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Supporting	Information	S1.	The	benchmark	dataset	contains	a	positive	subset	
formed	by	1,934	N6-methyladenine	(6mA)	site	containing	sequences	and	a	
negative	subset	formed	by	1,934	non-6mA	site	containing	sequences.	All	these	
samples	were	derived	from	the	genome	of	Mus	musculus.	Each	of	the	samples	is	
41-bp	long	with	the	adenosine	at	the	center.	See	the	main	text	for	further	
explanation.	
	
I.	The	positive	subset	contains	1,934	6mA-site-containing	sequences	
>P_1 
TGATTTTCAGTTTTCTCGCCATGTTCGAGGTCCTACAGTTT 
>P_2 
GAAAATCACGGAAAATGAGAAGTACACACTTTGGGACATGA 
>P_3 
ATGTCCACTGTAGGACGTGGAGTATGGCAAGAAAACTGAAA 
>P_4 
TACACACTTTAGGACATGAAATAAAGCGAGGAAAACTGAAA 
>P_5 
ATTGAAAATGAGAAACATACAGTTGACGACTTGAAAAATGA 
>P_6 
TAGAACAGTGTATATCAATGAGGAAAGTAATAAGGATATTG 
>P_7 
CGTCATTTTTCAAGTCGTCAAGTAGATGTTTCTCATTTTCC 
>P_8 
GAAAAACGTGAAAAATGAGAAATGCAAACTGTAGGACCTCG 
>P_9 
GTTCTACAAATCCCGTTTCTATACTTTCTCTTGTTTTTCAT 
>P_10 
GACTTTGAATATGGCAAGAAAGCTGAAAATCATGGAAAATG 
>P_11 
GTCCTACAGTGGAAATTTCTAAAATTTCCACCTTTTTCAGT 
>P_12 
TCCTAAAGTGTGTATTTCTTATTTTCGTGATTTTCAGTTTT 
>P_13 
GAATATGGCAAGAAAAATGAAAATCAAGAAAAATGAGAAAC 
>P_14 
AATATGGCGAAGAAAACTGAAGAAGTTTGAAAATTTAGAAA 
>P_15 
TTAGGACGTGAAATATGGCAAGGAAAACTGAAAAAGGTGGA 
>P_16 
CCTGAGGAGTCCTGTGGCAGAGCGGACGCAGGACCCACAAC 
>P_17 
TTCCAGGTCCTTCAGTGTGCACCTCAAAATTATAGTGTGTG 
>P_18 
ATTTTCAGCTTTCTAGCCATATTCCAAGTCCTACAGTGGAC 
>P_19 
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TTAAAATGGAGAGGACAAGCATGAATGTGTTGCTCTCTGCT 
>P_20 
AAAATGAGAAATACACACTTAAGGACGTGAAATATGGCGAG 
>P_21 
GGAAAACTGAAAAAGGTGGAAAATAAAGAAATGTCCACTGT 
>P_22 
ATTGTAGAACATAGTATATCAAGGAGTTACAATGAGAAACA 
>P_23 
AGTTGACGACTTGAAAAATGATGAAATCACTGAAAAACGTG 
>P_24 
CTTGTTCCCACAGCCGTCACAGCTTGCGGACAAAAGCCGAG 
>P_25 
CATCCACTCGAGGACTTGAAAAAAGACTAAATCACTGAAAA 
>P_26 
CATCACTGTTGTTTGTGACCATCACTTGTGCTCCTGTCCAC 
>P_27 
CAGTTTTCTCGCCATATTCCAAGGCCTACAGTTTGCATTTC 
>P_28 
TTGCCTGGACAAGTTTTCTGATAGGTTTGACTGAGTAGAAA 
>P_29 
TCCTATAGTGTGCATTTCTTATTTTTCACTTTTTTCAGTGA 
>P_30 
TAGTCTCACAAGAGACAGCTACATCTGCGTCCTTTCAATAA 
>P_31 
