
Hua and Kao, Supplemental Figure 5

P i CUL 1 - C 1
A T CUL 1 1
P i CUL 1 - G 1
Hu ma n CU L 1 1

P i CUL 1 - C 7 0
A T CUL 1 6 9
P i CUL 1 - G 7 1
Hu ma n CU L 1 9 5

P i CUL 1 - C 1 6 4
A T CUL 1 1 6 3
P i CUL 1 - G 1 6 5
Hu ma n CU L 1 1 9 4

P i CUL 1 - C 2 5 5
A T CUL 1 2 5 4
P i CUL 1 - G 2 5 6
Hu ma n CU L 1 2 9 4

P i CUL 1 - C 3 5 5
A T CUL 1 3 5 1
P i CUL 1 - G 3 5 3
Hu ma n CU L 1 3 7 9

P i CUL 1 - C 4 4 9
A T CUL 1 4 4 5
P i CUL 1 - G 4 4 7
Hu ma n CU L 1 4 7 8

P i CUL 1 - C 5 4 9
A T CUL 1 5 4 5
P i CUL 1 - G 5 4 7
Hu ma n CU L 1 5 7 6

P i CUL 1 - C 6 4 6
A T CUL 1 6 4 2
P i CUL 1 - G 6 4 4
Hu ma n CU L 1 6 7 6

P i CUL 1 - C 7 4 2
A T CUL 1 7 3 8
P i CUL 1 - G 7 4 0
Hu ma n CU L 1 7 7 6

-- ----- -MNQR STIDL DQGWEF MQRG ITKLK NILEGL PEPQ FSSED YMMLYT TIYN MCTQK PPHDY S---- ----- ------ ---- ----Q QLYDKY RE
-- ----- --MER KTIDL EQGWDY MQTG ITKLK RILEGL NEPA FDSEQ YMMLYT TIYN MCTQK PPHDY S---- ----- ------ ---- ----Q QLYDKY RE
-- ----M TIKQM NNIEL QDGWAF MQKG VTKLK KILEGS SE-S FSSEE YMMLYT TIYD MCTQK PPHDH S---- ----- ------ ---- ----Q QLYDKY KG
MS STRSQ NPHGL KQIGL DQIWDD LRAG IQQVY TRQS-- ---- MAKSR YMELYT HVYN YCTSV HQSNQ ARGAG VPPSK SKKGQT PGGA QFVGL ELYKRL KE

AF EEYIT ATVLP SLREK HDEFML RELV KRWSN HKIMVR WLSR FFHYL DRYFIA RRS- ----- LPGLN EVGLT CFRDQ VYQELN GKVR DAVIS LIDQER EG
AF EEYIN STVLP ALREK HDEFML RELF KRWSN HKVMVR WLSR FFYYL DRYFIA RRS- ----- LPPLN EVGLT CFRDL VYNELH SKVK QAVIA LVDKER EG
AF EEYIN STVLS SIREK HDEFML REFV KRWLN HKIMVR WLSR FFNYL DRYFIA RRT- ----- LPALK EVGLM CFRDL VYQELK VKGR DAVIA LIDLER EG
FL KNYLT N-LLK DGEDL MDESVL KFYT QQWED YRFSSK VLNG ICAYL NRHWVR RECD EGRKG IYEIY SLALV TWRDC LFRPLN KQVT NAVLK LIEKER NG

EQ IDRAL LKNVL DIFVE IGMG-- ---- ---QM DQYEND FEAS MLKDT AAYYSR KASN WILED SCPDY MLKAE ECLKR EKDRVA HYLH SSSET KLLEKV QH
EQ IDRAL LKNVL DIYVE IGMG-- ---- ---QM ERYEED FESF MLQDT SSYYSR KASS WIQED SCPDY MLKSE ECLKK ERERVA HYLH SSSEP KLVEKV QH
EQ IDRAL LKNVL DIFVE IGMG-- ---- ---QM DYYEND FEDA MLKDT AAFYSR KASN WIMED SCPDY MLKAE ECLKK EKDRVS HYLH SSSEE KLLEKV QN
ET INTRL ISGVV QSYVE LGLNED DAFA KGPTL TVYKES FESQ FLADT ERFYTR ESTE FLQQN PVTEY MKKAE ARLLE EQRRVQ VYLH ESTQD ELARKC EQ

EL LSVYA TQLLE KEHSG CHALLR DDKV EDLSR MYRLFS KILR GLDPV ANIFKQ HVTA EGTAL VKQAE DAASN KKAEK RDVVGL QEQV FVRKV IELHDK YL
EL LVVFA SQLLE KEHSG CRALLR DDKV DDLSR MYRLYH KILR GLEPV ANIFKQ HVTA EGNAL VQQAE DTATN QVAN- --TASV QEQV LIRKV IELHDK YM
EL LVVHT NQLLE KENSG CRVLLR DDKV VDLSR MYRLFH RIPK GLEPV AKMFKQ HVTA EGMVL VQQAE DSASN KAGIS ---SGS QEQV FIRKV IELHDK YM
VL IEKH- ---LE IFHTE FQNLLD ADKN EDLGR MYNLVS RIQD GLGEL KKLLET HIHN QGLAA IEKCG EAALN ----- ------ DPKM YVQTV LDVHKK YN

