SCD6-MS2

Target sequence description: 474 bp upstream + 1047 scd6 ORF no stop + 480 bp restriction
site/linker/ MS2 (no ATG no stop)/3xFLAG/stop + 1232 bp scd6 3’UTR = 3233 bp

Protein sequence: full-length protein M1 to F349

DNA Sequence

TGCTCGTAACAATCTTGGCCTAGCTTCCAGGGTGTCTGTACTTTTACGCAGCATCATATTTTCTCTATTTTT
TGCACATCTTCTTGCTCTTCTTATATTTACCAATTATCTGAAATAGTCACTCGGACCGAGATGCAAAAATC
GGATTTAAAACTCGATCCGAGGAGAACACCAAATGACACAACTTCTATCAATGCAATTGCCCTCTAAGTA
TCATAGATGCCGCTATTTTAAATGACAGTGCAATCGATTTCCATATTAAATGGATAAAGGTGTTTATTATG
AAGATACCCATTACTGACGTATATGTAATGATTCCTCAGTCCAGTACCATAGTCCCGTCACCTTACACGGT
GGAAAAATTAAACTGTACCCGCGATTGTAAAGAATAACGTGGAGGCAGTCAGAAAGAACAATAAACGA
ATAGTGAGGATGTCGTAGAAGAAGCATTCATCGAAAAACAGCAGCAAGGCAATGTCGCAGTACATCGG
TAAAACTATTTCTTTAATCTCTGTGACTGACAACAGATATGTGGGGCTGTTAGAAGATATTGACTCTGAA
AAGGGTACCGTGACTTTGAAAGAAGTTCGCTGTTTTGGTACAGAAGGTCGCAAGAACTGGGGTCCTGA
AGAAATTTATCCGAATCCTACGGTATACAATTCTGTAAAGTTCAACGGCAGTGAAGTCAAGGATTTAAGC
ATTTTAGATGCTAACATCAATGACATACAGCCGGTTGTTCCTCAAATGATGCCACCCGCTTCACAATTCCC
TCCTCAACAAGCTCAATCTCCACCCCAGGCTCAAGCTCAAGCACACGTGCAAACAAACCCCCAAGTTCCA
AAGCCCGAATCCAATGTGCCAGCAGCTGTCGCTGGATATGGTGTTTACACCCCAACTTCGACAGAAACC
GCTACTGCTAGTATGAATGATAAGAGCACTCCTCAAGACACCAATGTAAACTCGCAAAGTAGGGAAAGA
GGTAAAAATGGTGAAAATGAGCCAAAATATCAAAGAAACAAGAATAGATCAAGTAATCGCCCTCCTCAA
TCCAACCGCAATTTCAAAGTCGATATTCCGAATGAAGATTTTGACTTTCAATCAAATAATGCAAAATTCAC
GAAAGGTGATTCCACTGATGTGGAAAAAGAAAAAGAATTAGAATCAGCTGTTCACAAGCAGGATGAAT
CTGATGAGCAGTTTTATAATAAAAAATCGTCTTTTTTCGACACCATCTCCACTTCTACTGAAACTAATACC
AATATGAGATGGCAAGAAGAAAAAATGTTGAACGTTGACACCTTTGGACAAGCTTCTGCCAGACCAAGA
TTTCACTCTAGAGGCCTCGGTCGTGGGCGTGGAAATTATAGGGGAAACAGAGGAAACAGAGGAAGAG
GCGGCCAACGTGGAAACTACCAAAACAGAAATAACTACCAAAATGATAGTGGCGCCTATCAGAACCAA
AACGACTCGTACAGCAGACCAGCCAACCAGTTTTCGCAACCTCCTTCCAACGTTGAATTTCTCGAG
ERGGTGETGERIGHGCTTCTAACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGAC
TGTCGCCCCAAGCAACTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCACAGGCTTA
CAAAGTAACCTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACCATCAAAGTCGAGGTGCC
TAAAGTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTGTAGCCGGATGGAGATCTTACTTAAATAT
GGAACTAACCATTCCAATTTTCGCCACGAATTCCGACTGCGAGCTTATTGTTAAGGCAATGCAAGGTCTC
CTAAAAGATGGAAACCCGATTCCCTCGGCCATCGCAGCAAACTCCGGCATCTACGACTACAAAGACCAT
GACGGTGATTATAAAGATCATGACATCGACTACAAGGATGACGATGACAAGBBAATGATGTTTCTATG
TAAATTAAGTATATCATTCAGTATGTACATACAAAAATCAAATTAATAGTATTATAGTCCGCGCCTCTGGA
TAGTATTATTTTAGTGCGTATCGCAAAATATGAATAGCACAGAGGTTCATTATTATGTTCTGAGTATGAG
GACGAGGTAATACATACCTTAAAATCTTACATCATGTGGATAGCATTTATGGCTTCTTCCATCCGGCCGT
ACGCTTCTGTTCCTGTCCCTAGCCATAGCTTTTCTCATATCAAAAGCATCTTTATTGTCATCTACTTTTTTCA
GGGTATCTGGATACCCATCTTCAGCTGAGTTATAATATCCCACCACTCTCCTGTAGACACTGTATCCCAAT
TTTTCGTAAAGTTTGATGGCCAATTGGTTATTGCACTTGACGAAAAGATCGATAAAGTTGACTTCATGGG



GCATGACATCGGTCATGGTCTCCAAAGTATTACATAACTTCGAAGCTAGCGATATTCGGCGGAATCTTGG
AGCTACTGTCACTGCAGTTATATGAGTGTGCCACTCCGTGGTCTTGCCTTCTGTTTTTGCCATCATGTAAC
CAGAGATATTATGCTTAAATGTAGGATCAACAGTCATTTCTGAACTTTTGAAAAAAAGGTCTGGCCATAT
TATCATGTATTCAAAATAAAACTCTAAAGGGAAGTTTTCTGTTAAGATATCAAGGTTGACATTGTTAGTTT
TGAATAAATCGACAGGTTCAAAAGGCTGAATTGTTGTCATTTCTCGAATCCTCCTGTCTCTTTCCTTGAAT
ATTCTCAATGTTCCACTATCTTTCACATAAGCAATATTGTGAACTATATATACTTCATTAGATATTGCTTCA
ACATTAATATTAATAAAAAGGACATGCATAAAGTAACATCCGAACATCTCCAAACACCCATACATATTTA
TATTATCGACGAGGGAATTTTTTTCTTCCCAGGCCCACCAACGTGCGCCCACCGCTATGTTTTTTGCGCCT
AGGTAGGTGGGCTAGCTTCTATGTATCAAAGCTCCTTCTGCGCAGCCGAGGTTTTGCTAAGCACTACCGC
ATTGGAATGACTGTGTTTGTAGGAGCTCCTTGTCTCCACGCTTTCGCAATTTTCAAGATCGAGATACTATT
AGTGATGGTAAGGTTATGAAGCTTACATGTTTAATATTGTAGATTCCAGAAGCAGGTAAGAACAACAAA
CTACAAGAAAAGGGTA

Legend
1. TGCTCG......... AAGGCA = SCD6 native promoter (474 bp)

2. ATGTCGCAG. ....... GTTGAATTT = Scd6 cds minus stop codon (1047); start codon
highlighted yellow

3. GGTGGTGGTGGTGGTICT = linker

4, GCTTCTAACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGTCGCCCC
AAGCAACTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCACAGGCTTACAAA
GTAACCTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACCATCAAAGTCGAGGTGC
CTAAAGTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTGTAGCCGGATGGAGATCTTACTT
AAATATGGAACTAACCATTCCAATTTTCGCCACGAATTCCGACTGCGAGCTTATTGTTAAGGCAA
TGCAAGGTCTCCTAAAAGATGGAAACCCGATTCCCTCGGCCATCGCAGCAAACTCCGGCATCTA
C = MS2 minus start minus stop (387 bp)

5. GACTACAAAGACCATGACGGTGATTATAAAGATCATGACATCGACTACAAGGATGACGATGAC
AAG- = 3xFlag tag + Stop codon

6. AATGAT ..... AAGGGTA = Scd6 3’ UTR (1232 bp)

Notes

Lsm domain Q3-D78
CAGTACATCGGTAAAACTATTTCTTTAATCTCTGTGACTGACAACAGATATGTGGGGCTGTTAGAAGATA
TTGACTCTGAAAAGGGTACCGTGACTTTGAAAGAAGTTCGCTGTTTTGGTACAGAAGGTCGCAAGAACT
GGGGTCCTGAAGAAATTTATCCGAATCCTACGGTATACAATTCTGTAAAGTTCAACGGCAGTGAAGTCA
AGGATTTAAGCATTTTAGAT



RGG boxes S287-N318
TCTAGAGGCCTCGGTCGTGGGCGTGGAAATTATAGGGGAAACAGAGGAAACAGAGGAAGAGGCGGCC
AACGTGGAAACTACCAAAACAGAAATAAC



ALsm-SCD6-MS2

Description: YCplac111 - 474 bp upstream — SCD6 cds (minus 228 bp near the N-
terminus) - linker — MS2CP (minus ATG minus stop) — 3xFlag — stop (TAA) — 3’UTR Scd6
(1232 bp) — Ycplaclll

Protein sequence alteration: deletion from Q3 to D78 (76 aa, corresponding to Lsm
domain (see Scdé multiple sequence alignment).

DNA Sequence
GCATGCCTGCAGGTCGACTCTAGTTGCTCGTAACAATCTTGGCCTAGCTTCCAGGGTGTCTGTAC
TTTTACGCAGCATCATATTTTCTCTATTTTTTGCACATCTTCTTGCTCTTCTTATATTTACCAATTAT

CTGAAATAGTCACTCGGACCGAGATGCAAAAATCGGATTTAAAACTCGATCCGAGGAGAACAC
CAAATGACACAACTTCTATCAATGCAATTGCCCTCTAAGTATCATAGATGCCGCTATTTTAAATG
ACAGTGCAATCGATTTCCATATTAAATGGATAAAGGTGTTTATTATGAAGATACCCATTACTGAC
GTATATGTAATGATTCCTCAGTCCAGTACCATAGTCCCGTCACCTTACACGGTGGAAAAATTAAA
CTGTACCCGCGATTGTAAAGAATAACGTGGAGGCAGTCAGAAAGAACAATAAACGAATAGTGA
GGATGTCGTAGAAGAAGCATTCATCGAAAAACAGCAGCAAGGCAATGTCGGCTAACATCAATG
ACATACAGCCGGTTGTTCCTCAAATGATGCCACCCGCTTCACAATTCCCTCCTCAACAAGCTCAA
TCTCCACCCCAGGCTCAAGCTCAAGCACACGTGCAAACAAACCCCCAAGTTCCAAAGCCCGAAT
CCAATGTGCCAGCAGCTGTCGCTGGATATGGTGTTTACACCCCAACTTCGACAGAAACCGCTAC
TGCTAGTATGAATGATAAGAGCACTCCTCAAGACACCAATGTAAACTCGCAAAGTAGGGAAAG
AGGTAAAAATGGTGAAAATGAGCCAAAATATCAAAGAAACAAGAATAGATCAAGTAATCGCCC
TCCTCAATCCAACCGCAATTTCAAAGTCGATATTCCGAATGAAGATTTTGACTTTCAATCAAATA
ATGCAAAATTCACGAAAGGTGATTCCACTGATGTGGAAAAAGAAAAAGAATTAGAATCAGCTG
TTCACAAGCAGGATGAATCTGATGAGCAGTTTTATAATAAAAAATCGTCTTTTTTCGACACCATC
TCCACTTCTACTGAAACTAATACCAATATGAGATGGCAAGAAGAAAAAATGTTGAACGTTGACA
CCTTTGGACAAGCTTCTGCCAGACCAAGATTTCACTCTAGAGGCCTCGGTCGTGGGCGTGGAAA
TTATAGGGGAAACAGAGGAAACAGAGGAAGAGGCGGCCAACGTGGAAACTACCAAAACAGAA
ATAACTACCAAAATGATAGTGGCGCCTATCAGAACCAAAACGACTCGTACAGCAGACCAGCCAA
CCAGTTTTCGCAACCTCCTTCCAACGTTGAATTTCTCGAG GCTTCTA
ACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGTCGCCCCAAGCAA
CTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCACAGGCTTACAAAGTAACC
TGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACCATCAAAGTCGAGGTGCCTAAAG
TGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTGTAGCCGGATGGAGATCTTACTTAAATAT
GGAACTAACCATTCCAATTTTCGCCACGAATTCCGACTGCGAGCTTATTGTTAAGGCAATGCAA
GGTCTCCTAAAAGATGGAAACCCGATTCCCTCGGCCATCGCAGCAAACTCCGGCATCTAC

