Rassf-GFP fusion proteins
Sequence: Translation of Rassf-GFP Range: 1 to 1050

10 20 30 40 50 60 70
MWKCHKCGKPVYFAERKQS I GYDWHPECLRCEECGKRLNPGQHAEHKSVPYCHVPCYGALFGPQLFGHGT

80 90 100 110 120 130 140
RVESHKSYGVKGAQKPTGAQANGPPLPRDHLESKLKVYNQFYDNKSLE IRSREVNNRLVLEGALRVYWGV

150 160 170 180 190 200 210
QGVIHLKEDDDQR ILVRKRNSCRVSKAANESSSDKENEASESLAPPTTTTAEVDQLSTDVSLSESMTFDS

220 230 240 250 260 270 280
CSLNEISELPTTPEDASANTTANSKEQTNGNVCNDDEDTTTTDSSGTLVEAPTASTSCVSSTLPSKLDRL

290 300 310 320 330 340 350
EKLDWDD IDDLLQVERRHNDKDRI'YETMPVKLPSSQ MSKGEELFTGVVP ILVELDGDVNGHKFSV

360 370 380 390 400 410 420
SGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTLTYGVQCFSRYPDHMKRHDFFKSAMPEGYVQERTIF

430 440 450 460 470 480 490
FKDDGNYKTRAEVKFEGDTLVNRIELKG IDFKEDGN ILGHKLEYNYNSHNVY IMADKQKNG I KANFKTRH

500 510 520 530 540 550 560
NIEDGGVQLADHYQQNTP IGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGI THGMDELYKA

570 580 590 600 610 620 630
SSDSSPSKTSTETTTTTESSSTQSASTNTSSTDDFMTATGSLTANTNTONTTTVSTTETSLDNFETCDDA

640 650 660 670 680 690 700
TLKP IDFEDFKRSVHQDYVNGANSFTEPNEGTLKRNQP IDPSRIHDSLKLYGENSAMSKSFNCEHALRSI

710 720 730 740 750 760 770
DPTLINDTMNLRSSVGSPHSAQRQYALQKSGSATVTSRDQKKPYQQGRQLFEKG INRSKSGPSCFVYSDS

780 790 800 810 820 830 840
DDDDEATLRPQRMATIRRSDIPQRY 1Q1QMDCYPKENVAAASEGESSRADAPS I TSGAAAGDELTQTEDL

850 860 870 880 890 900 910
YTASEGVDGPDGDGSAGLHVTEDGVVLRRPPRTGASAIKRRSGNRRSRTKLKRRCS INGHYYNRETSFFT

920 930 940 950 960 970 980
PPYGSQMSVWVSSMVTTTEV INLVLEKYKVDSSPGNFSLF1VRDNGEQKRLKDDEYPLITRVTLGPHEDV

990 1000 1010 1020 1030 1040 1050
ARIFLVDSRKTDE ISNEVAQFLNLSLPECRAILERYDQELAREVAKIKERYAELRRRIVSRMESLKVHL*

Sequence: Translation of Rassf-C.GFP Range: 1 to 1055

10 20 30 40 50 60 70
MWKCHKCGKPVYFAERKQS I GYDWHPECLRCEECGKRLNPGQHAEHKSVPYCHVPCYGALFGPQLFGHGT

80 90 100 110 120 130 140
RVESHKSYGVKGAQKPTGAQANGPPLPRDHLESKLKVYNQFYDNKSLE IRSREVNNRLVLEGALRVYWGV

150 160 170 180 190 200 210



QGVIHLKEDDDQR ILVRKRNSCRVSKAANESSSDKENEASESLAPPTTTTAEVDQLSTDVSLSESMTFDS

220 230 240 250 260 270 280
CSLNEISELPTTPEDASANTTANSKEQTNGNVCNDDEDTTTTDSSGTLVEAPTASTSCVSSTLPSKLDRL

290 300 310 320 330 340 350
EKLDWDD IDDLLQVERRHNDKDR I'YETMPVKLPSSQSSSDSSPSKTSTETTTTTESSSTQSASTNTSSTD

360 370 380 390 400 410 420
DFEMTATGSLTANTNTONTTTVSTTETSLDNFETCDDATLKP IDFEDFKRSVHQDYVNGANSFTEPNEGTL

430 440 450 460 470 480 490
KRNQP IDPSRIHDSLKLYGENSAMSKSFNCEHALRS IDPTL INDTMNLRSSVGSPHSAQRQYALQKSGSA

500 510 520 530 540 550 560
TVTSRDQKKPYQQGRQLFEKG INRSKSGPSCFVYSDSDDDDEATLRPQRMAT IRRSD IPQRY 1Q1QMDCY

570 580 590 600 610 620 630
PKENVAAASEGESSRADAPS I TSGAAAGDELTQTEDLYTASEGVDGPDGDGSAGLHVTEDGVVLRRPPRT

640 650 660 670 680 690 700
GASATKRRSGNRRSRTKLKRRCSINGHYYNRETSFFTPPYGSQMSVWVSSMVTTTEV INLVLEKYKVDSS

710 720 730 740 750 760 770
PGNFSLFIVRDNGEQKRLKDDEYPLITRVTLGPHEDVARIFLVDSRKTDE I SNEVAQFLNLSLPECRAIL

780 790 800 820 830 840
ERYDQELAREVAKIKERYAELRRRIVSRMESLKVHF MSKGEELFTGVVP ILVELDGDVNGHKFSVS

850 860 870 880 890 900 910
GEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTLTYGVQCFSRYPDHMKRHDFFKSAMPEGYVQERT IFF

920 930 940 950 960 970 980
KDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGN I LGHKLEYNYNSHNVY IMADKQKNG I KANFKTRHN

990 1000 1010 1020 1030 1040 1050
IEDGGVQLADHYQQNTP IGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAG I THGMDELYKAL

KVHL*