CTTTCCAGATGTATGGAGTCAAGCATCAGTTTCTCTATTTG 
>P_32 
GACACACAAGTCATCTTAGAATAAAAGTAAACCTGACTAAG 
>P_33 
ACCACCACACCGTCGGGACAATGACCACTGCTAGCCTCTTT 
>P_34 
GCACTGATGTGCAACATACAATAATTCATGGAAGGGGTAAG 
>P_35 
AATCATGGAAAGAGAGAAACATGCAGTTGACAAATTGAAAA 
>P_36 
ACTTCCTGTGGTATGAGGGAAACAAAGTCCTCCCACCAGTC 
>P_37 
GACCCTGAGCCGGCAGCCGGAGCGACCGGCCATGGCGGCCT 
>P_38 
ATCCCACCGCCAGGGTACCCACCTCGGCACTCCGGCAGGCC 
>P_39 
AGCATTTGGAGAGCAGAGAGAAAGTGCTCTTGATGAAAGGA 
>P_40 
AGCTCATTACCAGCCAGCTAATCGGTCAAGAAAAAAGCCAA 
>P_41 
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GTACCTGAAGAAACCATAGGAATGCAAATAAGTGCACAAAA 
>P_42 
CGACCCGGAGCTCCGCCATTAAAATACCTCGTGTTGTTACA 
>P_43 
TATTCCATGTCCTACACTAGACAATTCTAAATTTTCCACCT 
>P_44 
TTTGCCTAGGAATTTCATAAATTCTTTCTTTTTAATAGCTG 
>P_45 
TATATGGTCAATTTTGGAGAAGGTCCGTGAGGTGCTGAGAA 
>P_46 
TGACTGTTTATCTGTCACCTAAAGCTCCTAGGCTGACAGGT 
>P_47 
TAGGCAAAGCAGAGAGCCCCAAAGGAACTTACATAGAGGTG 
>P_48 
TGTTTGCTGGGCCCCGGCATAGTCTCACAAGAGACAGCTAC 
>P_49 
ATAAGCCTGGATTTGGCAGCACATGTCTGTAATTTGAACGC 
>P_50 
AGTTTGCTCCCAAGCAAAGGATGTTAAGAAGAAAATACAGG 
>P_51 
GCTGTAAGAGTGGCGTGAGAAATGATACCCAGGCAAGCACC 
>P_52 
ATTGTTGTGTCTTCTGTTTCACTGAATTGATTTCTAGGTAC 
>P_53 
TCCCTAAGTTGCTTTTGGCCATGGTCTCTAGCCTGATAATA 
>P_54 
AGCACCCGCCCTCTGGACACAGGTACCAGACGCAGGGAGAA 
>P_55 
TTAAAACGTGAAATATGGGGAGGAAAACTTAAAAAAATGTG 
>P_56 
ACAGTGCCTGCCCAAATCCAATCGCGCGGAACTTGAGACTG 
>P_57 
ATTTCTACACACAGATATAGACACATAAACATAACTGAAAA 
>P_58 
TCACTTTATGTTATTTTTTAACATAAAAATTTCAACTCAAG 
>P_59 
ACATTTCTTAAGGGAGGGGGATGACAGTACTTTAGCTCGTT 
>P_60 
TCCCTCCCCCTCCACAATGGAAAGTTTAACTCTCTGGATCT 
>P_61 
TGCACAATGTAGTACCTGTAATATGGAAAGAAAACTGAAAA 
>P_62 
GTTGGGACCAGGAGCTTCCTATATTTTATGCTTCAGAGACA 
>P_63 
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ACACTACACTATACATCAGGATGTAAATCAGCATACTGGTA 
>P_64 
GTTGGAAACGGGATTTGTAGAAGAGTGTATATCAATGACTT 
>P_65 
AAGGTAAATACATGAAAAACAAGAGAAAGTATAGAAACGGG 
>P_66 
AAAGAAAAGAATTGTTTCAGATAAGAACATTAGTATGCAAC 
>P_67 
TTTCACGTCCCAAAATGTGTATTCCTTATTTTCCATGATTT 
>P_68 
GAGTATGCATGGTGGGACTCATGGCTCCAGCTGCATATGCA 
>P_69 
ACCAAGCACCTCCCTGGGGAATGTAAGTAGGTTTCCAAACA 
>P_70 
GTGGCCGGTTGTCTCTCACTAATTTAATAACATGTTGTACC 
