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Tab. 1 Physical and chemical information of 64 phospholipase family genes
e PN BRY i;j{‘;& Sy FEE /o AFHE Qe k) BRI AR B ifﬁm gy T /u AL gk
OspPLAIITE 1.LOC_Os12g41720 479 48 234.68 9.43 XII LOC_0s04g36710 469 50 215.7 9.00 v
LOC_0s03g30290 414 46 309.28 12.12 111 OspPLAIle 1.OC_0s08g37210 431 46 752.44 6.67 VIII
OsPLDBI  LOC_0Os10g38060 1046 116 544.77  7.29 X LOC_0s06g49860 933 102 381.36  5.00 VI
OsPLDa LOC_0Os01g07760 812 92 219.32 5.6 1 OspPLAIIE 1.OC_0s08g37250 285 31 833.1 5.62 VIII
OspPLAIIIS 1.LOC_0s06g46350 404 41 563.17 8.94 VI PLC LOC_0Os12g37560 590 65 513.55 6.42 XII
OsPLDa4 LOC_0Os06g40170 832 92 513.68 5.92 VI PLA?2 LOC_Os11g34440 164 17 305.66 4.91 XI
OsPLDa5 LOC_0Os06g40180 842 93 236.21 5.89 VI PL LOC_0Os11g04940 405 43 138.4 6.99 XI
OspPLAIVa LOC_Os01g55650 1 044 114 905.82 5.82 1 PLD LOC_0s09g37100 854 96 460.55 6.75 IX
OsNPC1 LOC_0s03g61130 545 60 957.77 6.88 111 PLA2B LOC_0s09g31050 359 39 713.37 4.97 X
LOC_0s01g72520 520 57 596.87 5.98 1 PLD LOC_0s09g25390 817 89 964.53 6.02 X
LOC_0s03g63580 527 57 962.37 5.42 111 PLC LOC_0s09g02729 412 44 734,77 5.21 IX
LOC_0Os01g01190 547 60 390.52 7.30 1 PLDal LOC_0s08g31060 886 97 987.55 6.33 VIII
LOC_0Os04g16670 133 14 092.01 5.55 v LOC_0s02g02790 910 99 144.34 11.23 11
LOC_0s02g55920 405 42 712.79 5.98 11 PLC LOC_0s08g01310 411 43 528.36 5.89 VIII
OspPLAIIB 1.LOC_0s03g27610 432 46 400.23 8.78 111 PLC LOC_0s07g49330 598 67 783.01 6.15 VIl
OspPLAIIle 1.OC_0Os03g14950 469 49 701.33 6.21 111 LOC_0s03g18000 117 13 346.1 5.33 111
OspPLAIIy LOC_0Os09g28770 405 44 801.64 8.49 IX PLD LOC_0s07g15680 838 94 957.94 6.84 VII
OspPLAIIO 1.OC_0Os11g39990 417 45 256.63 5.78 XI PLD LOC_0Os06g44060 512 57 195.11 8.96 VI
OspPLAII. 1LOC_Os11g40009 245 26 307.93 5.07 XI PLD LOC_0s06g40190 817 91 318.9 6.56 VI
OspPLAIle 1L.LOC_Os01g67310 411 45 577 8.29 1 PLDpl LOC_0Os05g29050 1164 132 520.7 6.37 Vv
OspPLAV 1LOC_Os11g34370 385 41 655.65 8.82 X1 PLD LOC_0s05g07880 824 91 600.7 5.90
OspPLAIIX 1.OC_0Os12g36610 349 37 941.22 7.76 XII PLC LOC_0s05g03610 598 67 052.3 5.69
LOC_0s05g32100 206 21 913.75 5.10 A\ PLC LOC_0s04g59310 468 48 671.31 6.32 v
OspPLAIVB LOC_0s03g59620 820 90 395.52 6.53 111 PLC LOC_0s04g35100 413 45 005.3 8.17 v
OspPLAIIx 1.OC_0Os12g36530 477 52 339.96 6.77 XII PLD LOC_0s03g62410 847 94 803.08 7.81 111
LOC_0s06g18930 953 102 946.35  9.09 VI PLA2 LOC_0s03g50030 163 17 113.75 5.76 111
OspPLAIIly 1.OC_0s03g57080 462 47 466.63 6.19 111 PLC LOC_0s03g30130 377 40 840.18 5.07 111
OspPLAI 1.OC_0s07g33670 1266 134 367.25  6.49 VII PLD LOC_0s03g27370 851 93 550.93 8.31 111
OspPLAIIIB L.OC_0s03g43880 441 45 147.95 9.23 111 PLC LOC_0s03g18010 484 54 845.7 6.00 111
OspPLAIIle 1.OC_0Os07g05110 426 44 588.75 9.76 VI PLD LOC_0s03g02740 904 100 864.16  7.04 111
OspPLAITy 1.OC_0s08g28880 442 46 774.36 6.98 VIII PLA2 LOC_0s02g58500 138 14 884.5 8.45 11
OspPLAIIS 1.OC_0Os08g37180 430 46 813.66 7.63 VIII PLD LOC_0s01g20860 991 112 842.18 6.06 1
¥ . PL 3/~ phospholipase
2.3 KIEBEASEERRE E OsPLX #EL 5 #h
HR 5 WG G A HE ) OsPLX St iy 2 A BT 51 R Mega X AT 2 774 Lu X IE A A R 40 & B (K
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Fig.1 Phylogenetic tree of phospholipase family
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Fig.2 FExpression pattern of phospholipase family(colour online)
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Genome wide screening and bioinformatics analysis of rice
phospholipase family proteins

Cao Mengyu', Sang Shifei', Wang Yanan', Zhou Jing', Wang Junyi', Zhang Wenling”, Ji Shengdong'

(1. College of Life Sciences, Henan Normal University, Xinxiang 453007, China;

2. Henan Seed Management Station, Zhengzhou 450046, China)

Abstract: The method of homologous screening of identified phospholipase genes can be used to identify and screen the
whole genome-wide phospholipase genes in rice. in favor of further studing the functions of family genes. Through the analysis
of rice genome, we screened and identified the members of phospholipase family, and analyzed the physical and chemical prop-
erties, such as transmembrane, isoelectric point, molecular weight, evolution, sub-localization and expression characteristics
of phospholipase gene encoded protein. The results showed that rice phospholipase family genes were divided into three sub-
groups, the genes in the subgroup showed obviously similar structure and evolution characteristics, and the proteins encoded by
the phospholipase family genes had the same three conserved motifs, and the phospholipase family genes on chromosome
showed obvious imbalance, most of OsPLX genes were low expressed, some of them showed tissue expression preference, and
a few of them were high expressed in various tissues or growth stages of rice, which may be related to rice development.
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