCTGACCTAGAAATGCCC
CTIGTTTTTTTAGGATGAACGCAGCTCTTCTCCAGTCCATCAGGAGGCAGCAGAGAGTCTGTTTATTGTTCGGGACGGGAC
GGGATATATATGTGTGTGCGTGCGGACCGGGATCTGAGATTTTTTGGGTGGTGGCTGTTTGTTTAACTGGAAGCAGCGG
CCGTAAATGCGCCGAGAATGCAGGATTCAGCT

>LM334_p1195.abl
AGGGAAATGTCGATGAGCTTCCTCCATCTTGACCTTAAATCTCATAAACTCTTTGATGACATCCTCGGAGCTGGCCATGG
AATTCACTAGTGCGCGCGGCCGCTCTAGACCGCTAGCTGTATCTGTGAATGAATCAATAAAAGCTGCTGTGCCAGAGAC
ACCCGCCCTCACAATTCAACACGCAAAACAAGAGCGGAGTCGATAGAAGTCGACAGAAAATGAGGAATTTCGCTCAAA
CTCGACGGAGAAAAGTTAGCTGGAATCCTGCATTCCGGCGCATTTACTGCCGCTGCTTCCAGTTAAACAAACAGCCACC
ACCCAAAAAATCTCAGATCCCGGTCCGCACGCACACACATATATATCCCGTCCCGTCCCGAACAATAAACAGACTCTCT
GCTGCCTCCTGATGGACTGGAGAAGAGCTGCGTTCATCCTAAAAAAACAGGGGCATTTCTAGGTCAGCAGGTAAACAGT
GCTGGCTAGATAACTTACTAAACTAATATTTTCTGCCCAACAGATTATTTTTGAGTTATTTTTATTATGTAAACTACATTT
TTAACAAAACACAGAAAAAAGTAGAAGTGTGTGACATACTTGCATATCCAGTGTGTGTTAATGAATATCATGTAATCCA
TATAAATTTTGTCTCATTATAAGTATTTTAAATCATAACGTAATTATATTAAAAATGCAATAAATATATTTATTATAACA
CTTAAAATGAGAACACAATCCAAAACTTTCATGTCTTTTTAAAGTTTGATAATACTACAAGCTTTAAAAAAATGAGTTTG
TGTTTAGACGCTTCAACTGTTGCTCAGATCTATTTAAATTAAACTGGGCATCAGCGCAATTCAATTGGTTTGTATAGCAG
GGAAAATAGAATGAAGTGATCTCAAAAAATAACGTACTTTTTGACTGTCAATGAAATTGTAGAGTAAAAGTACTTTTTT
TTTCTAAAAATGTATAGTAAGTAAGTATGATTTTGATTGAACTCAAGTAGGTAAAATCCCAGAAATAATACTAAGTTAC
GTATCAAGTTAAATACTCAACTACTTTACCCTTGCATCGACTATTGAGTCGAATACAATTACTTGGCCTCGTTACCGCTG
GACGGACCTGCTCCCCTTATTGCTGGAAAAAT
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Clustal W analysis of Rac1/pSS536

CLUSTAL 2.0.11 multiple sequence aligmment

1 CTATCACAC TG TTGAGAC AGATTCTCAGCAAGTTACATAACAGGAAAATTTAATTTGTTT 60

= PR

1 TGTARRR M TATCAAC AAC AR AR CAGTTTGGATCGTAATATTTTTATTGATGTACAATCT 120

= P

1 AR ARG R CCTGAAATC TAGTATATTTGAGC AR LCAGTTGAAGCGGTC TARACACARL 150

2 e e AGATCTGAGC AL - CAGTTGAAGCG—TCTAAMCACARDL 35

T OEE RBAEEAT RRAEAERAEANT FEBAENTARTEAT

1 CTCATTTT T T—AA MG TTG TAATATTATCAAAC TTTARAATALAMGACATGALAGTTTTG 239

=1 CTCATTTTT T TAA MG TTG TAGTATTATCAALC TTTAR - ——— AR AGACATGALAGTTTTG 91
EEEEREABEDDT AR EAERAEAST FEAANR AR TR AT TT R Em AR AR AT R AR AT