AATGATGTTTCTATGTAAATTAAGTATATCATTCAGTATGTACATACAAAAATCAAATTAATA
GTATTATAGTCCGCGCCTCTGGATAGTATTATTTTAGTGCGTATCGCAAAATATGAATAGCACAG
AGGTTCATTATTATGTTCTGAGTATGAGGACGAGGTAATACATACCTTAAAATCTTACATCATGT
GGATAGCATTTATGGCTTCTTCCATCCGGCCGTACGCTTCTGTTCCTGTCCCTAGCCATAGCTTTT
CTCATATCAAAAGCATCTTTATTGTCATCTACTTTTTTCAGGGTATCTGGATACCCATCTTCAGCT
GAGTTATAATATCCCACCACTCTCCTGTAGACACTGTATCCCAATTTTTCGTAAAGTTTGATGGCC



AATTGGTTATTGCACTTGACGAAAAGATCGATAAAGTTGACTTCATGGGGCATGACATCGGTCA
TGGTCTCCAAAGTATTACATAACTTCGAAGCTAGCGATATTCGGCGGAATCTTGGAGCTACTGT
CACTGCAGTTATATGAGTGTGCCACTCCGTGGTCTTGCCTTCTGTTTTTGCCATCATGTAACCAG
AGATATTATGCTTAAATGTAGGATCAACAGTCATTTCTGAACTTTTGAAAAAAAGGTCTGGCCAT
ATTATCATGTATTCAAAATAAAACTCTAAAGGGAAGTTTTCTGTTAAGATATCAAGGTTGACATT
GTTAGTTTTGAATAAATCGACAGGTTCAAAAGGCTGAATTGTTGTCATTTCTCGAATCCTCCTGT
CTCTTTCCTTGAATATTCTCAATGTTCCACTATCTTTCACATAAGCAATATTGTGAACTATATATAC
TTCATTAGATATTGCTTCAACATTAATATTAATAAAAAGGACATGCATAAAGTAACATCCGAACA
TCTCCAAACACCCATACATATTTATATTATCGACGAGGGAATTTTTTTCTTCCCAGGCCCACCAAC
GTGCGCCCACCGCTATGTTTTTTGCGCCTAGGTAGGTGGGCTAGCTTCTATGTATCAAAGCTCCT
TCTGCGCAGCCGAGGTTTTGCTAAGCACTACCGCATTGGAATGACTGTGTTTGTAGGAGCTCCT
TGTCTCCACGCTTTCGCAATTTTCAAGATCGAGATACTATTAGTGATGGTAAGGTTATGAAGCTT
ACATGTTTAATATTGTAGATTCCAGAAGCAGGTAAGAACAACAAACTACAAGAAAAGGGTA
CCCGGGTACCGAGCTCGAATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGG

Legend
1. GCATGC = Sphl restriction site

2. CTGCAGGTCGACTCTAGT = vector DNA
3. TGCTCG ......... AAGGCA = SCD6 native promoter (474 bp)

4. ATGTCGGCTA ....... GAATTT = Scdb6 cds with 228 bp Lsm deletion minus stop
codon (819 bp); start codon highlighted yellow

5. BGTGGTGGTGGTGGTICT = linker

6. GCTTCTAACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGT
CGCCCCAAGCAACTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCAC
AGGCTTACAAAGTAACCTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACC
ATCAAAGTCGAGGTGCCTAAAGTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTG
TAGCCGGATGGAGATCTTACTTAAATATGGAACTAACCATTCCAATTTTCGCCACGAAT
TCCGACTGCGAGCTTATTGTTAAGGCAATGCAAGGTCTCCTAAAAGATGGAAACCCGA
TTCCCTCGGCCATCGCAGCAAACTCCGGCATCTAC = MS2 (387 bp)

7. GACTACAAAGACCATGACGGTGATTATAAAGATCATGACATCGACTACAAGGATGACG
ATGACAAG- = 3xFlag tag + Stop codon

8. AATGAT ..... AAGGGTA = Scd6 3’ UTR (1232 bp)
9. CCCGGG = Smal restriction site

10. TACCGAGCTCGAATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGGC
GTGAA = vector DNA



Deleted fragment corresponding to Q3-D78 (in original WT sequence; missing from

construct above)

CAGTACATCGGTAAAACTATTTCTTTAATCTCTGTGACTGACAACAGATATGTGGGGCTGTTAGA
AGATATTGACTCTGAAAAGGGTACCGTGACTTTGAAAGAAGTTCGCTGTTTTGGTACAGAAGGT
CGCAAGAACTGGGGTCCTGAAGAAATTTATCCGAATCCTACGGTATACAATTCTGTAAAGTTCA

ACGGCAGTGAAGTCAAGGATTTAAGCATTTTAGAT
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CACAGGAaACAGCTATGACCATGAT TACGCCARGC T TGCATGCCTGCAGGTCGACTCTAGT TGCTCGTAACAATCTTGGCCTAGLTTCCAGEETCTCTGTACTTTTACGCAGCATCATA

A01-X82565-U7551BL150-1-M13R-88.abl (1>817) —  CACAGGAaACAGCTATGACCATGATTACGCCAAGCTTGCATGCCTGCAGGTCGACTCTAGTTGCTCGTAACARTC I TGGCCTAGCTTCCAGGGTGTCTGTACTTTTACGCAGCATCATA
U7551BL150-1.seq(1>3036) — GCATGCCTGCAGGTCGACTCTAGTTGCTCGTAACAATCTTGGCCTAGCTTCCAGGGTGTCTGTACTTTTACGCAGCATCATA
SphI
120 130 140 150 160 170 180 190 200 210 220 230
Laaaabasatabansastasaabisasbasaalasastaisilaaastasaatasasdaasalasandasaadaassbaasabagaalassalasaalenaslaaslosaslosal
PTTTCTCTATTTITTGCACATCTTCTTGCTCTTCTTATATT TACCAAT TATC TGAAATAGTCACTCGEACCGAGATGCARAAAT CCGATTTAAARCTCGATCCCAGGAGAACACCARAT
A01-X82565-U7551BL150-1-M13R-88.ab1(1>817) —  PPTTCTCTATTTTTTGCACATCTTCTTGCTCTTCTTATATTTACCAATTATCTGAAATAGTCACTCGGACCGAGATGCAAAAATCGGATTTARAAACTCGATCCGAGGAGAACACCARAAT
U7551BL150-1.seq(1>3036) —  TTTTCTCTATTTTTTGCACATCTTCTTGCTCTTCTTATATTTACCAATTATCTGARATAGTCACTCGGACCGAGATGCAARARATCGGATT TAAAACTCGATCCGAGGAGAACACCAAAT
240 250 260 270 280 290 300 310 320 330 340 350
.ln,,.ln---!----|..‘-I.---I.-.LIL.--I----I....I..-.I...LL“--l-s--l--..I...-I..|-I.|.-I-...I....l.---I--a-l....l.-..l..
GACACAACTTCTATCAATGCAATTGCCCTCTAAGTATCATAGATGCCGCTAT TTTARATGACAGTGCARTCGATTTCCATATTAAAT GGATAAAGETCT TTATTATGAAGATACCCATT
A01-X82565-U7551BL150-1-M13R-88.abl (1>817) —  GACACAACTTCTATCAATGCAATTGCCCTCTAAGTATCATAGATGCCGCTATTTTAAATGACAGTGCAATCGATTTCCATATTAAATGGATAAAGGTGTTTATTATGAARGATACCCATT
U7551BL150~-1.seq(1>3036) —*  GACACAACTTCTATCAATGCAATTGCCCTCTAAGTATCATAGATGCCGCTATTTTAAATGACAGTGCAATCGATTTCCATATTAAATGGATAAAGGTGTTTATTATGAAGATACCCATT
360 370 380 390 400 410 420 430 440 450 460 470
..IJ---I---.I.-||I...|la...l.g--I---nl..1.I-.||la-.,|.---i----l-...I-...I..|nl|||||....I...-I----I---.I...-I-.--I--..ln
ACTGACGTATATGTAATGATTCCTCAGTCCAGTACCATAGTCCCGTCACCTTACACGGTCGARAAAT TAAACTGTACCCGCGATTGTARAGAATAACGTGGAGGCAGTCAGARAGAACA
A01-X82565-U7551BL150-1-M13R~88.abl (1>817) —  ACTGACGTATATGTAATGATTCCTCAGTCCAGTACCATAGTCCCGTCACCTTACACGGTGGAAAAATTAAACTGTACCCGCGATTGTARAGARTAACGTGGAGGCAGTCAGARAGAACA
U7551BL150-1.5eq(1>3036) —  ACTGACGTATATGTAATGATTCCTCAGTCCAGTACCATAGTCCCGTCACCTTACACGGTGGAAAAATTAAACTGTACCCGCGATTGTARAGARTAACGTGGAGGCAGTCAGAAAGAACA
480 490 500 510 520 530 540 550 560 570 580 590
gl g ey g gy g aog fog doag b P aes v g e eaer e aa et s by s e b s s s daccuc ke ssadacraca bk b oce s Baacpa b s s bl
ATAAACCAATAGTGAGGATCTCGTAGAAGAAGCATTCATCGAARRACAGCAGCAAGGCAATGTCGGC TAACATCAATGACATACAGCCEETTET TCCTCAAATGATGCCACCCGETTICA
A01-X82565-U7551BL150-1-M13R-88.abl (1>817) —  ATAAACGAATAGTGAGGATGTCGTAGRAGAAGCATTCATCGAAARACAGCAGCAAGGCAATGTCGECTAACATCAATGACATACAGCCGETTGTTCCTCAAATGATGCCACCCGCTTCA
U7551BL150-1.5eq(1>3036) —  ATAAACGAATAGTGAGGATGTCGTAGAAGAAGCATTCATCGAAAAACAGCAGCAAGGCAATGTCCLCTARCATCAATGACATACAGCCGETTEGTTCCTCARATGATGCCACCCGCTTCA
STt SCDGcds Qeleted Lom domain
600 610 620 630 640 650 660 670 680 690 700 710
ca i baaa s basasbyiacabaeiabaasabesavbasatbaasstoasslaa b isibvanabosadasard skt s da s b aa o laasa o sl
CAATTCCOTCCTCAACAAGETCAATC TCCACCCCAGGL TCAAGC TCAAGCACACGTGCARRCAAACCCCCARGTTCCARAGCCCGAATCCAATGTGCCAGCAGCTGTCGCTGGATATGE
A01-X82565-U7551BL150-1-M13R-88.abl(1>817) =+  CAATTCCCTCCTCAACAAGCTCAATCTCCACCCCAGGCTCAAGCTCAAGCACACGTGCAAACAAACCCCCAAGTTCCAAAGCCCGAATCCAATGTGCCAGCAGCTGTCGCTGGATATGG
U7551BL150-1.seq(1>3036) —  CAATTCCCTCCTCAACAAGCTCAATCTCCACCCCAGGCTCAAGCTCAAGCACACGTGCAAACAAACCCCCAAGTTCCAAAGCCCGAATCCAATGTGCCAGCAGCTGTCGCTGGATATGG
B09-X82565-U7551BL150-1-1-1-SEQ1.abl (1>783) = CCCAGGCTCAAGCTCAAGCACACGTGCAAACAAACCCCCAAGTTCCAAAGCCCGAATCCAATGTGCCAGCAGCTGTCGCTGGATATGG
720 730 740 750 760 770 780 790 800 810 820 830
I....I--n-I--.-I||a.l.||.l-...L..--I----I..--I||.-I-..-I..,.]--snl----I....I..|.l-.-.l-n..I....l----I----I....l..--la..
TGTTTACACCCCAACTTCGACAGARACCGCTACTGCTAGTATGAATGATAAGAGCACTCCTCAAGACACCARTGTANACTCGCARAGTAGGGAARGAGETAARAATGCTGAAAATGAGC
A01-%X82565-U7551BL150-1-M13R-88.abl(1>817) =+  TGTTTACACCCCAACTTCGACAGAAACCGCTACTGCTAGTATGAATGATAAGAGCACTCCTCAAGACACCAATGTARACTCGCAAAGTAGGGAAAGAGGTAAA
U7551BL150-1.seq(1>3036) —+  TGTTTACACCCCAACTTCGACAGAAACCGCTACTGCTAGTATGAATGATAAGAGCACTCCTCAAGACACCAATGTAAACTCGCAAAGTAGGGARAGAGGTAAAAATGGTGARAATGAGC
B09-X82565-U7551BL150-1-1-1-SEQl.abl (1>783) —*  TGTTTACACCCCAACTTCGACAGAAACCGCTACTGCTAGTATGAATGATAAGAGCACTCCTCARGACACCAATGTAAACTCGCAARAGTAGGGAAAGAGGTAAAAATGGTGAAAATGAGC
840 850 860 870 880 890 900 910 920 930 940 950
sbasarclasasboanaloaasbossalaasalssasbassalaasatassastaasatassastagaatasaslasaalaaaadassclanaalesiilosasls s toansdosslas
CAAAATATCARAGRAACAAGAATAGATCARGTAATCGCCCTCCTCARTCCARCCGCAATTTCARAGTCGATATTCCGARTGAAGATTTTGACTTTCARTCAAATARTGCAARARATTCACG
U7551BL150-1.seq(1>3036) —  CAAAATATCAAAGAAACAAGAATAGATCAAGTAATCGCCCTCCTCAATCCAACCGCAATTTCARAGTCGATATTCCGAATGAAGATTTTGACTTTCAATCAAATAATGCAARATTCACG
B09-X82565-U7551BL150-1-1-1~SEQ1l.abl (1>783) —  CAAAATATCAAAGAAACAAGRATAGATCAAGTAATCGCCCTCCTCAATCCAACCGCAATTTCAAAGTCGATATTCCGAATGAAGATTTTGACTTTCAATCAAATAATGCAAAATTCACG
960 970 980 990 1000 1010 1020 1030 1040 1050 1060 1070
salaasabassslaaaabaasabotaabasasloasatiasalassataaaataasabasaadasaalaasadaaaalaaaatasaalasaadasaalaessl saalenaalasanls
AAAGGTGATTCCAC TCATCTGCAAAAAGAAARAGART TAGAATCAGC TG T TCACAAGCAGGATGARTCTGATGAGCAGTTTTATAATARARAATCGTCTTTTTTCGACACCATCTCCAC
U7551BL150-1.seq(1>3036) —  AAAGGTGATTCCACTGATGTGGAAARAGAARAAGAATTAGAATCAGCTGTTCACAAGCAGGATGAATCTGATGAGCAGT TTTATAATAARAAAATCGTCTTTTTTCGACACCATCTCCAC
—