>P_71 
GGTGGCTTAATCTCTGGGAGATCCCAGGGGTCCCCGTTAGT 
>P_72 
TTGCATGAAAAATAGTTTAAAATACCTACTTCCAATTGATT 
>P_73 
CCCATATGGTATAATATTGAATTGCAACCCTGTTCTGAAAG 
>P_74 
CTACATTTATAAGTAAGGCCATTTTAGGTTTAACTAGAATT 
>P_75 
CGCTTCAGCGGTCCTCCTGGATCTCTCCCTTACTAATCAAG 
>P_76 
AGCCAAGAGGATGCCAATATAGCTGGAAGAAGAAGCACTTG 
>P_77 
GATGAGTGAGTTAACCTGAAAAACAAATTCGTTGGAAACGG 
>P_78 
TCTGCAGTGTGGTTTTTATCATTTTCGATGTTTTTCATTGT 
>P_79 
CTCAAATCAGGAGCCACTCCATTGGGGTTCGACAATACCCC 
>P_80 
TTCCTCTTGGGTATGGAGAGATGGCTTAGCAATTAAGAACA 
>P_81 
GAAAAATGACGAAATCACTGAAAAAAGAAAAAATTAGAAAT 
>P_82 
CTCTCAGGGACTAAATCACCAAACAAAGAGTATGCATGGTG 
>P_83 
AGCACAGGCTGTTCTTTCAGAGGATCTGGGTTCAATTCCCA 
>P_84 
TTTTCAGTTTTCCTCACCATATTTCACACCCTACAGTGTGT 
>P_85 
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CCAAACGCTGACACCATTGCATACACTAGCAAGATTTTATT 
>P_86 
ACAGGGTCCAATTAATACGGACCGACACCTCTAAAACCGTG 
>P_87 
TCTCACTCAAACCGCCACAGAGCTTACTGCAGCTGGCCACA 
>P_88 
TTCTGCTTCCCTGCGACGCCATTCCTCACTACCTTAGCCCC 
>P_89 
ACTGAAAATCATGGAAAATGAGAATCATCCACTTGAGGACT 
>P_90 
GAGCAGAAACCTCCAGGTATATTCTCAGGGATCCACACTGT 
>P_91 
TGTCCCAACCACCTGATGCCAGCTGCTTGGAGTCCGGGCTG 
>P_92 
TAGCTCAGTGGAAGGATGCTAAAGTTACTGGGTTTGGTACT 
>P_93 
CGACGACTCTCACTTGCCCCAGCCCCAGCGAGAGGTTCTGA 
>P_94 
ATCCTGTTCATTGGTGGAACATGATAAACCTCATTGCGAAG 
>P_95 
ACTGAAAATCACCGAAAATGAGAAATGCACACTTTAAAACG 
>P_96 
AGAAAACTGAAAATCATGGAAAGAGAGAAACATGCAGTTGA 
>P_97 
CACAATTTAAAAATAATAAAATAAATTGTCAACAAATTAAA 
>P_98 
CTTCATTCTCATCCACTCCTATTATCCGTAGGTTTGGTCTT 
>P_99 
ACTACTCAGCTATTAAAAAGAATGAATTTATGAAATTCCTA 
>P_100 
AGTGGAGACCTGGAAAGGGGAAAACAATTGAAATGTAAATA 
>P_101 
GGAATCTCAGGGTTGTTTTGATTTGCATTTCCCTGATGATT 
>P_102 
CTCTTCTTTGCTCTGCAAACAGCTATCAACACTCAAGAGCC 
>P_103 
GATAGAAGATAGATAGATAGATGATAGATAGATAGATAGAT 
>P_104 
GGAACTGAATGCAAGTCTTCATGATTAAGTTGTCAGTGTTC 
>P_105 
AAACCACAGAAAGATCCAACAAAGATAGAGAACTTCAAACC 
>P_106 
TCTCCATTACCTCAGCTCTGAGGTTACAAATACATGTCACC 
>P_107 
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GATGTTTCTCATTTTCCATTATTTTCACTTTTCTTGCCATA 
>P_108 
TTGTAACATTCTATGTCTTAAGCTTCACTCCCAGATGGTAT 
>P_109 
ATGGCTCAGTGGGTAAGAGCACCCGACTGCTCTTCCGAAGG 