1 GATAGTGTTC T AT TTTAAG TG TTATAATAA A TATATTTATTGCATTTTTAATATAATTA 299

= GATTGTGTTC TC AT TTTAAGTG TTATAATAA A TATATTTATTGCATTTTTAATATAATTA 151
D b R e S L s R R R s

1 CGTTAC GA T T TAA A A TAC TTATAATGAGACAAAATTTATATGGATTACATGATATTTATT 359

=1 CGTTATGAT T TAR A A TAC TTATALATGAGAC AR M A TTTATATGGATTACATGATATTCATT 211
P I e R R R R i R R

1 Ahnh———ACTGGATATGC ARG TATGTCACAC ACTTC TAC TTTTTTC TGTGTTTTGTTARL 316

=1 AACACACAC TGGATATGC ARG TATGTCACAC ACTTC TAC TTTTTTC TGTGTTTTGTTARL 271
P D et L E Lk b R g Ry iy

1 AATGTAGTC TACATAMTAL AR TAAC TCARALATAATCCGTTGGGCAGAATATATTAGTT 476

=1 AATGTAGT T TACATA M TAL AR A TAAC TCARA L ATAATC TGTTGGGCAGALAATATTAGTT 331
EEEEFELL TR ER TR TR TR R ARG RA TN TR FTRFFFTS FREREERTAFS FERERETEFS

1 TAGTAAGTTATC TAGCCAGCACTETTTACC TGO TGACC TAGARATGCCCCTGTTTTTTTA S36

= TAGTAAGTTATC TAGCCAGCAC TG TTTACCTGC TGACCTAGAAATGCCCCTGTTTTTTTA 391
e

1 GGCTGAACGCAGC TC TTC TCCAGTCCATCAGGAGGC AGC AGAGAGTCTGTTTATTGTTCG 596

= GGATGAACGC AGC TCTTCTCCAGTCCATCAGGAGGC AGCAGAGAGTCTGTTTATTGTTCSG 451
I e R

1 GGACGGGACGGGATATATATG TG TG TGCGTGCGGACCGGGATC TGAGATTTTTTGGGTGE 656

= CGACGGGACGGGATATATATG TG TG TGO TGCGGACCGOGATC TGAGATTTTTTGGGTGS 511
B T L L L D T LT Lk TR iy

1 TGECTGETTTGTTTALCTGGAAGC AGCGECAGTARATGCSCCGGAATGC AGGATTCCAGCT 716

=1 TGGC TG TTTGTTTAACTGGAAGC AGCGGCAGTARLATGCGCCGGALTGCAGGATTCCAGCT 571
B T E ok B R R Py

1 AACTTTTCTCCGTCGAGTTTGAGCGAAATTCCTCATTTTCTGTCGACTTCTATCGACTCC 776

= AACTTTTCTCCGTOGAGTTTGAGCGAAATTCCTCATTTTC TGTCGACTTCTATCGACTCC 631
B Rk ok B B Ryt ey

1 GCTCTTGTTTTGCGTGTTGAATTGTGAGGGCGGGTGTCTCTGGC ACAGCAGCTTTTATTSG 836

= GCTCTTGTTTTGCGTGTTGAATTGTGAGGSGCGGGTGTCTCTGGC ACAGCAGCTTTTATTSG 691
D R R R R e 2

1 ATTCATTCACAGATACAGC TAGCGGGATAGCGTGC TARACGAMC ACAGATGCAGGCCATA 596

=1 ATTCATTCAC AGATACAGC TAGC GG TCTAGA———— -~ ———————— ———— —— —— ==
P e *E*

1 is gene sequence of Rac/ from ensembl
2 is the query sequence (cloned product)

Figure S5. Screen shot for Clustal W analysis.
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Figure S6. Screen shot for BLAST results of Rac/.
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Sequencing results of Cdc42/pSS536