AY VNNCF QNHTL FHKAL KEAFEV FCN- ----- KGVAGS SSAE LLATF CDNILK KGGS EKLSD EAIED TLEKV VKLLA YISDKD LFAE FYRKK LAGGCY LI
VY VTECF QNHTL FHKAL KEAFEI FCN- ----- KTVAGS SSAE LLATF CDNILK KGGS EKLSD EAIED TLEKV VKLLA YISDKD LFAE FYRKK LARRLL FD
AY VIDCF ANNSL FHKAL KEAFEV FCN- ----- KTVAGS SSAE LLASY CDNILK KGGS EKLSD DAIEE TLDKV VKLLA YISDKD LFAE FYRKK LSRRLL FD
AL VMSAF NNDAG FVAAL DKACGR FINN NAVTK MAQSSS KSPE LLARY CDSLLK KS-S KNPEE AELED TLNQV MVVFK YIEDKD VFQK FYAKM LAKRLV HQ

KS ANDEH ERSIL TKLKQ QCGGQF TSKM EGMVT DLTLAR ENQA SFEEY LSNNPA ANPG IDLTV TVLTT GFWPS YKSFD LQPPTE MVRC VEVFK EFYQTK TK
RS ANDDH ERSIL TKLKQ QCGGQF TSKM EGMVT DLTLAR ENQN SFEDY LGSNPA ANPG IDLTV TVLTT GFWPS YKSFD INLPSE MIKC VEVFK GFYETK TK
KS GNDDH ERLIL TKLKQ QCGGQF TSKM EGMVT DLTLAK ENQN HFQEY LSNNPA ASPG IDLTV TVLTT GFWPS YKSSD LRLPME MVKC VEVFK EFYQTK TK
NS ASDDA EASMI SKLKQ ACGFEY TSKL QRMFQ DIGVSK DLNE QFKKH LTN--S EPLD LDFSI QVLSS GSWPF QQSCT FALPSE LERS YQRFT AFYASR HS

HR KLTWI YSLGT CNING KFDPKT IELV VTTYQ ASALLL FNAS DRLSY QEIMAQ LNLS DDDVV RLLHS LSCAK YKILN KEPS-- -TKT ISQTD VFEFNS KF
HR KLTWI YSLGT CHING KFDQKA IELI VSTYQ AAVLLL FNTT DKLSY TEILAQ LNLS HEDLV RLLHS LSCAK YKILL KEPN-- -TKT VSQND AFEFNS KF
HR KLTWI YSLGT CHING KFEPKT IELV LGTYQ AAVLLL FNAS DRLSY SDIKSQ LNLA DDDLV RLLQS LSCAK YKILT KDPS-- -NRT VSSTD HFEFNS KF
GR KLTWL YQLSK GELVT NCFKNR YTLQ ASTFQ MAILLQ YNTE DAYTV QQLTDS TQIK MDILA QVLQI LLKSK LLVLE DENANV DEVE LKPDT LIKLYL GY

TD KMRRI KIPLP PVDEK KK---- VIED VDKDR RYAIDA SIVR IMKSR KVLGYQ ELVM ECVEQ LGRMF KPDVK AIKKR IEDLIT RDYL ERDKD NPNLFK YL
TD RMRRI KIPLP PVDER KK---- VVED VDKDR RYAIDA AIVR IMKSR KVLGHQ QLVS ECVEQ LSRMF KPDIK AIKKR MEDLIT RDYL ERDKE NPNMFR YL
TD KMRRI RVPLP PVDER KK---- VVED VDKDR RYAMDA CIVR IMKSR KVLPHQ QLVL ECVEQ LSRLF KPDFK EIKKR IEDLIT REYL ERDQE NPNVFK YL
KN KKLRV NINVP MKTEQ KQEQET THKN IEEDR KLLIQA AIVR IMKMR KVLKHQ QLLG EVLTQ LSSRF KPRVP VIKKC IDILIE KEYL ERVDG EKDTYS YL
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Supplemental Figure 5. Alignment of Amino Acid Sequences of Pi CUL1-C and Pi CUL1-G of
P. inflata, ATCUL1 of Arabidopsis, and CUL1 of human. For a given site, the amino acid that is
present in at least two of the sequences is highlighted in dark shading, and the amino acid(s) that is
(are) similar to the residue in dark shading is (are) highlighted in gray shading. The black dots show
the Skp1 or F-box binding residues and the open circles represent the Rbx1 binding residues in human
CUL1 (Zheng et al., 2002).


