VIP4 (AT5G61150): global tree
File name: VIP4.njtree0.svg
87 aa residues 27 OTU included.

Assemble Job Id: DA18Wt

Tree job id: 4g7XqE
BP values out of 100

Oryza XP_479609 has little similarity to VIP4 and not included in the phylogenetic analysis.
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100 jAT5G61150 = NP_200923 NP_851237 BAB10377 AAN72069 AAP37745 VIP4 (VERNALIZATION INDEPENDENCE 4)/VIP4 (VERNALIZATION INDEPENDENCE 4) /unnamed protein product /putative protein /At5g61156
59 L AAMB+969-Arabr . e VERNALIZATION-NDEPENDENCE-4
44 84 XP_469819 Oryza sativa (japonica cultivar-group) AAR01669 putative Paf1/RNA polymerase || complex protein /putative Paf1/RNA polymerase || complex protein
100 | I XP_476400 Oryza sativa (japonica cultivar-group) BAC79561 BAD30643 ABA99074 putative VERNALIZATION INDEPENDENCE 4/putative VERNALIZATION INDEPENDENCE 4 /putative VERNALIZATION INDEPENDENCE 4 /Leo1, putative
Ppa_VIP4_1_1
Smo_VIP4_2 1 Smo_VIP4_1_1
3225_Cre

CAF99832 Tetraodon nigroviridis unnamed protein product
NP_996950 Danio rerio AAH66443 senescence downregulated leo1-like/Senescence downregulated leo1-like

28 NP_001005548 Rattus norvegicus AAH82098 Leo1, Paf1/RNA polymerase Il complex component, homolog /Hypothetical protein LOC300837

65 CAH93380 Pongo pygmaeus hypothetical protein

XP_863075 Canis familiaris XP_535485 NP_001034611 Mus musculus XP_870169 Bos taurus NP_620147 Homo sapiens XP_510408 Pan troglodytes AAH18147 Homo sapiens AAP68819 AAH83358 Mus musculus PREDICTED: similar to senescence downregulated leo1-
75 XP_413803 Gallus gallus XP_424665 PREDICTED: similar to senescence downregulated leo1-like/PREDICTED: similar to senescence downregulated leo1-like
AAH94174 Xenopus laevis LOC443607 protein
54 i|:)(P_852166 Canis familiaris PREDICTED: similar to senescence downregulated leo1-like
XP_944777 Homo sapiens XP_933726 PREDICTED: similar to Leo1, Paf1/RNA polymerase |l complex component, homolog /PREDICTED: similar to Leo1, Paf1/RNA polymerase |l complex component, homolog
98 100 r——CAE62056 Caenorhabditis briggsae Hypothetical protein CBG06074
L———NP_502135 Caenorhabditis elegans CAA97406 B0035.11/Hypothetical protein B0035.11
75 NP_524240 Drosophila melanogaster Q94546 AAB18341 AAF51991 AAL68232 Another transcription unit CG1433-PA/ATU_DROME Another transcription unit protein/Atu /CG1433-PA /LD30655p
_|ﬂ|:XP731 2950 Anopheles gambiae str. PEST EAA08401 ENSANGP00000014727/ENSANGP00000014727
XP_624295 Apis mellifera PREDICTED: similar to chitin synthase CHS1A
100 I XP_720406 Candida albicans SC5314 XP_888641 EAL01563 BAE44538 Candida albicans hypothetical protein Ca019.7116/hypothetical protein Cad7.0011 /hypothetical protein Ca019.7116 /hypothetical protein
100 L XP_462057 Debaryomyces hansenii CBS767 CAG90543 hypothetical protein DEHA0G12859g/unnamed protein product
100 ——XP_448664 Candida glabrata CBS 138 CAG61627 unnamed protein product/unnamed protein product
63 NP_983237 Eremothecium gossypii AAS51061 Ashbya gossypii ATCC 10895 ACL167Cp/ACL167Cp
_|£|— NP_014766 Saccharomyces cerevisiae P38439 CAA54391 CAA62122 CAAB4042 CAA99322 Component of the Paf1 complex, which associates with RNA polymerase Il and is involved in histone methylation; Leo1p/LEO1_YEAST Protein LEO1/Leo1 protein /ORF 03278 /YOR327

XP_454052 Kluyveromyces lactis NRRL Y-1140 CAG99139 unnamed protein product/unnamed protein product

0.100