B09-X82565-U7551BL150-1-1-1-SEQ1l.abl (1>783) AAAGGTGATTCCACTGATGTGGARARAGAARAAGAATTAGAATCAGCTGT TCACAAGCAGGATGAATCTGATGAGCAGTTTTATAATAAAAAATCGTCTTTTTTCGACACCATCTCCAC
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1080 1090 llPO 1110 1120 1130 1140 1150 1160 1170 1180 llPO

s laaaal e salasaalasas saalasasbas s s XssssbaaustosssbossslaonssBosaadoosaleassdsssalasaalasaantaaalasalaisalass

TTCTACTGAAACTAATACCAATATGAGATGGCAAGRAGAARAAATGT TGAACGT TGACACCTTTGGACAAGCTTCTGCCAGACCAAGATTTCACTCTAGAGECCTCGGTCETEEGCGTG

U7551BL150-1.5eq(1>3036) —  TTCTACTGAAACTAATACCAATATGAGATGGCAAGAAGAAAAAATGTTGAACGTTGACACCTTTGGACAAGCTTCTGCCAGACCAAGATTTCACTCTAGAGGCCTCGGTCGTGGGCGTG
B09-X82565-07551BL150-1-1-1-SEQl.abl(1>783) —*  TTCTACTGAAACTAATACCAATATGAGATGGCAAGAAGAAAAAATGTTGAACGTTGACACCTTTGGACAAGCTTCTGCCAGACCAAGATTTCACTCTAGAGGCCTCGGTCGTGGGCGTG
1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300

PN WUPIPINE WTIFIrS Gr AP DI ST TPUPTrUrH APUPEY O U U7 10 SF T I BF U0 U I U6 [ U U TR 28 U7 U0 U0 T (5 0 V0T 10 00 Q07 U U U0 L TRT U0 WV U 00 U A0 V0 T U0 VN U0 T 0 WU U O W0 0 O U T T W T WO T 0 W0 7 WO LT WO VO OO 0 T S 1)

GAAATTATAGGGGAAACAGAGGAAACAGAGGAAGAGGLGGCCAACGTGGARACTACCAARACAGAAATAACTACCARAATGATAGTGGCECCTATCAGAACCARARCGACTCGTACAGT
U7551BL150-1.seq(1>3036) —  GAAATTATAGGGGAAACAGAGGAAACAGAGGAAGAGGCGGCCAACGTGGAAACTACCAAAACAGAAATAACTACCAAAATGATAGTGGCGCCTATCAGARCCAARRCGACTCGTACAGC
B09-X82565-U7551BL150-1-1-1-SEQl.abl (1>783) —  GAAATTATAGGGGAAACAGAGGAAACAGAGGAAGAGGCGGCCAACGTGGAAACTACCAAAACAGAAATAACTACCAAAATGATAGTGGCGCCTATCAGAACCARAACGACTCGTACAGC
B10-X82565-0U7551BL150-1-1-1-SEQ2.abl(1>824) —* CGTGGAaACTACCAAAACAGAAATAACTACCAAAATGATAGTGGCGCCTATCAGAACCAAAACGACTCGTACAGC
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AGACCAGCCAACCAGTTTTCGCAACCTCC TTCCARCGT TGAAT T TC TCOAGGE TGETGETCETGETTCTGCTTCTAACT T TACTCAGTTCGTTCTCGTCGACARTGGCEGAACTGGECGA
07551BL150-1.seq(1>3036) —  AGACCAGCCAACCAGTTTTCGCAACCTCCTTCCAACGTTGAATTTCTCGAGGGTGGTGGTGGTGCTTCTGCTTCTAACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGA
B09-X82565-U7551BL150-1-1-1-SEQl.abl(1>783) —*  AGACCAGCCAACCAGTTTTCGCRACCTCCTTCCAACGITGAATTTCTCGAGGGTGGTGGTGGTGGTTCTGCTTCTAACTTTACTCAGTTCGTTCTCGTCG
B10-X82565-U7551BL150-1-1-1-5EQ2.abl (1>824) =  AGACCAGCCAACCAGTTITCGCAACCTCCTTCCAACGTTGAATTTCTCGAGGGTGETGETGCGTGETTCTECTTCTAACTTTACTCAGTTCGTITCTCGTCGACAATCGCGGAACTGGCGA

Lloker " ns 72,
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s baaaslarasbiosatassaboaaabassalaaaabasaudbaarolosaalssaabsanslosasbosyalaseslosaslassalsaestessalasaadbossloieadissslos

COTGACTGTCOCCCCAAGCAACTTCGCTAACGGGETCGC TEGAATGGATCAGCTCTAACTCGCGATCACAGGC TTACAAAGTAACCTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCA
U7551BL150-1.seq(1>3036) —  CGTGACTGTCGCCCCAAGCAACTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCACAGGCTTACAAAGTAACCTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCA
B10-X82565-U7551BL150-1-1~1-8EQ2.abl (1>824) —  CGETGACTGTCGCCCCAAGCAACTTCGCTAACGGGGTCGCTGARTGGATCAGCTCTAACTCGCGATCACAGGCTTACAAAGTAACCTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCA
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s baaasbaiaataaaabassadlasaabeaaabenssdssssbeaaalsasadasaabasaataasalsaasbaaaatasaslassalasaalasaatasaaslaaaalosiantascsaly

AATACACCATCAAAGTCCAGGTGCC TAAAGTGECAACCCAGACTGT TEETEETGARGAGCT TCCTCTAGCCGGATGGAGATC TTACT TARATATGGAACTAACCATTCCARTTTTCGCC
U7551BL150-1.seq(1>3036) —  AATACACCATCAAAGTCGAGGTGCCTAAAGTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTGTAGCCGGATGGAGATCTTACTTAAATATGGAACTAACCATTCCAATTTTCGCC
B10-X82565-U7551BL150-1-1-1-5EQ2.abl (1>824) —  AATACACCATCAAAGTCGAGGTGCCTAAAGTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTGTAGCCGGATGGAGATCTTACTTAAATATGGAACTAACCATTCCAATTTTCGCC
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ACGAATTCCGACTGCEAGC T TAT TG T TAAGGCAATGCANGG TCTCCTAAAAGATEGAAACCCEATTCCCTCGECCATCGCAGCARACTCUGGCATC TACGAC TACARAGACCATGACEE
U7551BL150-1.seq(1>3036) —  ACGAATTCCGACTGCGAGCTTATTGTTAAGGCAATGCAAGGTCTCCTAARAGATGGAAACCCGATTCCCTCGGCCATCGCAGCAAACTCCGGCATCTACGACTACAARGACCATGACGG
B10-X82565-U7551BL150-1-1-1-SEQ2.abl (1>824) —  ACGRATTCCGACTGCGAGCTTATTGTTAAGGCAATGCAAGGTCTCCTAAAAGATGGAAACCCGATTCCCTCGGCCATCGCAGCAAACTCCGGCATCTACGACTACARAGACCATGACGG
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soaabaaaalaasslaasabesaablaasstaasstasastlasasdassalosaalasaudssaalasastlasaalasaalasaatasaalasasdasaalaasasdaaaadaaslasas

TGATTATAAAGATCATGACATCGACTACARGGATGACGATCACAAGTARAATGATGT TTCTATCTAAATTARGTATATCATTCAGTATGTACATACAAAAATCARAT TAATAGTAT TAT
U7551BL150-1.seq(1>3036) —  TGATTATAAAGATCATGACATCGACTACAAGGATGACGATGACAAGTAAAATGATGTTTCTATGTAARTTAAGTATATCATTCAGTATGTACATACAAAAATCAAATTAATAGTATTAT
B10-X82565-U7551BL150-1-1-1-8EQ2.abl (1>824)  —  TGATTATAAAGATCATGACATCGACTACAAGGATGACGATGACAAGTABAATGATGTTTCTATGTARATTAAGTATATCATTCAGTATGTACATACAARAATCAARTTAATAGTATTAT
B11-X82565-U7551BL150-1-1-1-SEQ3.abl (1>802) = N ATCATTCAGTATGTACATACAAARAATCAAATTAATAGTATTAT

STop SCD6G PUTR
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Pasaalaaaadlssrabaasaboaaedlassadasssbossslsasaalosanlyasadessadaasstssasdoagabsgsalasaalaaaabsasadasaadasoaboaaalasaialass

AGTCCGCGCOTCTGGATAGTATTAT TTTAGTGCGTATCGCAARATATGAATAGCACAGAGGT TCAT TAT TATGT TC TGAGTATGAGCACCAGGTARTACATACCTTARAATCTTACATC
U7551BL150-1.seq(1>3036) -—  AGTCCGCGCCTCTGGATAGTATTATTTTAGTGCGTATCGCAAAATATGAATAGCACAGAGGTTCATTATTATGTTCTGAGTATGAGGACGAGGTAATACATACCTTAAAATCTTACATC
B10-X82565-U7551BL150-1~-1-1-8SEQ2.abl (1>824) =  AGTCCGCGCCTCTGGATAGTATTATTTTAGTGCGTATCGCAAAATATGAATAGCACAGAGGTTCATTATTATGT TCTGAGTATGAGGACGAGGTAATACATACCTTAARATCTTACATC

—

B11-X82565-U7551BL150-1-1-1-SEQ3.abl (1>802) AGTCCGCGCCTCTGGATAGTATTATTTTAGTGCGTATCGCAAAATATGAATAGCACAGAGGTTCATTATTATGT TCTGAGTATGAGGACGAGGTAATACATACCTTARAATCTTACATC
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ATGTGCEATAGCATTTATGECTTCTTCCATCCEGCCETACGCTTC TGTTCCTGTCCCTAGCCATAGCT TT TCTCATATCAAAAGCATCTTTAT TGTCATCTACTTT T I TCAGECTATCTG