>[.M335_T7.abl
CCGGAGTCAGGCAGAGTGTAGTACTTGAGTATTTTACTTGATTACTGTACTTAAGTATTATTTTTGGGGATTTTTACTTTA
CTTGAGTACAATTAAAAATCAATACTTTTACTTTTACTTAATTACATTTTTTTAGAAAAAAAAGTACTTTTTACTCCTTAC
AATTTTATTTACAGTCAAAAAGTACTTATTTTTTGGAGATCACTTCATTCTATTTTCCCTTGCTATTACCAAACCAATTGA
ATTGCGCTGATGCCCAGTTTAATTTAAATAGATCTGGCCATCTAGACTTCGCATATGCGCATCTTCTCCTTGAATTGTCTT
ATCCATTTACTTCTTATCGTGAGAAATACAATGTGTGGCGTGCAGTTTTTAAATGCGTGTTTGATTGTGAATGTGTGAAT
GAGAGCCTGAATTATGTAGATATTTTTGGCGGGTGTGTTTGTGCACCCATGTTATTTCAAAGAGCACAGCATTTCTCCGA
GTTCTTATTTTCTTGCTGACGCTGCCATGTTGTTTGAGTGTTTCTATGGCAAATCGGGGGGGGGACTATGGGACCGTGTT
AGGGAGCGTCGTGTATTAGGGTGAAAACCAATTTACATTCGAATAAATCGATGTAAACTTCAACTTGAGTTAAATCAAA
ACCAGCCCAAGTTGACAGTTTCTTAATATATTTAGGAGAATTGTTTTATTCTTAAAATCTGTATTAATTCATTGTTTTAAA
ACTAAATATGGGACATTTAGTCCATCTATTTTTGAGCCACGTTATTATTGCTTTCCCTCCCGGTGTTTTGTCCCTGTACAC
TGGTGCTTCCACACTGACACACACACACACACACATGACAGTTAGTGG

>LM335_p1195.abl
GGAATTTTCGTTGAGCTTCCTCCATCTTGACCTTAAATCTCATAAACTCTTTGATGACATCCTCGGAGCTGGCCATGGAA
TTCACTAGTGCGCGCGGCCGCTCTAGACGTTGGTACATATTCGGAGGGGAATTTATTAGTTGTATAGGAGATTAATAGA
CAGGTTTTACCCACTGCACCATCACCAACAACGACGCACTTGATCGTCTGCATAGCTGTGCTTTTATAAATCCACTGCTC
TCATTCAAGATCTGCAAAGAAAAACAAGAGCGTTCACACAGGAGAAACATTACTCGGTCATAGCTGGCTCTTCGGTCTC
AAGTTCAAAAGGTGTAAATAGACCCACTATAACACGTGGCATTACACAACACCTCCATGTCCACTACTGTCATGTGTGT
GTGTGTGTGTGTGTGTGTGAAGCAACAGTGTACAGGACAAACACCGGAGGAAAGCAATAATAACGTGGCTCAAAAATA
GATGGACTAAATGTCCATATTTAGTTTTAAAACAATGAATTAATACAGATTTAAGAATAAAACAATTCTCCTAAATATAT
TAAGAAACTGTCAACTTGGGCTGGTTTTGATTTAACTCAAGTTGAAGTTTACATCGATTTATTCGAATGTAAATTGGTTT
TCACCCTAATACACGACGCTCCCTAACACGGTCCCATAGTCCCCCCCCCGATTTGCCATAGAAACACTCAAACAACATG
GCAGCGTCAGCAAGAAAATAAGAACTCGGAGAAATGCTGTGCTCTTTGAAATAACATGGGTGCACAAACACACCCGCC
AAAAATATCTACATAATTCAGGCTCTCATTCACACATTCACAATCAAACACGCATTTAAAAACTGCACGCCACACATTG
TATTTCTCACGATAAGAAGTAAATGGATAGACAATTCAAGGAGAAGATGCGCATATGCGAAGTCTAGATGGCCAGATC
TATTTAAATTAACTGGGCATCAGCGCAATTCAGTTGGTTTGGTAATAGCAAGGAAAATAGAATGAGTGATCTCCAAAAA
TAAGTACTTTTTGACTGTAAATAAAACTTGTAACGAGTAAAAGTACTTTTTTTTTCTAAAAAATGTATTAGGTAAAAGTA
AGTATTGATTTTATTGTACTCAGTTAGTAAATCCAAAATAATATCTAAGGTACGGTATTCAGTAAATACTCCAGTACCTT
ACCTTGCCATTCCCTTATGTGAGTGGTATCAAATTCTTGGCGCGCC




ClustalW analysis of Cdc42/pSS536
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CLUOSTAL Z.0.11 mualtiple secueruce aliopiment

1
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AATTGCGTTCAA TAGAGECAAA GETAGTTTTT TTT TT TTACALRAGGCATT TALAALAGTAC

GTATT TTAGAGC ACT AA TTACAATACCGTCARA ACT CTGAT TATTT TTCTTAT CCAAGETT

ATTATACCAGCCCAT GOCTATTCTTCGCATAT COGCATCTTCTCCTT GAATT GTCATATC
—————————GGCCAT ——CTAGACTTCGCATAT GOGCATCTTC TCCTT GAATT GTC —TATC
* EEEx paney B e e o