>P_110 
TTTATAACATATTGAGCCTCAGACATTATGTTTTAGCAACA 
>P_111 
CCAGAGACAGAGGCAAGTGGATCTCTGTGAGTTTGAGCCTT 
>P_112 
CTACAGTGTACTTACATACAACAAATAAATAAATCTTTAAA 
>P_113 
AATGTTTTACTGAGAAAAACAGTCTGAGAAGGCATCAGAGA 
>P_114 
GCATATTAAATGTTTAAGGCATATTAAAAGACAAGGCTCTC 
>P_115 
ATTTAAAAAATTGAGTGTAAAGAGTGCCATAGACACAGACA 
>P_116 
CGAAGGGTGTATCTCAAATAAGTAACTTCAGTCTGACACAG 
>P_117 
GGAAAAAAAAAAAAGAAAGCATCTTCATCAAATGGTACTAG 
>P_118 
TTTCTTTGAGAAAGGTGGCCATTGGCAGGTTTCCCACGCCC 
>P_119 
CAGACACACCAGAACAGGGCATTGGATTTCATTACAGATGG 
>P_120 
CTGCACAGGTGAAAGTGTAGAATACAGAAGCTAACAGCTTC 
>P_121 
GAGCAGCAGAGGCACTTTAGACTTCTTTACCCCAGCATCCC 
>P_122 
TCGGTGCTTCCAGAATCTACAATAGTTTCACAAAGAAATAT 
>P_123 
GAGCTCGTGTCTCTAGCTGCATATGTATTAAAAGATGGCCT 
>P_124 
GTCGAATTGCTCTGGCTAATACTTCAAGTACTATGTTGAAA 
>P_125 
AGCACACTCCTACATTTGACAAATGTTCTGCTGAGACTGAT 
>P_126 
GTCAGAGACGCTGGGAACAGAAGCCTCGGGATTGGTGAGCA 
>P_127 
AACTGGAGAACCTGGATGAAATGGACAAGTTTCTAGACAGA 
>P_128 
AGGAGCACTGCTTCCTCTGCATTCCAAGACAGTGGCAGCTT 
>P_129 
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TTTGTAAAATAAATACTCAAACTCCTCAAACTACACAGAAG 
>P_130 
GCAGCCTCAGCCTCAGCAGCAGCGGTCGCCATCTTGGTCCC 
>P_131 
AATTAAGAAAAAGAAGAAGAAGAAATCTGAAAAAAAGAAAA 
>P_132 
GTAATAAAATTTTTGTTAAAATATTCTTTTGTGACAAGTTC 
>P_133 
TATAGCTGTTTTCATTAGTCAGCTAGGTGTGTGGGAAGATA 
>P_134 
TTTACAATTTTGTGTATGTGATTAACAAGGAAATCTGGAAT 
>P_135 
CCACACATGGATACATTCACATACGCAAGCATGAATTAGTA 
>P_136 
GCCATGAGCATCAAGATTTAAAAAATTGAGTGTAAAGAGTG 
>P_137 
CTCTCAGTGAAGTGAAGATTACTGTCCATTAAGTCCCTTTA 
>P_138 
TTGCTTGTATTTTATCTAGAAATTTTTCAACACTTTTACTA 
>P_139 
ATCAGTGGAAAGAGAGGCCCATTAGTTGTGCAAACTTTATA 
>P_140 
ACGGAAAATCACGGAAAATGAGAATAACACACGTTAGGTAG 
>P_141 
ATTCACACACTGCTAAAGCGACCTCCTTCCACCACATTAGA 
>P_142 
ATAATTTGACATAACTTTTCAAAGAAACCAGAAGTTTCCCC 
>P_143 
TGTGCAGGCAAAATGCCCATACAAATAAAATAATATTTTTT 
>P_144 
TGATTTTCAGTTTTCTTTCCAAAGTAGGTACACACACAAAA 
>P_145 
AGTCCCCTATCTGATTTAGGATAGTAAAGATCCTTTCCCAA 
>P_146 
TGGAAACTCACCTTAAAACTAGCTGTAACATCACATCTTCA 
>P_147 
CTCAGGTCCCATGTGATTGGATTGGAGCAGATGCTGTGTTC 
>P_148 
GGGTTACATCCTGGAGATTGAAAAGCCAGCTTGGACTACAT 
>P_149 