U7551BL150-1.seq(1>3036) —  ATGTGGATAGCATTTATGGCTTCTTCCATCCGGCCGTACGCTTCTGTTCCTGTCCCTAGCCATAGCTTTTCTCATATCAAAAGCATCTTTATTGTCATCTACTTTTTTCAGGGTATCTG
B10-X82565-U7551BL150-1-1-1-SEQ2.abl (1>824) —  ATGTGGATAGCATTTATGGCTTCTTCCATCCGGCC
B11-X82565-U7551BL150-1-1-1-SEQ3.abl (1>802) —  ATGTGGATAGCATTTATGGCTTCTTCCATCCGGCCGTACGCTTCTGTTCCTGTCCCTAGCCATAGCTTTTCTCATATCAAAAGCATCTTTATTGTCATCTACTTTTTTCAGGGTATCTG
2150 2160 2170 2180 2190 2200 2210 2220 2230 2240 2250 2260
1-I--..I-...I....I....r....I....I----I-...I..--l....l----I----I....I....l....I....I....]....]-tu-I----I....I....I.n-.l.
GATACCCATCTTCAGCTGAGT TATAATATCCCACCACTCTCCTGTAGACAC TG TATCCCAAT TTTTCGTAAAGT TTGATGGCCAATTGGT TATTGCACTTGACCAAAAGATCCATAAAG
U7551BL150-1.seq(1>3036) —  GATACCCATCTTCAGCTGAGTTATAATATCCCACCACTCTCCTGTAGACACTGTATCCCAATTTTTCGTAAAGTTTGATGGCCAATTGGTTATTGCACTTGACGAAAAGATCGATARAG
B11-X82565-U7551BL150-1-1-1-SEQ3.abl (1>802) —*  GATACCCATCTTCAGCTGAGTTATAATATCCCACCACTCTCCTGTAGACACTGTATCCCAATTTTTCGTAAAGTTTGATGGCCAATTGGTTATTGCACTTGACGAAARGATCGATARAG
2270 2280 2290 2300 2310 2320 2330 2340 2350 2360 2370 2380
s ablansatlanstloasssbasaatraasbaoaeelassabasasbossabsasadasaatlaasatssanlonastasislasaalocsalaaaabassabosaslosaslsaa bl
TPGACTTCATGGEGCATGACATC GG TCATGETCTCCAAAGTATTACATAACT TCGANGCTAGCGATATTCGGCGGAATCTTGGAGCTACTGTCACTGCAGT TATATGAGTGTGCCACTC
U7551BL150-1.seq(1>3036) —  TTGACTTCATGGGGCATGACATCGGTCATGGTCTCCAAAGTATTACATAACTTCGAAGCTAGCGATATTCGGCGGAATCTTGGAGCTACTGTCACTGCAGTTATATGAGTGTGCCACTC
B11-X82565-U7551BL150-1-1-1-SEQ3.abl(1>802) =  TTGACTTCATGGGGCATGACATCGGTCATGGTCTCCAAAGTATTACATAACTTCGAAGCTAGCGATATTCGGCGGAATCTTGGAGCTACTGTCACTGCAGTTATATGAGTGTGCCACTC
B08-X82565-U7551BL150-1-M13F-77.abl (1>790) — TAGCGATATTCGGCGGAATCTTGGAGCTACTGTCACTGCAGTTATATGAGTGTGCCACTC
2390 2400 2410 2420 2430 2440 2450 2460 2470 2480 2490
s---l-.-.l..n-I...-|....l.,..l--s.I-|..I..n.l|..-l----I----I....I...-I..n-Ilux|l--..t.,--l-s--I|.|-I...-I....l.-x-l-...
COTGETCTTGCCTTC TG TT T TGCCATCATGTAACCAGAGATATTATGC TTAMATGTAGGATCAACAGTCATTTCTGAACT TTTGAARPAAAGGTCTGGCCATATTATCATGTATTCAN
U7551BL150-1.seq(1>3036) —  CGTGGTCTTGCCTTCTGTTTTTGCCATCATGTAACCAGAGATATTATGCTTAAATGTAGGATCAACAGTCATTTCTGAACT TTTGAARAAAAGGTCTGGCCATATTATCATGTATTCAA
B11-X82565-U7551BL150~-1-1-1-SEQ3.abl (1>802) —* CGTGGTCTTGCCTTCTGTTTTTGCCATCATGTAACCAGAGATATTATGCTTARATGTAGGATCAACAGTCATTTCTGAACTTTTGAAAAAAAGGTCTGGCCATATTATCATGTATTCAA
B08-X82565-U7551BL150-1-M13F-77.abl (1>790) —  CGTGGTCTTGCCTTCTGTTTTTGCCATCATGTAACCAGAGATATTATGCTTAAATGTAGGATCAACAGTCATTTCTGAACTTTTGARAAAAAAGGTCTGGCCATATTATCATGTATTCAA
2500 2510 2520 2530 2540 2550 2560 2570 2580 2590 2600 2610
Lasaadssaslassadassslassabaaasbaasslosnalasay Y T PR TE PEETY TR FE N ENNIE FRW RN N W AR N ST G A ey Wi e
AATAARRACTCTAAAGGGAAGT T T TCTGT TAAGATATCAAGG T TGACATTGT TAGT TT TGAATAAATCGACAGGT TCARAAGGC TGAATTGTTGTCATTTCTCGAATCCTCCTGICTCTT
U7551BL150-1.seq(1>3036) —  AATAARACTCTAAAGGGAAGTTTTCTGTTAAGATATCAAGGTTGACATTGTTAGTTTTGAATAAATCGACAGGTTCAAARGGCTGAATTGTTGTCATTTCTCGARTCCTCCTGTCTCTT
B11-X82565-U7551BL150-1-1-1-SEQ3.abl (1>802) —  AATAAAACTCTAAAGGGAAGTTTTCTGTTAAGATATCAAGGTTGACATTGTTAGTTTTGAATAAATCGACAGGTTCAAAAGGCTGAATTGTTGTCATTTCTCGAATCCTCCTGTCTCTT
B08-X82565-U7551BL150-1-M13F-77.abl (1>790}) “—  AATAAAACTCTAAAGGGAAGTTTTCTGTTAAGATATCAAGGTTGACATTGTTAGTTTTGAATAAATCGACAGGTTCAAAAGGCTGAATTGTTGTCATTTCTCGAATCCTCCTGTCTCTIT
2620 2630 2640 2650 2660 2670 2680 2690 2700 2710 2720 2730
O TP TP PP P PN P T Ml PR PR RS RN RSN RN s il R i s A a e A s e PP T Y
TCOTTGAATATTCTCAATGTTCCACTATC T TTCACATAAGCAATATTGTGARCTATATATACTTCAT TAGATAT TGCT TCAACAT TAATATTAATAARAAGGACATGCATAAAGTAACA
U7551BL150-1.seq(1>3036) —  TCCTTGAATATTCTCAATGTTCCACTATCTTTCACATAAGCAATATTGTGAACTATATATACTTCATTAGATATTGCTTCARCATTAATATTAATAARAAGGACATGCATAAAGTARCA
B11-X82565-U7551BL150-1-1-1-SEQ3.abl (1>802) —  TCCTTGAATATTCTCAATGTTCCACTATCTTTCACATAAGCAATA
B08-X82565-U7551BL150-1-M13F-77.abl (1>790) —  DPCCTTGAATATTCTCAATGTTCCACTATCTTTCACATAAGCAATATTGTGAACTATATATACTTCATTAGATATTGCTTCAACATTAATATTAATAAAAAGGACATGCATAAAGTAACA
2740 2750 2760 2770 2780 2790 2800 2810 2820 2830 2840 2850
sa b e s s s b e s s sl e aslaaay raaalasaabsisidassabasasdaaaalassastassalasyalessalonsalosnaboaaalaaaslaseslseaanlasnloasaly
TCCGAACATCTCCARACACCCATACATATTTATATTATCGACGAGGGAATTTTTTTCTTCCCAGGCCCACCAACGTGCGLCCACCGCTATGITTTTTGCGCCTAGGTAGGTEGECTAGE
U7551BL150-1.seq(1>3036) —  TCCGAACATCTCCAAACACCCATACATATTTATATTATCGACGAGGGAATTTTTTTCTTCCCAGGCCCACCAACGTGCGCCCACCGCTATGTTTTTTGCGCCTAGGTAGGTGGGCTAGC
B08-X82565-U7551BL150-1-M13F-77.abl (1>790) +—  TCCGAACATCTCCAAACACCCATACATATTTATATTATCGACGAGGGAATTTTTTTCTTCCCAGGCCCACCAACGTGCGCCCACCGCTATGTTTTTTGCGCCTAGGTAGGTGGGCTAGC
2860 2870 2880 2890 2900 2910 2920 2930 2940 2950 2960 2970
oo le s g s by g s laoaadlaaaalagas N I T PR R PR T PR FTET RN FEN T AT PR FES R RERW S PR PR RS R e |
TrCTATGTATCAMAGC TCCTTCTGCGCAGCCEAGETTTTGC TARGCACTACCGCATTGEAATGACTGTGC T T TG TAGGAGC TCCTTETCTCCACGCTT TCGCAATT TTCAAGATCGAGAT
U7551BL150-1.seq(1>3036) —  TTCTATGTATCAAAGCTCCTTCTGCGCAGCCGAGGTTTTGCTAAGCACTACCGCATTGGAATGACTGTGTTTGTAGGAGCTCCTTGTCTCCACGCTTTCGCAATTTTCAAGATCGAGAT
—

B08-X82565-U7551BL150-1-M13F-77.abl (1>790) TTCTATGTATCAAAGCTCCTTCTGCGCAGCCGAGGTTTTGCTAAGCACTACCGCATTGGAATGACTGTGT TTGTAGGAGCTCCTTGTCTCCACGCTTTCGCAATT TTCAAGATCGAGAT
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GCTATTAGTGATGGTAAGGTTATGAAGCTTACATGT T TAATATTGTAGATTCCAGARGCAGGTANGAACAACAARACTACAAGARAAGGGTACCCGGETACCGAGCTCGAATTCACTGGC

U7551BL150-1.5eq(1>3036) —
B08-X82565-U7551BL150-1-M13F~77.abl (1>790) —

GCTATTAGTGATGGTAAGGTTATGAAGCTTACATGTTTAATATTGTAGATTCCAGAAGCAGGTAAGAACAACAAACTACAAGAAAAGGGTACCCGGG
GCTATTAGTGATGGTAAGGTTATGAAGCTTACATGT TTAATATTGTAGATTCCAGAAGCAGGTAAGAACAACAAACTACAAGAAAAGGGTACCCGGGTACCGAGCTCGAATTCACTGGC
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CGTCGTTtTACAACGT

B08-X82565-U7551BL150-1-M13F-77.abl (1>790) —

CGTCGTTtTACAACGT
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Attachment 1

Plasmid Construct Map

The gene was cloned in YCpLac111 by Sphl / Smal.

Sphl Smal
U7551BL150-1

Enzyme Digestion

Lane M: KB Ladder ég%ﬂ"
Lane 1:U7551BL150-1 plasmid gggg
Lane 2:U7551BL150-1 plasmid digested 4000

by Sphl and Smal 3000 3000

2000 2000

1500

1000 1000

TS0

500 500

Digestion Conditions: 250

About 300ng plasmid digested 100

Digestion in water-bath,37°C for 40 minutes

1% Agarose Gel IB Ladder DL3000
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ARGG-SCD6-MS2

Description: YCplac111 - 474 bp upstream — cds (minus 96 bp near the C-terminus) -
linker — MS2CP (minus ATG minus stop) — 3xFlag — stop (TAA) — 3’UTR Scd6 (1232 bp) —
Ycplaclll

Protein sequence alteration: deletion from S287 to N318 (32 aa) corresponding to
RGG/X motifs (see Scd6 multiple sequence alighment).

