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GBB-entamoeba SLEYMAEDLOAKT IQERKETIDQIKEET! DITMKKET - - SEIPGT 108
GBB-diatom - 49
plant_ancestor L XXLLDEDVARE:! m 105
fungi_ancestor LEKEXIXXKKDXLA ILRAMA- - 92
P17343 |GBB1l_CAEEL L LATVA- 97
Q20636 |GBB2_CAEEL L HKLNBIPIO| 110
P26308 | GBB1_DROME SL KAA ILL 97
Q9W3J1 |GBB5_DROME 112
P62873 | GBBl_HUMAN 97
P62879 |GBB2_HUMAN 97
P16520 [GBB3_HUMAN 97
QYHAVO | GBB4_HUMAN L L e KACNDAT: 97
014775 | GBB5_HUMAN _PI.V.VP_E-AI. _ CETCAET] ASLKSEAESLKGKLEEERAKLHDVELH| 147
ruler 1l....... eeeesee300i0nce..40.... PN 1 P
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GBB-entamoeba -MKFVACGGLI 247
GBB-diatom FE( ILIACGGL! 187
plant_ancestor Al FSPX - GNSVACGGLI 252
fungi_ancestor PS - GNFVACGGL! 225
P17343 |GBB1_CAEEL PS - GSFVACGGL! 232
Q20636 | GBB2_CAEEL FSP§ - SQMIACGGL 248
P26308 | GBB1_DROME AYA 232
Q9W3J1|GBB5_DROME 11 AYA [FVACGGL] 250
P62873 | GBB1_HUMAN AYA Gl ’ACGGLDNICST 232
P62879 |GBB2_HUMAN AYA [FVACGGLDNICST 232
P16520 | GBB3_HUMAN VACGGLI CST 232
Q9HAVO | GBB4_HUMAN AYA 'ACGGLDNICST 232
014775 | GBB5_HUMAN 287
ruler .
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GBB-en H LGCL ] ITKL §PDGY.
GBB-diatom APFPDGHAPG CGT Lu -QCAFALPEP LGVNKNGDALC!
plant_ancestor KFFPDGXRFG LQ QXXGDGX LLFAGYS] SADGDALC! 371
fungi_ancestor QFFPXGNAFA! RELN. LKG 301
P17343|GBB1_CAEEL AFFPSGNAFA INIICGI! o} 340
020636 | GBB2_CAEEL RFHPNGDAFA SILFPVNGVDFSL C 356
P26308 |GBB1_DROME TFFPNGQAFA INIICGT A 340
Q9W3J1|GBB5_DROME KFHPCGDAIA! SIIFGV. s 358
P62873 |GBB1_HUMAN CFFPNGNAFA INIICGI! A 340
P62879 GBB2 HUMAN AFFPNGYAF! INIICGI I 340
P16520 |GBB3_HUMAN CFFPNGEAT SIICGITSVAFSL C] S 340
QOHAVO | GBB4_HUMAN SFFPNGYAF: NIICGI C] LKG 340
014775 | GBB5_HUMAN RE¥PSEDAF: LYD I LKG 395
ruler ...‘...310.‘...‘.320...‘...330.‘...‘.340...‘... .