AGACAGACACAAACACACATACATACACATCAGGAAGGCAC 
>P_150 
TAATTCCACTAAACCTCAGTAGAATCAAAGTCAGTAGAGAC 
>P_151 
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TTAAACATAAAGAGAATAATAACACCATATTCTTCTCTCTT 
>P_152 
TATGCTCCAAATGCAAGGGCAGCCACGTTCAAAAAAGAAAC 
>P_153 
GATGTGACAGGTTGAAAAGTAGGTAGTAAGATTCTTATGGC 
>P_154 
GCACAACCCAAGATACTTCCAATGTAGATATAACCTCTACA 
>P_155 
CCTCAAATATCTGACCCTTTAAACATATCTAAAAAATCACT 
>P_156 
AGAGACTTGAAGTTCTTATCATATTGATCTTTCACTCCCTT 
>P_157 
GCCTTCAAAAAATTAATCAAAGAAATTAAAATGACTCTTCT 
>P_158 
TCTGCAGCCTTGGAAACTACAACTTGTTGATTGTGATGGTT 
>P_159 
TGGAGAGTTCAGATATCTGGATGTTTACATTAGTTTGTTTT 
>P_160 
CCATAATGAGATTTGACACCATCTTCTGGTGTGTCTGAAGT 
>P_161 
GCAGAAAAGAGATTGGAGTTACAGACAGTTGTAAGCTGCCA 
>P_162 
TAAGATATTGAGAATAGGCCAGGCGGCTGTGGCACACACTT 
>P_163 
AGGGAATGGCAGGGCCAGGAAGCAGGAGTGGGTGGGTTGGG 
>P_164 
TCCACACAATGAAATTTCTGATAGTGGGCACTTAAAGAAAA 
>P_165 
TACCTCCCTCTGTCTCAGACATAGGAATATTTGCACCTGCT 
>P_166 
AGCTGCGGCTGTCACACAGCATGTGGTTTCTGGGAGGCGAG 
>P_167 
TCACACCTAAATAAAAAAGAAATAAATCTTAAAAAAAAAGA 
>P_168 
GGGCAGGGACCATGCATGTAACATACCTAGCACAGGGTCTG 
>P_169 
AACAGAATCAGTAGAAAAGTAGGTGCCATGGAAGGGATGTT 
>P_170 
GCTTGGGATTTCCCTCACGCAAAGATGCTGCCCAATTGAAG 
>P_171 
ACTAGGCCATCTTCTGATACATATGCAGTTAGAGACAAGAG 
>P_172 
CACTCTTTCCTAAAATACGAATTATGTTATGCTATAGAACT 
>P_173 
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TGAACAGCATGGATGACAGCACTGTGATTCCCAGAGACATC 
>P_174 
TTTGGAAGGGTCAAGAAGAAATAAGGTTTCCCATGTGCCTT 
>P_175 
ATGGTTTGATATTCATTTCCAAATGTTGTATCTGTATCTTG 
>P_176 
CCCTAGTCAAAGTCCGAGCCAAATAGATATTGTCACATGTG 
>P_177 
GGAGACTGAATCAAGATGGGAACATGGCACCCAGAGCCAGG 
>P_178 
TGGTCACCTCTACAGGTTAGAGCAGGCTCATGTGAAAAAAA 
>P_179 
TGGAGTTGACCTGAAGTCTCAATTTCCGAAGGATCTGTTCA 
>P_180 
GAAGTCTCAAGTTCCGCGCGATTGGATTGGGGCAGGCACTG 
>P_181 
AGCTGACAACCTGGCGACCGACCGAGTGCTAACGACTCTGG 
>P_182 
TTTTAGTTAAAAAAAAAAAAAGAAAAAGAAAAAGGAGGATT 
>P_183 
CTTAAGTCACCAGGCTTGTGAGGCAATTGCTGAGCCGTCTT 
>P_184 
AGACCTTGCCTCAGTATATAAATCGGAGTGATCAAGGAAGG 
>P_185 
CCCGGCCTTGCCAGCTGTGAAGACATTAAGTGATTTTTCCA 
>P_186 
GATATCAAGCTCACTGAGTGAGGTATCAGTCCTGCATCCAA 
>P_187 
GTATTTCTCATTTTCCAAGAAGTTCAGATTTCTCGCCATAT 
>P_188 