DNA Sequence
GCATGCCTGCAGGTCGACTCTAGTTGCTCGTAACAATCTTGGCCTAGCTTCCAGGGTGTCTGTAC
TTTTACGCAGCATCATATTTTCTCTATTTTTTGCACATCTTCTTGCTCTTCTTATATTTACCAATTAT

CTGAAATAGTCACTCGGACCGAGATGCAAAAATCGGATTTAAAACTCGATCCGAGGAGAACAC
CAAATGACACAACTTCTATCAATGCAATTGCCCTCTAAGTATCATAGATGCCGCTATTTTAAATG
ACAGTGCAATCGATTTCCATATTAAATGGATAAAGGTGTTTATTATGAAGATACCCATTACTGAC
GTATATGTAATGATTCCTCAGTCCAGTACCATAGTCCCGTCACCTTACACGGTGGAAAAATTAAA
CTGTACCCGCGATTGTAAAGAATAACGTGGAGGCAGTCAGAAAGAACAATAAACGAATAGTGA
GGATGTCGTAGAAGAAGCATTCATCGAAAAACAGCAGCAAGGCAATGTCGCAGTACATCGGTA
AAACTATTTCTTTAATCTCTGTGACTGACAACAGATATGTGGGGCTGTTAGAAGATATTGACTCT
GAAAAGGGTACCGTGACTTTGAAAGAAGTTCGCTGTTTTGGTACAGAAGGTCGCAAGAACTGG
GGTCCTGAAGAAATTTATCCGAATCCTACGGTATACAATTCTGTAAAGTTCAACGGCAGTGAAG
TCAAGGATTTAAGCATTTTAGATGCTAACATCAATGACATACAGCCGGTTGTTCCTCAAATGATG
CCACCCGCTTCACAATTCCCTCCTCAACAAGCTCAATCTCCACCCCAGGCTCAAGCTCAAGCACA
CGTGCAAACAAACCCCCAAGTTCCAAAGCCCGAATCCAATGTGCCAGCAGCTGTCGCTGGATAT
GGTGTTTACACCCCAACTTCGACAGAAACCGCTACTGCTAGTATGAATGATAAGAGCACTCCTC
AAGACACCAATGTAAACTCGCAAAGTAGGGAAAGAGGTAAAAATGGTGAAAATGAGCCAAAA
TATCAAAGAAACAAGAATAGATCAAGTAATCGCCCTCCTCAATCCAACCGCAATTTCAAAGTCG
ATATTCCGAATGAAGATTTTGACTTTCAATCAAATAATGCAAAATTCACGAAAGGTGATTCCACT
GATGTGGAAAAAGAAAAAGAATTAGAATCAGCTGTTCACAAGCAGGATGAATCTGATGAGCAG
TTTTATAATAAAAAATCGTCTTTTTTCGACACCATCTCCACTTCTACTGAAACTAATACCAATATG
AGATGGCAAGAAGAAAAAATGTTGAACGTTGACACCTTTGGACAAGCTTCTGCCAGACCAAGA
TTTCACTACCAAAATGATAGTGGCGCCTATCAGAACCAAAACGACTCGTACAGCAGACCAGCCA
ACCAGTTTTCGCAACCTCCTTCCAACGTTGAATTTCTCGAGGGTGGTGGTGGTGGTTCIGCTTCT
AACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGTCGCCCCAAGCA
ACTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCACAGGCTTACAAAGTAAC
CTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACCATCAAAGTCGAGGTGCCTAAA
GTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTGTAGCCGGATGGAGATCTTACTTAAATA
TGGAACTAACCATTCCAATTTTCGCCACGAATTCCGACTGCGAGCTTATTGTTAAGGCAATGCAA
GGTCTCCTAAAAGATGGAAACCCGATTCCCTCGGCCATCGCAGCAAACTCCGGCATCTACGACT
ACAAAGACCATGACGGTGATTATAAAGATCATGACATCGACTACAAGGATGACGATGACAAGH
BAAATGATGTTTCTATGTAAATTAAGTATATCATTCAGTATGTACATACAAAAATCAAATTAATA
GTATTATAGTCCGCGCCTCTGGATAGTATTATTTTAGTGCGTATCGCAAAATATGAATAGCACAG
AGGTTCATTATTATGTTCTGAGTATGAGGACGAGGTAATACATACCTTAAAATCTTACATCATGT
GGATAGCATTTATGGCTTCTTCCATCCGGCCGTACGCTTCTGTTCCTGTCCCTAGCCATAGCTTTT



CTCATATCAAAAGCATCTTTATTGTCATCTACTTTTTTCAGGGTATCTGGATACCCATCTTCAGCT
GAGTTATAATATCCCACCACTCTCCTGTAGACACTGTATCCCAATTTTTCGTAAAGTTTGATGGCC
AATTGGTTATTGCACTTGACGAAAAGATCGATAAAGTTGACTTCATGGGGCATGACATCGGTCA
TGGTCTCCAAAGTATTACATAACTTCGAAGCTAGCGATATTCGGCGGAATCTTGGAGCTACTGT
CACTGCAGTTATATGAGTGTGCCACTCCGTGGTCTTGCCTTCTGTTTTTGCCATCATGTAACCAG
AGATATTATGCTTAAATGTAGGATCAACAGTCATTTCTGAACTTTTGAAAAAAAGGTCTGGCCAT
ATTATCATGTATTCAAAATAAAACTCTAAAGGGAAGTTTTCTGTTAAGATATCAAGGTTGACATT
GTTAGTTTTGAATAAATCGACAGGTTCAAAAGGCTGAATTGTTGTCATTTCTCGAATCCTCCTGT
CTCTTTCCTTGAATATTCTCAATGTTCCACTATCTTTCACATAAGCAATATTGTGAACTATATATAC
TTCATTAGATATTGCTTCAACATTAATATTAATAAAAAGGACATGCATAAAGTAACATCCGAACA
TCTCCAAACACCCATACATATTTATATTATCGACGAGGGAATTTTTTTCTTCCCAGGCCCACCAAC
GTGCGCCCACCGCTATGTTTTTTGCGCCTAGGTAGGTGGGCTAGCTTCTATGTATCAAAGCTCCT
TCTGCGCAGCCGAGGTTTTGCTAAGCACTACCGCATTGGAATGACTGTGTTTGTAGGAGCTCCT
TGTCTCCACGCTTTCGCAATTTTCAAGATCGAGATACTATTAGTGATGGTAAGGTTATGAAGCTT
ACATGTTTAATATTGTAGATTCCAGAAGCAGGTAAGAACAACAAACTACAAGAAAAGGGTACCC
GGGTACCGAGCTCGAATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGGCGT
GAA

Legend
1. GCATGC = Sphl restriction site

2. CTGCAGGTCGACTCTAGT = vector DNA
3. TGCTCG ......... AAGGCA = SCD6 native promoter (474 bp)

4. ATGTCGCAG ....... GAATTTCTCGAG = Scd6 cds with 96 bp RGG deletion minus
stop codon (957 bp); start codon highlighted yellow

5. BGTGGTGGTGGTGGTICT = linker

6. GCTTCTAACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGT
CGCCCCAAGCAACTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCAC
AGGCTTACAAAGTAACCTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACC
ATCAAAGTCGAGGTGCCTAAAGTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTG
TAGCCGGATGGAGATCTTACTTAAATATGGAACTAACCATTCCAATTTTCGCCACGAAT
TCCGACTGCGAGCTTATTGTTAAGGCAATGCAAGGTCTCCTAAAAGATGGAAACCCGA
TTCCCTCGGCCATCGCAGCAAACTCCGGCATCTAC = MS2 (387 bp)

7. GACTACAAAGACCATGACGGTGATTATAAAGATCATGACATCGACTACAAGGATGACG
ATGACAAG- = 3xFlag tag + Stop codon

8. AATGAT ... AAGGGTA = Scd6 3’ UTR (1232 bp)

9. CCCGGG = Smal restriction site



10. TACCGAGCTCGAATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGGC
GTGAA = vector DNA

Deleted fragment corresponding to S287-N318 (in original WT sequence; missing from

construct above)
TCTAGAGGCCTCGGTCGTGGGCGTGGAAATTATAGGGGAAACAGAGGAAACAGAGGAAGAGG

CGGCCAACGTGGAAACTACCAAAACAGAAATAAC

From ATG to beginning of RGG box = 858 bp = 286 aa

C-terminus = aa Y319 to aa E349
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GGAaACAGCTATGACCATGATTACGCCAAGCTTGCATGCCTGCAGGTCGACTCTAGT TGCTCGTARCAATCTTGGCCTAGCTTCCAGGGTGTCTGTACT TTTACGCAGCATCATATTTTCTCTATTT