CATTTACTTC TTATC AT GAGAR ATACAATC TG TGO TEGCAGTTIT T-ARATGCETZTTTS
CATTTACTTC TTATCGT GAGAR AT ACA AT TG TGO TECAGTTIT TTAALTGCETZTTTS

B Lt o e R R R A S g

ATTCT GAATG TG TGAAT GAGAGCCT GAATTAT CTAGATTTTT TTGGC GG TCTCTTTGTS
AT TET A AT T T A AT A A T A ATTAT CTAGATAT TT TTCCC CECTETECTTT T

AR A A A AR R R A A AR AR AR A AR AR AR R E A A A e o o o

CACCCATGTTAT TTCAA AGAGC GCAGCATT TC TCCGAGTTCT TAT TTGCT CGCTGACGOT
CACCCATGTTAT TTC A ACAGC ACAGCATT TC TCCGAGTTCT TATTT TCT TGCTGACGCT

T o A AR R AR A ET AL EL A AR A A AT AEE B CBE AL AW WM AWML A

CCCATCTTETTT GAC T TTTCTATCCC AAL TOC G CCA —ACAA TECCACC CTETTACS
GCOCATGTTGT TT GAG TG TTTCTATG G ALL TC GG GCEEEEGACTATEGEACC GTGTT AGS

AR A A A AR R AR A A AR AL AR A LA AR L AR R A L A A A o A A

GAGCGTCGTGTATTAGGCTGAR AR A CA ATT TTCAT TCGAA TARAAT CEGATT TAAACTT CAR
CAGCGTCGTGTATTAGGGTGAR AAC CAATT TACAT TCRAA TARAT CEATGTARLC TT CAR

B AVl

CTTEAGT TAL AT CAb b CCAGCCCAAGRTTFACAGT TTCTTAATATAT TTAGEAGALT TGT
CTTGAGT TAAAT CAA MM CCAGC CCAACTTGACAGT TTOCTTAATATAT TTAGGAGAAT TGT

B O o b e g

TTTATTTTAAAA TCTGTATTAATICATTGT TT TAAALCTAAL TAT GEACATT TAGTCCAT
TTTATTCTTAAATCTGTATTAATTICATTGT TT TAAALCTAAA TAT GEFACATT TAGTCCAT

B e e s

CTATTTT TGAGC CACGT TAT TATTGCTTTCCT CCGGTGTT TGTCC TG TACAC TETTGCTC
CTATTTT TGAGC CACGT TAT TATTGCTTTCCT CCGGTGTT TGTCC TG TACAC TETTGCTT

B o e P I p g Sy S g

CACACACACACA CACACACS ——————TRACAGTAGTGRACAT GRAGETGT TG TGTAA TGS
CACACACACAICA CACACACACACACAT GACACTACTCGACAT CEAGETET TCTETAL TGS

B e e L L e o oy

CACGTGT TATAGTGGGTCTATT TACACCTT TT GAACT TERAGA CCGAL GAGCCAGC TATGA
CACGTGT TATAGTCGGTCTATT TACACCTT TT GAACT TERAGA CCGAL GAGCCAGC TA TG

A T A T T T I o o A o W W W W A WA W W W

ACGACTAATCTT TCTCCTETCT GAACGCTCTTCTTTTTCT TTGCAGATCT TCAAT GAGAD
CCRACTAATCETT TCTCCTETCT RAACCCTCTTCTTTTTCT TTCCAGATCT TEALAT A GRS

b e

CAGTGGATTTAT ARA ACCACACCTATGCAGAC GAT CAMCT GCGTCGT TGT TGGTGAT GGT
CAGTGEATTTAT AL AGCAC AGCTATGCAGAC GAT CAMAGT GO GTCGT TGT TGGT AT GET

et e e S S sk o ok ok s o o i e A Ao i i e A A ek ok o e ek

CCACTCCCTAAR aCC TETCTAT TAATC TCC TATACAR CTAATAAATTCCCCTCCCALTAT
GrACTGGCTAAR ACC TG TCTAT TAATC TCC TATACALCTAATAAATT CCCCT CCGALTAT

R A A A Tk ok ok T T ok ok e T o o o e o o S o o o

GTACCAACGETCACT ACAGC TT TCC GG TTCAT TTCGCATTCTCTTACATAALCTCAT ZCOC
GTACCAACG—————— —— e e e

e e ot e

1 is gene sequence of cdc42 from Ensembl

2 is the query sequence (cloned product)

Figure S7. ClustalW analysis.
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Figure S8. Screen shot for BLAST results of Cdc42.