AAAAGGTGGAATATTTAGAAATGTGCACTGTAGAACATGGA 
>P_189 
ATGCATGTGTTGTTGTACTCAATCCCTAGCCTGTCCAGGAT 
>P_190 
AGAAGGAAATCTTTTCCCCAATGCCCATTACACATTAGCCT 
>P_191 
GAATCTTCTGATGCCCTGGGATTGTTTCCTTGGGGGCAGCA 
>P_192 
CTGCTTGGCCTGAATTAAGGACTAAACCCTGTTTCTGCTCC 
>P_193 
ATTGTCCTCTGACTTCTTCTACATACCTACTCTCCTACAAA 
>P_194 
GACTGTGCCTATCCCTCTGCAACTGTAAAACCAAAGAAACT 
>P_195 
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TGGTCTACAGAGTCAGTTCCAGGACAGCCAGGGCTATACAG 
>P_196 
TGTGGGCTGTGCTGCTCTTCAGCACATGGTCCTGGATGGCA 
>P_197 
ATTTCCTAAATGTGGATATGATGCATGAGAACTGCAAAAGT 
>P_198 
CCTCTCACCTGTTCAGACTAATTTCCTAAGTTCGGCGGGTC 
>P_199 
CATGCAGGGTGCCCGCAGCGAGGGCTCCAACTCTTCTCACT 
>P_200 
AATGTAAACCTTTGTGGTTTACGGAAACAACAAAGAGGAGC 
>P_201 
GATGGAAAAGGAGTGAGTGTACCGCCCAAGAAACGAAGGTG 
>P_202 
GTCTTGATGTTTCTGCTCTGAAACTCCTTTATCAAACCTAT 
>P_203 
TTTGCTGAAAGGACCCTGATATAGCTGACTCTTGTGAGACT 
>P_204 
ATCCTCTGTGGAAAAAGCAGAAAAGACTTGTTTAGAGATGG 
>P_205 
CTACAGGAAGACATTCACCCACTCTTAAGGAACAGAAACAT 
>P_206 
CTTTAAAGGCCCTGAAAGAGAAACTCACCACAGGCCTTTCT 
>P_207 
ACACTGGATGGCAGAAAACGATGCAACCCCAAGCCCGTGTG 
>P_208 
TTTTTCTTCACCCAGGCTAAATATTTCTAGTTGTTGTACCT 
>P_209 
GTGTCCCCAGGCCTGCCGGGAAGCGAATCGCCCGGCGCGCG 
>P_210 
AGGGGAGTAGTGTGAGCCCTAGCCAATCTCTCACTTATTCC 
>P_211 
TAAGGATGGCACAGGATAGCATCGCTATCTGGTTTTGGCTT 
>P_212 
GGATCACGGTGAACAAAACAAACAAACAAAAGACAAAGAAG 
>P_213 
TATAGGCTTCAGAAGAAGGTATCTCCCAGATTACAGGTATA 
>P_214 
ACTACTTTGTGTGCTAACCTAAAAAAGTAATTAAAAAAAAC 
>P_215 
ATATATATGGAAGCTTCTGCAGTAGTAGGTTTCCGTATGGC 
>P_216 
CTTCTCTTTTGAGAATGGGAAGCCCCCATCTGGGTCAAGTT 
>P_217 
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GGAGGAAGCTTCAGTTGAGAAAATGCCTCCATAAGTTCTGG 
>P_218 
AGACTAGGATAGAAGAAATGAAAAGGAAGTAAAAAATGTTT 
>P_219 
CATAACTGACCTCTCAATCAAGGAAACCTTTCTTTGCAACA 
>P_220 
TTCACTGGAAGCCAGGGGTTACTGTAACAATTTAATTATTT 
>P_221 
CGTTACAACCCAAAGATGCAAATGTTTTTTGTTTTTTTAAA 
>P_222 
GAGCCTGGTAGTTAGTGGTCAAGCATGAAGTGGTTCTCTCC 
>P_223 
TAAAAACCACACTGTAGAACAGAGTAGATGAGTGAGTTACA 
>P_224 
ATGTGAATACATATGAAAATATGAAAGAAACAGAAGAAGAA 
>P_225 
TCCCTTTGCCTGTGAATTTCATGAAGTCATTGTTTTTAATT 
>P_226 
CTAGACATTTTAATGTTTAAATGAGAAAGAATTCTGAGGCA 