B07-X83417-U7551BL150-2-M13R-88.abl (1>632) — GARAACAGCTATGACCATCAT TACGCCAMGCTIGOATGCC TECAGGTCGACTCTAG T TGO TCGTARCARTC T TGECCTAGCTTOCAGEG TG TC TG TACT TTTACGCAGCATCATATTTTCTCTATTT
U7551BL150-2.8eq(1>3168) == GCATECCTCCAGETOGACTCTAGTIGCTCGTAACAA T CTIGGOCTACC T TCCAGEETGTCTG TACT T T TACGCAGCATCATATTTTCTCTATTT
SphL SCDG promdle
130 140 150 160 170 180 190 200 210 220 230 240 250
RS IPOPUPSFE SIS AU S FPUPATErS ArErIPIFl APUPATFN ST AN WACNIr I Il AN (U T T SRS W W W e ST WA SN NI E NN Ny SR T N
TTTGCACATCTTC T IGCTCT TCTTATAT TTACCAATTATCTGARATAGT CACTCGGACCGAGATGCAARANT COGATTTAARACT CEATCCGRCEACAACACCARATCACACAACT TCTATCAATGC
B07-X83417-U7551BL150-2-M13R-88.abl (1>632) —  TTTGCACATCTTCTTGCICTTCTTATATTTACCAATTATCTGAAATAGTCACTCGGACCGAGATGCARAAATCGGATTTARAACTCGATCCAAGGAGAACACCAMNTGACACAACTTCTATCAATGC
U7551BL150-2.5eq(1>3168) —*  PTTGCACATCTTCTTGCTCTTCTTATATTTACCAATTATCTGARATAGTCACTCGGACCCAGATGCAAAAATCGGATTTAAAACTCGATCCGAGGRGAACACCARATEACACAACTTCTATCAATGC
H08-X83417-U7551BL150-2-1-2-SEQ1R.abl(1>737) #— TATTTACCAATTATCTGAAATAGTCACTCGGACCGAGATGCAAAAATCGGATTTARAACTCGATCCGAGGAGAACACCAAATGACACAACTTCTATCAATGC
260 270 280 290 300 310 320 330 340 350 360 370 380
Laiaaneia P an G pppa g Vo L gl wre Vv sk eeis b e vba v ailce bk ek eera by el gxge b g gl gy el voey-log
ANTTGCOCCTCTAAGTATCATAGATCCCGCTAT T T TAAAT GACAGTGCAATCGAT TTCCATATTAM TGEATAANGG TG TTTATTATCAAGATACCCATTACTGACCTATATGTAATGATT CCTCAGT
B07-X83417-U7551BL150-2-M13R-88.abl{1>632) =  AATTGCCCTCTAAGTATCATAGATCCCGCTATTTTAAATGACAGTGCAATCGATTTCCATATTAAATGGATAMACCTGTTTATTATGAAGATACCCATTACTGACGTATATGTAATGATTCCTCAGT
U7551BL150-2.seq(1>3168) —  AATTGCCCTCTAAGTATCATAGATGCCGCTATTTTAAATGACAGTGCAATCGATTTCCATATTAAATGGATAAMAGGTGTTTATTATGARGATACCCATTACTGACGTATATGTAATGATTCCTCAGT
H08-X83417-U7551BL150-2-1-2-SEQ1R.abl(1>737) #—  AATTGCCCTCTAAGTATCATAGATGCCGCTATTTTAAATGACAGTGCAATCGATTTCCATATTAAATGEATARAGGTGTTTATTATGARGATACCCATTACTGACGTATATGTAATGATTCCTCAGT
390 400 410 420 430 440 450 460 470 480 490 500
dos baaa s laaaalaiaalaaasbasiabaasabaasibessalasiabiviabaaaadbaoiaakeave biviadlasaadaaaadaaaadas e bassalsaa s baiaa s Lo s e laay
COAGTACCATAGTCCOGTCACCTTACACGGTGOAAAMATTARACTGTACCCCCGATTGTARAGARTAACGTCOAGGCAGTCACARAGARCARTAAACCAATACTGAGCATCTCE TAGAAGANGCATT
B07-X83417-U7551BL150-2-M13R-88.abl(1>632) —  CCAGTACCATAGTCCCGTCACCTTACACGGTGGAAAAATTAAACTGTACCCGCGATTGTAAAGAATAACGTGGAGGCAGTCAGANAGAACAATAARCGAATAGTGAGGATGTOGTAGAAGAAGCATT
U7551BL150-2.8eq(1>3168) —  CCAGTACCATAGTCCCGTCACCTTACACGGTGGARAAATTAAACTGTACCCGCGATTGTAAAGANTAACGTGGAGGCAGTCAGARAGAACAATAAACGAATAGTGAGGATGTOGTAGAAGAAGCATT
H08-X83417-U7551BL150-2-1-2-SEQ1R.abl(1>737) #—  CCAGTACCATAGTCCCGTCACCTTACACGGTGGAAAAATTAAACTGTACCCGCGATTGTAAAGANTAACGTGGAGCCAGTCAGARAGARCAATAAACGAATAGTGAGGATGTUGTAGARGAACGCATT
332,
510 520 530 540 550 560 570 580 590 600 610 620 630
PRI MUY Y PR PN DY TR T Nl T PUTT Wl BWT Y WU U PRETY NTTDY PrTTE PUTTE SRww DWW ST TR NWWTs SRWNE STy S |
CATOGARAAACAGCAGCAAGECAA TG TCGCAGTACATCGGTARAACTAT TT C T T T AR TC TC TG TGACTGACAACAGATA TG TGEEEC TG TTAGAAGATATTGACT CTGAAAAGGETACOGTGACTTT
B07-X83417-U7551BL150-2-M13R-88.abl (1>632) —  CATCGAAAAACAGCAGCAAGGCAATGTCGCAGTACATCGGTAAAACTATTTCTTTAATCTCTGTGACTGACARCAGATATGTGGGGCTGTTAGAAGATATTGACT CTGAAAACGETACCGTGAC
U7551BL150-2.5eq(1>3168) =  CATCGAAAAACAGCAGCAAGGCAATGTCGCAGTACATCGGTAAAACTATTTCTTTAATCTCTGTGACTGACARCAGATATGTGGGGCTGTTAGAAGATATTGACTCTGAAARCGETACCGTGACTTT
H08-X83417-U7551BL150-2-1-2-SEQ1R.abl (1>737) #+—  CATCGRAAAACRGCAGCARGECARNTGTOGCAGTACATOGGTAAAACTATTTCITTAATCTCTGTGACTEACAACAGATATGTGEECCTGTTAGAAGATATTGACTCTGARAAGGETACCGTEACTTT
SC'C)C" cdb
640 650 660 670 680 690 700 710 720 730 740 750 760
s faca g Bag el gy o g gy g g g g deg g B g gl g b g o b Lo s e g st s b e ba s s be s b s b ead s s s la s a s b
CAAACAAGTTOGC TG T T TCETACAGAACE T CECARCAACTEEEGTCCTGAACARAT TTATCOGAATCCTACCE TATACAATTCTE TAAAGT TCARCCCCACTCAAGTCAAGCATT TARGCATTTTA
U7551BL150-2.seq{1>3168) =  GRAAGAAGTTCGCTGTTTTGGTACAGAAGGTCGCAAGAACTGGGGTCCTGAAGARATTTATCCGAATCCTACGSTATACAATTCTGTAAAGTTCAACGGCAGTGAAGT CAAGGATTTAAGCATTTTA
H08-X83417-U7551BL150-2-1-2-SEQ1R.abl (1>737) *—  GARAGAAGTTCCCTGTTTTGGTACAGAACGTCGCAAGAACTGGGETCCTGARGAAATTTATCCGAATCCTACGGTATACARTTCTGTAAAGTTCAACGGCAGTGAAGTCARGGATTTAAGCATTTTA
770 780 790 800 810 820 830 840 850 860 870 880
I PEPIPEY (OOPINET (NPT (PETerll REPErerel [[SPEPUNY (PYPUPUPU (PEPTCUTT] ([MIPTPENE SRSMENSuS SR [ranart] [ SEri v (FOT 0] VT DUUPITEPT [DYFTRTE T WOUNTreY SRETOPUre STTINE SPRTRENE SPUPEIS [NENERUNE NNPrere A
GATGCTARCATCARTGACATACAGCCGATTETTCCTCARATGATECCACCCECTTCACARTTCCCTCCTCARCAAGCT CARTCTCCACCCCAGGCTCAAGCTCARGCACACGTGCARACAARCCCCC
U7551BL150-2.seq(1>3168) —  GATGCTAACATCAATGACATACAGCCGGTTGTTCCTCARATGATGCCACCCGCTTCACAATTCCCTCCTCAACAAGCTCAATCTCCACCCCAGGCTCARGCTCARGCACACGTGCAAACARACCCCC
H08-X83417-U7551BL150-2-1-2-SEQ1R.ab1(1>737) ¢—  GATGCTAACATCAATGACATACAGCCGGTTGTTCCTCARATGATGCCACCCGCTTCACAATTCCCTCCTCAACAAGCTCAATCTCCACCCCAGGCTCAAGCTCARGCACACGTGCARRCAAACCCCC
H09-X83417-U7551BL150-2-1~-1~8EQl.abl (1>823) — GCTCARGCACACGTGCABACARACCCCC
890 900 910 920 930 940 950 960 970 980 990 1000 1010
[P PPEE DIPTIE PR Y NPIPITE (A (e [N (O (TP EIPIPIT (AP I H (TP U AT POTT I T STCITIN (FUF TP UTUl APPTPEres (UPTPAral (PIrartl APWrTrare] [PIPAreral [FAPTEre LTPOrare Srararors A arers oY
AAGTTCCAAAGCCCGAATCCAATETGCCAGCAGO TG TCGCTEEATATGE TG TTTACACCCCAACT TOGACAGAAACCGCTACTGCTAGTATGARTGATARGAGCACTCCTCAAGACACCANTGTARA
U7551BL150-2.seq(1>3168) —  ARGTTCCAAAGCCCGBATCCAATGTGCCAGCAGCTGTCGCTGGATATGETETTTACACCCCARCTTOGACAGAAACCGCTACTGCTAGTATGAATGATARGAGCACTCCTCAAGACACCAATGTAAA
H09-X83417-U7551BL150-2-1-1-SEQ1.abl(1>823) =  AAGTTCCAAAGCCCGAATCCAATGTGCCAGCAGCTGTCGCTGGATATGGTGTTTACACCCCAACTTCGACAGARACCGCTACTGCTAGTATGAATGATAAGAGCACTCCTCAAGACACCAATGTARA
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CTCGCAAAGTAGGGARANGAGGTAANAATGGTGAAAATGAGCCAAAATATCAAAGAAACARGAATAGATCARGTAATCGCCCTCCTCAATCCAACCGCAATTTCAAAGTCGATAT TCCGAATGARGAT

U7551BL150-2.seq(1>3168)

i

CTCGCAAAGTAGGGARAGAGGTAAAAATGGTGAAAATGAGCCAAAATATCANAGARACAAGAATAGATCAAGTAATCGCCCTCCTCAATCCARCCGCAATTTCAAAGTCGATAT TCOGAATGAMGAT

H09-X83417-U7551BL150-2-1-1-8EQl.abl (1>823) —  CTCGCAAAGTAGGGAANGAGGTAAAAATGGTGAAAATGAGCCAARAATATCAANGAANCANGAATAGATCARGTAATCGCCCTCCTCAATCCAACCGCAATTTCAAAGTCGATATTCOGAATGARGAT
1150 1160 1170 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270
Pl P IP TN ENPUPIP ISR IO EN EPSPRY rereraria (- e wis hend U broll W APET ST ISP ST IRl B Bl It i oot Rl BT o vl Wy PP W S Er sl R msl I T FOerars Lo vens berarorll ISl OPRrd |
TTTGACTTTCAATCAAATAATCCAAAAT TCACGARAGGTGATTCCACTGATGTGGAAAAAGAAAAAGAAT TAGAATCAGC TGTTCACANGCAGEATGAATCTGATCGAGCAGT TTTATAATAARAAAT
U7551BL150-2.seq(1>3168) —  TTTGACTTTCAATCAMATAATGCARAATTCACGAAAGGTGATTCCACTGATGTGGAAAMAGARARAGAATTAGAATCAGCTGTTCACANGCACEATGAATCTGATGAGCAGT TTTATAATAAARRAT
H09-X83417-U7551BL150-2-1-1-SEQ1.abl (1>823) =  TTTGACTTTCAATCAAATAATGCAAAATTCACGARAGGTGATTCCACTGATGTGGAMAMAGAAANAGAATTAGAATCAGCTGTTCACAAGCAGEATGANT CTGATGAGCAGT TT TATAATAAAAAAT
G05-X83417-U7551BL150-2-1-2-seq2r.abl(1>812) ¢— GCTGTTCACAAGCAGGATGAATCTGATGAGCAGT TT TATAATAAARART
1280 1290 1300 1310 1320 1330 1340 1350 1360 1370 1380 1390
PRI AR LA [ o] BPEror i W rartl PP av i Py BT o) PP o] T ROees T v TCrer o] ATy B vries (oo ored IOVPUIT] (Tt IRl TSR LT (o o [P (T, WPV T WP eetire)
CGTCTTTTTTCGACACCATCTCCACTTCTACTGAAACTAATACCAATATCGAGATGGCANGAAGAAAAAATGT TGAACGTTGACACCT TTGGACAAGCTTCTGCCAGACCARGATTTCACTACCAARAA
U7551BL150-2.seq{1>3168) —  CGICTTTTTTCGACACCATCTCCACTTCTACTGAANCTAATACCAATATCACATEGCAACGAAGRAAAANTGT TGAACGTTGACACCT TTGGACAAGCTTCTGCCAGACCAAGATTTCACTACCAARA
H09-X83417-U7551BL150-2-1-1-SEQ1.abl (1>823) —  CGTCTTTTTTCGACACCATCTCCACTTCTACTGAAACTAATACCAATATGAGATGECAAGAAGAAAAANTGT TGAACGTTGACACCTTTGGACAAGCTTCTGCCAGACCAAGATTTCACTACCAARA
G05-X83417-U7551BL150-2~-1-2-seqg2r.abl(1>812) ¢—  CGTCTTTTTTCGACACCATCTCCACTTCTACTGARACTAATACCAATATGACGATCCCAAGARGAAAAAATGTTGAACGTTGACACCTTTGGACAAGCTTCTGCCAGACCAAGATTTCACTACCAARR
A Cal
1heq affer Aeleved Flay-
1400 1410 1420 1430 1440 1450 1460 1470 1480 1450 1500 1510 1520 A
i Lk L Lo el s b col gl el el o b e b gl Tkl re s Ty et i ag e LIRS S T
TGATAGTGGCGCCTATCAGRACCAAAACGACTCGTACAGCAGACCAGCCAACCAGTTTTCGCAACCTCCTTCCAACGTTGAATTTCTCGAGGGTGGTGGTGGTGGTTCTGCTTCTAACTTTACTCAG
U7551BL150-2.seq(1>3168) —  TGATAGTGGCGCCTATCAGAACCAAAACGACTCGTACAGCAGACCAGCCAACCAGTTTTCGCAACCTCCTTCCARCGTTGAATTTCTCGAGGGTGGTGETGGTGGTTCTGCTTCTAACTTTACTCAG
H09-X83417-U7551BL150-2-1-1-SEQ1.abl (1>823) —  TGATAGTGGCGCCTATCAGAACCAAAACGACTCGTACAGCAGACCAGCCAACCAGTTTTCGCAACCTCCTTCCAACGTTGAATTTCTCGAGGGTGETGETGGTGETTCTGCTTCTAACTTTACTCAG
G05-X83417-U7551BL150-2~1-2-seq2r.abl(1>812) *—  TGATAGIGGCGCCTATCAGAACCARAACGACTCGTACAGCAGACCAGCCARCCAGTTTTCGCAACCTCCTTCCAACGTIGAATT TCTCGAGGEIGETEETCETCETTCICCT TCTARCTTTACTCAG
i nke™ T Msg
1530 1540 1550 1560 1570 1580 1590 1600 1610 1620 1630 1640 1650
Livibaaadksviaibaialia e Lol e L st v et ped Vv r bess Teestaes s Poees Tevsa bags b bivie b bein gt e o s gateees Laaga B
TTCGTTCTCGTCGACAATGGCGGAACTGECGACGTGACTGTCGCCCCAAGCAACT TCECTAACGGGGTCGCTGAATGGAT CAGCTCTAACT CGCGATCACAGGCTTACAAAGTAACCTGTAGCGTTC
U7551BL150-2.seq(1>3168) —  TTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGTCGCCCCARGCARCTTCGCTAACGGEGTCGCTGAATGGATCAGCTCTARCT CGCAATCACAGGCT TACARAGTAACCTGTAGCGTTC
H09-X83417-U7551BL150-2-1-1-5EQ1.abl (1>823) —  TTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGTCGCCCCARGCAACTTCGCTARCGGREGTCGCTGAATGGATCAGCTCTAACT CGCGATCACAGGCTTACAAAGTAACCTGTAGCGTTC
G05-X83417-U7551BL150-2-1-2-seq2r.abl (1>812) ¢—  TTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGTCGCCCCAAGCAACTTCGCTAACGGGGTCGCTGRATGGATCAGCTCTAACT CGCGATCACAGGCTTACAAAGTAACCTGTAGCGTTC
MSL '
1660 1670 1680 1690 1700 1710 1720 1730 1740 1750 1760 1770
wabicis tecia e et sibaiaa lasa sl saaaleags Lisa lvira biaia bigaa baiaa L saa s ctvea bbb Lo b Lo L
GTCAGAGCTCTGCGCAGAATCGCARATACACCATCAAAGTCGAGETGCCTARAGTGGCAACCCAGACTGTTGGTGETGAAGAGCT TCCTGTAGCCGGATGEAGATCTTACTTAAATATGGARCTARC
U7551BL150-2.seq(1>3168) —  GTCAGAGCTCTGCGCAGAATCGCARATACACCATCAAAGTCGAGGTGCCTARAGTGGCAACCCAGACTGTTGGTCGTGAAGAGCTTCCTGTAGCCGGATGGAGATCTTACTTAAATATGGAACTAAC
H09-X83417-U7551BL150-2-1-1-8EQ1.abl {1>823) —  @GTCAGAGCTCTGCGCAGAATCGCAAATACACCA
G05-X83417-U7551BL150-2-1-2-seq2r.abl (1>812) +—  GTCAGAGCTCTGCGCAGAATCGCABRATACACCATCAAAGTCGAGGTGCCTARAGTGGCAACCCAGACTGT TGGTGGTGAAGAGCT TCCTGTAGCCGGATGGAGATCTTACTTARATATGGAACTAAC
Mms e
1780 1790 1800 1810 1820 1830 1840 1850 1860 1870 1880 1890 1900
T PR TS [PEPIP TS APTTT o G e TP AOTUTr DI i RS (o irir el e oa LY EIPEON ERUUITY I ierl e S ey [ el [P [PPRPI P [T I Ly (TR |
CATTCCAATTTTCGCCACGAATTCCGACTGCGAGCTTAT TGTTAAGGCAATGCAAGGTCTCCTARARGATGGAAACCCEATTCCCTCGGCCATCGCAGCARACTCCGGCATCTACGACTACAAAGAC
U7551BL150-2.5eq(1>3168) —+  CATTCCAATTTTCGCCACGAATTCCGACTGCGAGCTTATTCTTAACGCAATGCAAGGTCTCCTARAAAGATGGAAACCCGATTCCCTCGECCATCGCAGCARACTCCGGCATCTACGACTACAAAGAC
G05-XB83417-U7551BL150-2-1-2-seq2r.abl(1>812) *—  CATTCCAATTTTCCCCACGAATTCOZACTGOGAGCTTATTGTTARGGCARTCCARCGGTCTCCTARRAGATGEAAACCORATTCCCTCGGCCATCGCAGCARACTCOGGCATCTACGACTACARAGAC
MS A
1910 1920 1930 1940 1950 1960 1970 1980 1990 2000 2010 2020 2030
st aaa it ale s et sl s e s st von e bcvedis b boc Vs bt Lo bl L bicrad e Lo
CATGACGGTEATTATAAAGATCATGACATCGACTACAAGGATGACGATGACAAGTAAAATGATGTTTCTATGTARR TTANGTATATCAT TCAGTATGTACATACAAAAATCAAATTAATAGTATTAT
U7551BL150-2.5eq{1>3168) —  CATCGACGGTGATTATARAGATCATGACATCGACTACAACGATGACGATGACAAGTAAAATGATGTTTCTATGTAART TARGTATATCATTCAGTATGTACATACARAMATCAAATTARTAGTATTAT
G05-X83417-U7551BL150-2-1-2-seq2r.abl(1>812) =  CATGACGGTGATTATAAAGATCATGACATCGACTACAMCGATGACGATCACAAGTAARATCGATGTTTCTATCTAAATTAAGTATATCATTCAGTATGTACATACARARATCARATTARTAGTATTAT
—

