These 36 OTUs were removed to make this tree.

1) ¢i|6056189|[Arabidopsis thaliana]

2) gi|29371755|[Oryza sativa (japonica cultivar-group)]

3) gi|50944059|[Oryza sativa (japonica cultivar-group)]

4) Icl|Ppa_SEC8AT3G10380_4_1 same with Ppa_3_1

5) gi|72044129|[Strongylocentrotus purpuratus]

6) gi|26390093|[Mus musculus]

7) gi|21740246|[Homo sapiens]

8) gi|7672351|[Homo sapiens]

9) gi|10434337|[Homo sapiens]

10) ¢i|68358920|[Danio rerio]

11) Icl|Smo_SECB8AT3G10380862188867_1 removed because of the low sequence quality
12) gi|47218504|[Tetraodon nigroviridis]

13) Icl|Smo_SECB8AT3G10380862172723_1 removed because of the low sequence quality
14) Icl|Ppa_SEC8AT3G103801006346248_1same with contig3

15) Icl|Ppa_SEC8AT3G103801006343953_1same with contig3

16) gi|76624266|[Bos taurus]

SEC8 (AT3G10380): global tree

File name: SEC8.mltree1.svg

185 aa residues 45 OTU included.
Results of 5 partial trees were included
Assemble Job Id: lIIVgQU

Tree job id: aeny8l |
17) ¢i|76674198|[Bos taurus]
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BP values out of 100 (18) gil76156248|[Schistosoma japonicum]
Analyzed by saori@nibb.ac.jp (19) ¢i|88178449|[Chaetomium globosum CBS 148.51]
. 47 (20) Icl|Ppa_SECB8AT3G103801042066147_1 removed because of the low sequence quality
Date: Mon Jul 03 16:17:09 JST 2006 (21) Icl|Ppa_SEC8AT3G10380993727040_1 same with contig2
(22) gi|72071988|[Strongylocentrotus purpurat
(23) gi|29841121|[Schistosoma japonicum
(24) gi|68129101|[Leishmania major]
(25) gi|29371983|[Oryza sativa (japonica cultivar-group)]
(26) gi|47211773|[Tetraodon nigroviridis]
(27) gi|82747768|[Clostridium beijerincki N
(28) gi|68369952|[Danio rerio]
(29) gi|85710250|[Erythrobacter sp. NAP1]
(30) gi|12846328|[Mus musculus]
(31) gi|67471567|[Entamoeba histolytica HM-1:IMSS]
(32) gi|67482915|[Entamoeba histolytica HM-1:IMSS]
(33) gi|71022823|[Ustilago maydis 521]
(34) gi|50254913|[Cryptococcus neoformans var. neoformans B-3501A]
(35) gi|57228605|[Cryptococcus neoformans var. neoformans JEC21]
(36) gi|82744560|[Clostridium beijerincki NCIMB 8052]

P_317924 Anopheles gambiae str. PEST EAA12983 ENSANGP00000011363/ENSANGP00000011363
AAHT72283 Xenopus laevis AAH94262 LOC432278 protein/Unknown (protein for IMAGE:6861731)
XP_414996 Gallus gallus PREDICTED: similar to SEC8L1 protein
XP_539369 Canis familiaris PREDICTED: similar to Exocyst complex component Sec8
INP_068579 Homo sapiens XP_519391 Pan troglodytes NP_001032203 Homo sapiens Q96A65 BAB21790 BAB55298 AAK57456 AAH26174 CADB9977 AAHE7263 EAL24073 CAH90126 Pongo pygmaeus BAES0552 Macaca fascicularis SEC8 protein isoform a/PREDICTED: SEC8 prote
NP_033174 Mus musculus XP_342656 Rattus norvegicus Q62824 035382 Mus musculus AAC52265 Rattus norvegicus AAB86537 Mus musculus BAB29398 AAH34644 BAC29454 BAC29935 BAC30491 BAC39700 BAD32513 SEC8/PREDICTED: SEC8-like 1 /EXOC4_RAT Exocyst compl
XP_688346 Danio rerio PREDICTED: similar to Exocyst complex component Sec8
ICAHE8831 Danio rerio CAHE8983 novel protein similar to vertebrate SEC8-like 1 (S. cerevisiae) (SEC8L1)/novel protein similar to vertebrate SEC8-like 1 (S. cerevisiae) (SEC8L1)
P_781386 PREDICTED: similar to Exocyst complex component Sec8 (rSec8)
NP_492732 Caenorhabditis elegans Q9XWS2 CAA21575 yeast SEC homolog family member (sec-8)/EXOC4_CAEEL Probable exocyst complex component 4 (Exocyst complex component Sec8)/Hypothetical protein Y106G6H.7
AE58944 Caenorhabditis briggsae Hypothetical protein CBG02212
EAL28195 Drosophila pseudoobscura GA15236-PA
NP_730996 Drosophila melanogaster QOVNHE AAF51959 CG2095-PA/EXOC4_DROME Probable exocyst complex component 4 (Exocyst complex component Sec8)/CG2095-PA
AAMS0314 Drosophila melanogaster AAW83821 SD04949p/Sec8 protein
XP_321399 Anopheles gambiae str. PEST EAA00822 ENSANGP00000008527/ENSANGP0000000
XP_638382 Dicty iscoideum AX4 EALE5069 Dictyostelium discoideum hypothetical protein DDB0218637/hypothetical protein DDB0218637
CAJ048 hypothetical protein, const
P_822315 Trypanosoma brucei TREU927 EAN77487 Trypanosoma brucei hypothetical protein Tb10.70.7690/hypothetical protein, conserved
10611_Cre
Smo_SECBAT3G10380

disc

XP_481558 Oryza sativa (japonica cultivar-group) BAD31511 similar to exocyst complex component Sec8/exocyst complex component Sec8-like
AT3G10380 = NP_566372 Q93YU5 AAL24111 BAC43144 SEC8/EXOC4_ARATH Probable exocyst complex component 4 (Exocyst complex protein protein

Smo_SEC8AT3G10380_1_1

SAJ09145 Le major hypothetical protein, conserved
NP_800072 Vibrio icus RIMD 2210633 BAC61905 putative { ive chemotaxis transducer
P_( sp. MR-4 ZP_00854827 Shewanella sp. MR-7 EAP23826 EAP45763 Shewanella sp. MR-4 Histidine kinase, HAMP region:Bacterial is sensory istidine kinase, HAMP region:Bacterial chemotaxis sensory transduce
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