>P_227 
ATTCTCACCTGAGGAATACGAAATGGCTGAGAAGCACCTGA 
>P_228 
TTTATTTGCACTAGATAAGAAACCAAAAAGATAACCATAAA 
>P_229 
AAGCTGACAGGAGGACTGCCAAGTACAAGGCTAGCCTGGAG 
>P_230 
AAATGACTAATTTTACTGTCAGCATATATAGTCTCTGATGT 
>P_231 
GTGTTACCTCACTCAGGATGATGCCCTCCAGGTCCATCCAT 
>P_232 
AGGGGCTCCCTGGGTGTCGGAGGCCATTCTGTGACGCACGG 
>P_233 
TAAGAAGAGAATATTGTAAAATATAAGCAAAGAGAGTAAAG 
>P_234 
GGGGAGTGGGTGGTTAGGGGAGTGGGGTGGGTGGGTATGGG 
>P_235 
AGAAACTTTGGAGTTTCATTAGGTCCCATTTGTCAATTCTC 
>P_236 
TTCACGTTTTTCAGTGATTTAGTCTTTTTTCAAGTCCTCGA 
>P_237 
ATAATCAAACTCAGGGCTGAAGTCAACCAAGTGGAAACAAA 
>P_238 
GATCTAAAATTGGCAGACACACAACCATCAAGCTACTGTGT 
>P_239 
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TTGACTCTGAGCATGCAGCCACTTGAATCAGCAAGTGCTGT 
>P_240 
ACTGCAAATCTGTGTGAGTAATTCATATTATCTTTCCATCT 
>P_241 
TCCTATGGGTGCACGTGAGCATAGCTGTGTATATTGTGCAT 
>P_242 
TGACCATTACCGGAACCTGCAATGCAAATGTGCTATTGTTA 
>P_243 
ATAAAACCAGAGACACTGAAACTTGTAGAGGAGAAAGTGGG 
>P_244 
TTATTTTCTACAAATAAAAAAAAATTCTCATTTGTGTCAGC 
>P_245 
CTTACATTAGCAAATGAAGGAGAAAAATATTCAATGAAACA 
>P_246 
CTTTGTTCTTTATCTGGAAAATTAACTTCAGTCTTCTAAGA 
>P_247 
CATCTGCAGTGAGCTATGTGATATAAACTCAGTTTCAACTT 
>P_248 
AGAGTTCGTAGCATTACCCCATTAGAGTTCAGACTGGGCTT 
>P_249 
CCGCAGTACCTCTCCTGGGCAAAAATCCAGAAGATGTCCCA 
>P_250 
GCACGCCCACTGCCACCTCTACCTCTCCGACCTACAGCTTC 
>P_251 
GGTTATAGGAAGCCAGACTCATAGACATTTTTAAAAATGTT 
>P_252 
CAAAGCTTCATGCTTTCAGCATGGATATTCTAACTGGACTG 
>P_253 
TTAGACAAGAAAAGGAGATCAAGGGGATACAAATTGGAAAG 
>P_254 
GAAGGGAGTCATTTGCACCCATGGGCGTAGTTTTGGTTTGT 
>P_255 
GAGGTGTGTTTTAAGTGAGGAACAAACCAGCTCAGAGATCA 
>P_256 
CAGTGATTTCGTCTTTTTTCAAGACGTCAAGTGGATGTTTC 
>P_257 
CCATCTTTAGAACTGTTAGTATAATTGTCAGAGCTCAGTCA 
>P_258 
AGTTGTGATCCACTCACCAGAGAACCTAAGATCCTGTGGAG 
>P_259 
TTGGGAAGTTTTCTTCAATAATTTTGTTGAAGATGTTTGCT 
>P_260 
CTGCCTGCCTCTGCCTCCCGAGTGTTGGGATTAAAGGCGTG 
>P_261 
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TCTGCTTCCTTCAGCTGTGAACCCATCGATGAAACAGCTAA 
>P_262 
CATCCTGAGGGAGGTAACCCAATCACAAAAGAACTCACACA 
>P_263 
GAAATGTAGAAACTGTCAACAGATATTATTGAAGTACATCA 
>P_264 
AAAACCTCCCAGAGGATTCGAGCGGTCGGTCGGAGGACGTG 
>P_265 