H06-X83417-U7551BL150-2-1-1-SEQ3.abl (1>828)

5TDP GTACATACAARAATCAAATTAATAGTATTAT
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AGTCCEOGCCTCTEGATAGTATTATT TTAGTGOSTATCECAAARTATGAATAGCACAGAGG T TCAT TATTATGTTCTGAGTATGAGCACCAGETARTACATACCT TAARATCTTACATCATGTGEAT

U7551BL150-2.8eq{1>3168) —  AGTCCGCGCCTCTGGATAGTATTATTTTAGTGCGTATCGCAAAATATGAATAGCACAGAGETTCATTATTATGT TCTGAGTATGAGGACGAGGTAATACATACCT TAMAATCTTACATCATGTGGAT
G05-X83417-U7551BL150-2-1-2-seq2r.abl (1>812) ¢— p
H06-X83417-U7551BL150-2-1-1-SEQ3.abl (1>828) ==  AGTCCGCGCCTCTGGATAGTATTATTTTAGTGCGTATCGCAAAATATGAATAGCACAGAGGTTCATTATTATGT TCTGAGTATGAGGACGAGGTAATACATACCTTAAAATCTTACATCATGTGGAT
2160 2170 2180 2190 2200 2210 2220 2230 2240 2250 2260 2270 2280
[ P PRI PP PR WY PRI P WU WA I MW R W P U Ty PUTTE P YT PR FTEes FEETE SRy U TS PRl PU Tl Wwrws W e i
AGCATTTATGGCTTCTTCCATCCGGCCGTACGCTTCTGTTCCTGTCCCTAGCCATAGCTTTTCTCATATCARAAGCATCT TTATTGTCATCTACT TTTT TCAGEGTATCTGGATACCCATCTTCAGC
U7551BL150-2.seq{1>3168) =  ACGCATTTATGGCTTCTTCCATCCGGCCGTACGCTTCTGTTCCTGTCCCTAGCCATAGCTTTTCTCATATCAAAAGCATCT TTATTGTCATCTACTTTTTTCAGCGTATCTGGATACCCATCTTCAGC
H06-X83417-U7551BL150-2-1-1-SEQ3.abl (1>828) =  AGCATTTATGGCTTCTTCCATCCGGCCGTACGCTTCTGTTCCTGTCCCTAGCCATAGCTTTTCTCATATCAAAAGCATCT TTATTGT CATCTACT TT TTTCAGGGTATCTGGATACCCATCT TCAGC
2290 2300 2310 2320 2330 2340 2350 2360 2370 2380 2390 2400 2410
Vel e ey dee e saa s ada i abeailia g an e bl oo Lavsre Lo e gl il i lasasama ik oiialiuaalnaal ol
TGAGTTATAATATCCCACCACT CTCCTGTAGACACTGTATCCCAATTTTTCGTARAGTTTCATCCCCAAT TGGTTATTGCACTTGACGARAAGATCGATARACTTCACTTCATGGGGCATGACATCG
U7551BL150-2.seq(1>3168) — TGAGTTATANTATCCCACCACTCTCCTGTAGACACTGTATCCCAATTTTTCGTAAAGTTTGATGGCCAATTGCTTATTGCACTTGACGAAAAGATCGATAAAGTTGACTTCATGGGGCATGACATCG
HO06-X83417-U7551BL150-2-1-1-SEQ3.2abl (1>828) —  TGAGTTATAATATCCCACCACTCTCCTGTAGACACTGTATCCCAATTTTTCGTARAGTTTGATGGCCAATTGGTTATTGCACTTGACGARAAGATCGATAAAGTTGACTTCATCGGGCATGACATCG
H07-X83417-U7551BL150-2-M13F-77.abl (1>837) — GCATGACATCG
2420 2430 2440 2450 2460 2470 2480 2490 2500 2510 2520 2530 2540
P PP FTPIIPY IS IPEPIPIPE ITPErTP PP IPIPRI S WP IPOTUPrY IPIPIFEPS [NIPRTIN ITIPArIPS I TAr S (PP TS IOV Uro APUPAar i A SrAC AT AT SV IrArs JPW A AR S ISrar el A A RIS WS RN |
GTCATGGTCTCCAARGTATTACATAACTTCGAAGCTAGCGATATTCGGCGGAATCTTGGAGCTACTGTCACTGCAGTTATATGAGTGTGCCACT CCGTGGTCTTGCCTTCTGTTTTTGCCATCATGT
U7551BL150-2.seq(1>3168) —  GTCATGGTCTCCAAAGTATTACATAACITCGAAGCTAGCGATATTCGGCGGAATCTTGGAGCTACTGTCACTGCAGTTATATGNITGTGCCACTCCGTGGTCTTGCCTTCTGTTTTTGCCATCATGT
H06-X83417-U7551BL150-2-1-1-SEQ3.abl (1>828) —  GICATGGTCTCCARAGTATIACATAACTTCGAAGCTAGCGATATTCGGCGGAATCTTGGAGCTACTGTCACTGCAGT TATATGAGTGTGCCACTCCGTGGTCTTGCCTTCTGTTTTTGCCATCATGT
HO07-X83417-U7551BL150-2-M13F-77.abl(1>837) *—  GTCATGGTCTCCRAAGTATTACATAACTTCGAAGCTAGCGATATTCGGCGGAATCTTGGAGCTACTGTCACTGCAGTTATATGAGTGTGCCACTCCGTGGTCTTGCCTTCTGTTTTTGCCATCATGT
2550 2560 2570 2580 2590 2600 2610 2620 2630 2640 2650 2660
FIPTOPU PSP IPIN TSIl WA POl O AT APAPATTTS] PO OTSPH! WPRPOT0 WA ST O R T oot AR T SPRU o S el IS ol S e AT (O irsl U] e uril IR S AT A I or el (T I o arurs i
AACCAGAGATATTATGCT TARATGTAGGATCAACAGTCATTTCTGAACT TTTGAAAAAAAGGTCTGGCCATATTATCATGTATTCARAATAARACTCTARAGGGAAGT TT TCTGTTARGATATCAAG
U7551BL150-2.8eq(1>3168) —  AACCAGAGATATTATGCTTAAATGTAGGATCAACAGTCATTTCTGAACTTTTGAAARAARGGTCTGGCCATATTAT CATGTATTCARANTARARCTCTARAGGGAAGT TTTCTGTTAAGATATCARG
H06-X83417-U7551BL150-2-1-1-SEQ3.abl(1>828) — AACCAGAGATATTATGCTTAAATGTAGGATCAACAGTCATTTCTGAACTTTTGAAAAAARGGTCTGCCCATATTATCATGTATTCAARATAAAACTCTARAGGGAAGTTTTCTGTTAAGATATCAAG
H07-X83417-U7551BL150-2-M13F-77.abl(1>837) —  AACCAGACATATTATGCTTAAATGTAGGATCAACAGTCATTTCTGAACTTTTGARAAAARAGGTCTGGCCATATTATCATGTATTCAAANTAAARCTCTARAGGGAAGTTTTCTGTTAAGATATCAAG
2670 2680 2690 2700 2710 2720 2730 2740 2750 2760 2770 2780 2790
sebEnaknveliiiiibm e brrstsaisteerlssivlvivrbaendseeiareeliaiebiiiitsraboisitiis bkl ekl i
GTTGACATTGTTAGTTTTGAATAAATCGACAGGTTCARAAGGCTGARTTGTTGTCAT TTCTCGAATCCTCCTGTCTCTTTCCTTGAATATT CTCAATGTTCCACTATCTTTCACATAAGCAATATTG
U7551BL150-2.seq(1>3168) =  GTTGACATTGTTAGTTTTGAATAAATCGACAGGTTCAAAAGGCTGAATTGTTGTCATTTCTCGARTCCTCCTGTCTCT TTCCTTGAATATTCTCARTGT TCCACTATC TTTCACATAAGCAATATTG
H06-X83417-U7551BL150-2-1-1-SEQ3.abl (1>828) ——  GTTGACATTGTTACTTTTGAATAAATCGACAGGTTCAAAAGGCTGAATTGTTGTCATTTCTCGAATCCTCCTGTCTCTITTCCTTGAATATTCTCARTGT TCCACTATCTTTCACATAAGCAATATTG
H07-X83417-U7551BL150-2-M13F-77.abl (1>837) —  GTTGACATTGTTAGTTTTGAATAAATCGACAGGTTCAAAAGGCTGAATTGTTGTCATTTCTCGAATCCTCCTGTCTCTTTCCTTGAATATTCTCAATGTTCCACTATCTTTCACATARGCAATATTG
2800 2810 2820 2830 2840 2850 2860 2870 2880 2890 2900 2910 2920
Vi Vs disliem bassaticisna e brinbivss baatoms e e boseatees it ers e ape Diger P petiv g s Liga g e bieweg b bty
TGAACTATATATACTTCATTAGATATTGCTTCAACATTAATAT TAATAAAAASCACATGCATARAGTAACATCCGAACAT CTCCAAACACCCATACATATTTATATTATCGACGAGGGAATTTTTTT
U7551BL150-2.seq(1>3168) —  TGAACTATATATACTTCATTAGATATTGCTTCAACATTAATATTAATAAANAGGACATGCATARAGTAACATCCGAACATCTCCAARCACCCATACATATTTATATTATCGACGAGGGARTTTTTTT
H06-X83417-U7551BL150-2-1-1-SEQ3.abl{1>828) —  TGAACTATATATACTTCATTAGATATTGCTTCAAC
H07-X83417-U7551BL150-2-M13F-77.abl1(1>837) —  TGAACTATATATACTTCATTAGATATTGCTTCARCATTAATATTAATAAAAAGGACATGCATAAAGTAACAT CCGARCATCTCCARACACCCATACATATTTATATTATCGACGAGGGAATTTTTTT
2930 2940 2950 2960 2970 2980 2990 3000 3010 3020 3030 3040
sl iberaibeviabiveadvierTreiatieirbagaa i aliesatavar T vabis e sl evabeetibs s ki ibeiaby vl ey g by gaedaors
CTTCCCAGECCCACCAN G TEOGCOCACCGCTA TG TT T T TIGCGC CTAGE TAGGTGEGCTAGT T TC TATG TATCAAAGCTCCTTC TGOGCAGCOGAGG T TTTGCTAAGCACTACCGCATTCGARTGA
U7551BL150-2.8eq{1>3168) —  CTTCCCAGECCCACCAACGTGCGCCCACCGCTATETTTTTIGCGCCTAGGTAGGTGGECTAGCTTCTATGTATCARAGCTCCTTCTGCGCAGCCGAGGT TTTGCTARAGCACTACCGCATTGGRATGA
—

HO07-X83417-U7551BL150-2-M13F-77.abl(1>837) CTTCCCAGGCCCACCAACGTGCGCCCACCGCTATGTTITTTGCGCCTAGGTAGGTGGGCTAGCTTCTATGTATCARAGCTCCT TCTGCGCAGCCGAGGT TTTGCTAAGCACTACCGCATTGGAATGA



Saturday, February 11, 2017 09:52 AM
Project: U7551BL150-2.SQD Contig 1

Page 4

3050 3060 3070 3080 3090 3100 3110

3120 3130 3140 3150 3160 3170

PR IPIPEEIPH (PSPAPIPSl IPTPIPPS IOATAPIS (PSTUrIrN (PWArarsl IWIPITIrS ST APIPArS IAPII (PIOATIrS AT sl OIS WA rsl APSrSrrsl SAPErars STPITrS WOPIN IPWITIS WIS AP IN STTIPIrN A Iry [PWIrers e |

CTGTGTTTGTAGGAGCTCCTTGTCTCCACGCTTTCGCAATTTTCAAGAT CEAGATGC TATTAGTGATGG TAAGETTATGAAGC TTACATGT TTAATATT GTAGATTCCAGAAGCAGGTAAGARCAAC

CTGTGTTTGTAGGAGCTCCTTGTCTCCACGCTTTCGCAATTTTCAAGATCGAGATGC TATTAGTGATGETAAGGTTATGAAGCTTACATGTTTAATATTCTAGATTCCAGAAGTAGETAAGAACAAC
CTGTGTTTGTAGGAGCTCCTTGTCTCCACGCTTTCGCAATTTTCAAGATCOAGATGCTATTAGTGATCETAMGTTATGAMSCTTACATGT TTAATATTGTAGATTCCAGAMGCAGCETANGAACAAC

U7551BL150-2.8eq{1>3168) —
HO07-X83417-U7551BL150-2-M13F-77.abl(1>837) —
3180 31s0 3200 3210 3220 3230
R FEERY FTTTY PRTTE FETT FENTY FETTE FTTTE PURTY FETTE RUWe FU e P
AARCTACAAGARARGGETACCCGGGTACCGAGCTCGAATTCACTGGCCGTCGTTE TACAACGTC
U7551BL150-2.seq{1>3168) —*  ARACTACAAGAAANGEGTACCCGGG
HO07-X83417-U7551BL150-2-M13F-77.abl1(1>837) —_

AAACTACAAGAAAAGGGTACCOGEETACCGAGCTCGAATTCACTGGCCGTCGTTE TACAACGTC

Sea T
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suggesting contamination. Shown in attachment 1
Miniprep: 4 pg =4 g
DNA Quality 0D260/280=1.8~2.0 Pass 0D260/280=1.86
Free of contamination Pure
Quality grade Research Grade Pass Research Grade
Clear
Appearance Clear and free of foreign particles. Pass
Free of foreign particles
Additional Test N/A
NOTE
Shipping at Plasmid Storing at Bacstab Storing at Glycerol Stock Storing at
Room Temperature -20C 4C -20°C/-80°C
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Attachment 1

Plasmid Construct Map

The gene was cloned in YCpLac111 by Sphl / Smal.

Sphl Smal
U7551BL150-2

Enzyme Digestion

10000

Lane M: KB Ladder 8000

Lane 1:U7551BL150-2 plasmid
Lane 2:U7551BL150-2 plasmid digested
by Sphl and Smal

5000
4000

3000

Digestion Conditions:
About 300ng plasmid digested
Digestion in water-bath,37°C for 40 minutes

1% Agarose Gel IB Ladder DL3000

For research use only
—_— 860 Centennial Ave., Piscataway, NJ 08854, USA

Toll-Free: 1-877-436-7274 Tel: 1-732-885-9188 Fax: 1-732-210-0262 Emait: order @genscript.com Web: www.genscript.com
Page 2 of 2



Scd6 multiple sequence alignment by T-Coffee

Lsm

Cerevisiae 1 50 Cerevisiae 91
Candida 1 51 Candida 106
Plant 1 67 Plant 1208
Worm 1 52 Worm 109
Flg 1 52 Flg 118
Zebrafish 1 52 Zebrafish 110
Frog 1 52 Frog ~CSL- PQDPAIVQ! 108
Mouse 1 52 Mouse PQ- - -CSL - PQDPATVQ! 107
Human 1 52 Human PQ- - -CSL- PQDPAIVQ! 107
cons 1 69 cons 138

T . IV U Cerevisiae ()] ssoccmoocmoecmmemensonnonoosononoa0s - QAQAQAHVQTNP - - QVPKPESNVPAA- - - - - 131
St & YRR TR e T oA PATTET Wl 1o Candida SAPTOASPAQAVPAGR V0. ToAPEASTSLUQPTRIVKEEGATIIUAD. - 152
| 1 FRARHN-SALG-HVGSL 135 ons i
L e T FGNLGGRHLANI - GNAGES i Py OPKPQOOKGPNHLAGASRSTTPISLIVSPTAELTO00 0L 236
Zegrmsh NPSP- L _ 146 Zebrafish I- SDN- - LC - - GF - LAEGSTSPALDSLRKSPPVESAVPSAPVVSS 201
Frog NTGP L 3 142 Frog FG S -GTSFTQEARTLK - - TQ- 550GQSSSPLDSLRKSP AAAR-- 205
Mouse , 142 Mouse 143 LTSFGTEASNSGTLSQSNAV-GSAFTODTRSVK - - PQ-LAQGRSSPOLDPLRKSPTMEQAVOTASA 204
finan QFspss_ _ Gi 142 Human 143 LTSFGTETSNSGTLPQSSAV-GSAFTQDTRSLK - - TQ- LSQGRSSPQLDPLRKSPTMEQAVQTASA- - - 204
cons 207 cons 208 | | | Il 27
Cerevisiae 132 ----VAGYGVYTPTSTETATASMNDKSTPQDTNVNS 167 Cerevisiae @ 168 --------------------------RGKNGENEPKYORNKNRSSNR- - - - - - - - - - PPQSNRN- - - - - 195
Candida 193 DQPADAQPGS-APQPTATNPS SNQSQ0Q0 Candida --QO0PRKG- - - - - 226
Plant 139 -----mmmimee oo Plant = 130 --- o mmmm e emeee—c--o--ooo- 138
Worm 1168 -APAASAGSSRAGTPSRNSPL- - Worm OOfNFOA————NRGYNNYR.FAGGYNN.RGHNNYG ————— 174
Flg 237 HQQQNAGOGGNGRDAGHKRQN Flg RGGGNGMOOOQ----RGG NGGSG---------- GGGN GGGNNF’A 353
Zebrafish 202 TLAA-PGLGRKSPVSTRVAST Zebrafish 235 Fecoccoaeo.oooioiiiiaiiaes GGP ————RRGRAGAHH RGRFP- - - - - 256
Frog 206 HAPSTATVGRRSPVLSRPVPS Frog 240 GELHKMQRPDIDQLKND- KNDPSKRQPVLS ALOP----RRGRGGNR—— ———GGRGRFG ----- 287
Mouse 205 HLPAPAPVGRRSPVPARPLPP Mouse 239 AEVHKVPRPENEQLRND-K- - - - - RQVVPGVPSAP - - - -RRGRGGHR - - ---GGRGRFG- - - - - 282
Human 205 HLPAPAAVGRRSPVSTRPLPS Human 239 AEVHKVSRPENEQLRNIJNK ----- RQVAPGAPSAP - - - - RRGRGGHR- - - - - - - - - - GGRGRFG- - - - - 283
cons 277 cons 346 NS . | a4

DFDF F
e Cerevisiae 218 nnnq(ELEs ffffffffffffffffffffffffffffffffffff BVHKQ- -DES- - - - - - --- 238
P?gn}( l Candida Y| EEEH  FEecommecmmoscoccoscosssscecmeccensnnaSEEEEEnEEEasanacoa0s 255
Woon Plant L7 e o e e e e e e e e e e A e A s 146
FL oy i8R OLAKLKVAEDGAPKPATNAT-r-EovcEKVEGVHTMEWR%EEE“E‘%EA&& 180
Eeg"aﬁs" Zebrafish 282 E-1D- - - -KEFQSKLKLKDEKP- - -E- - - <= == == mmmwm e mmm o NSE 318
Mmg Frog 313 E- ID————REFHNKLKIKDDKPﬂfE 777777 HKPVNGEHDKTDS NSE 349
ause Mouse 308 E-1D----REFHNKLKLKEDKLEKQE- - - - - - --KPVNGE - -DKGDSGVDTONSE 347
Human Human 309 E-ID----REFHNKLKLKEDKLEKQE- - - - - - - - == == --cocooonn KPVNGE - -DKGDSGUDTQNSE 348
age | HE L N I 552
TFG RGG ==

Cerevisiae Cerevisiae SARP SRGLGRGRGNYRGNRGNRGRGGQR
Candida Candida GRGRGRGRGG RGNWRGRGNYRGI
Plant Plant S
worm Worm NAVRSL- NYRRGFGGRGR--- GGNRGYGGYN -
Flg ) Flg ) SST -RRGSYRGRNO - Y - - YNNNGNGGIN -
Zebrafish Zebrafish PLR- - - -RGRGGYRGRGE - MGFRGGRGRGAGR G
Frog GNAEEEEVL.GG Frog PLR - SN - RGRGGFRGRGGGMGFRGGRGRGGERRGAPGGG
Mouse GNADEEDPL - GPN Mouse PLR - PN-RGRGGYRGRGG - LGFRGGRGRGSGR - - - - - GG
Human GNADEEDPL - GPN Human PLR - PN-RGRGGYRGRGG - LGFRGGRGRGGGR
cons cons 622 N i | I ' 690
Cerevisiae 316 ----RNNYQNDSGAY 330 isi
Candida 325 ---o- GNWRGGNSNR 334 CEREVESEE
Plant 775 ononcEREsEREEEEn 224 Plant
Worm 306 RGGYNGGYRONNGG RD- 329 Worm
Flg 562 PGYNRNNYRMGGGG MPN-AAALKAANNAAGHGSNATDSSAPNAT 630 EL
Zebrafish 414 HPGFRGGYRGSQGGR- - - - -EFAD- 432 Zebratish
Frog 442 ARGFRGGFRGGRGGR- 460 Frog
Mouse 433 PRGFRAGFRGARGGR- 451 Mouse
Human 434 PRGFRGGFRGGRGGR-- - - - ------------- 452 Hiens
cons 691 I I 750 cons 760 I I s

(*) fully conserved residue, (:) strong similar chemistry, (.) weak similar chemistry
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