CCCCCACCACCACCAAAAAAAAAAAAAAAAAAAAAGTTTAG 
>P_266 
AGTCTTGTTAGTGCAGAAAGAAAAAGAGGTTGTATTCTGGC 
>P_267 
CAACCATGCAGGCAGATATGATGTTGGAGAAGGAGTTGGGC 
>P_268 
ATGTTGTATAGGAGTTTGGCAGGTAATGTTGAAAACAGTGC 
>P_269 
CTCATGGGGTGTTCCCTATGATGGACTGACCGAAGAGGAGA 
>P_270 
ATTTATTTTAGTTGTTAGACATAGTGCTAATGGAAGTTTGC 
>P_271 
TGAACTAACCAGTACCCCCTACCCAGCTGTGTCTCTAGTTG 
>P_272 
CAAACATCTTCAACAAAATTATTGAAGAAAACTTCCCAAAT 
>P_273 
AATCAATTTGGCAGTTTCTCAAAAAAACTCTCAGGACCCAG 
>P_274 
TGTGAATTCTGTGAAATTAGATGTTCCTTGATGTAATGATT 
>P_275 
GTTGTTCTTTTATTGTTGAGAAGATTTTTTGCTACCCTGTT 
>P_276 
CCTTTCTCTGGCCGGGTGGTACACACCTTTAATCGCAGCAC 
>P_277 
AGGGATGCAAGGTTGATTTAATACACAAAAATCCATTAATG 
>P_278 
AATGCAAAAGTGAACCAATAATTAAAATGTAGAAATTGGTG 
>P_279 
AATGTTCATTCTAATTCAGGAAGCAAATCTGAAAATGAGAA 
>P_280 
TGCAGAGGGAAGGAGAGAGAAAAAAGGGGAGGCAAGAAAGA 
>P_281 
GTATAAAGCTTGGGTTTCTTATTCAGGCTTTGATTCTGTGT 
>P_282 
CTGTCATGGTATTAGTAGTAATGCATAATACTAAATATTCT 
>P_283 
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TACAGTGTCCTCGCTTAGCAATACACTGCTTTACCAAATAT 
>P_284 
ATTGAGAGCAGGTGCTGAGGAACGACTTCAGGCTGTTTTGG 
>P_285 
AGAAAGCTGTTGTATCGTCCATTTTGAGAAGTGCTGGTAAA 
>P_286 
CATAATAATCAAAACAACAAATGCACTAAATAAAGATAGAA 
>P_287 
AACATATGTGTTAAATGTCAAGAAAACTCTTTTTCCCCTGT 
>P_288 
CTTCTGTGCTCTGTCCCAAAATAAGGACCACACTCTCACTC 
>P_289 
TCAATGTTTCCTTACAATTAAACTCCAACTTTTCGATTTTC 
>P_290 
GGTGGAGATCTGGCAGATGTAGTTCCCCTCATCCTTTAGAG 
>P_291 
ACCATCTTAGGAAGAATCTCATTAAGATAGTAATTAAGCTT 
>P_292 
CTCTGGCCCAGAATTTTAGAATGTTAAGGGAACAAAGAAGT 
>P_293 
CATCAGCGAGTATTTTCCCAAACTCGCTTTTCCTCTTTAGA 
>P_294 
GGATTACCTCACGCAGGATGATGTTTTCTAGTTCCACCCGT 
>P_295 
TTCCATGTCTTACAGTGGACATTTTTAAATTTTTCACATTT 
>P_296 
GCAGATGGCCGTGCAAGGCAAGCGGCCGATGCCTGGAATGC 
>P_297 
GTGTTTCTGTGTCCAGGGACAACCTCAGGTCGCTGAGAGGG 
>P_298 
AAATTCACTGAGAACAAGTCACAGCTTCACAGCTTCCTGTT 
>P_299 
CTCGGGCAGTCAGGGATTGCAGGGGCCGTCATCCGTGCCTG 
>P_300 
AGCTTTACTAAAGTGTCTCTAAAGAATGTGGCTGACCTTGC 
>P_301 
TTAATTTCTTGCAAGCTGCTAATTCATGTTGATTTCTTTGC 
>P_302 
AGAGGAAGAAGACCCCCGTGAACAGCTGACGAGTAACTCCA 
>P_303 
AATCCTATCTATTAAAACAGAAGAGGGGAGTCGAGGAGGCT 
>P_304 
AAGTGGCAGCCAGACATTAGAAAGCATTAGAAGTTAGAGAC 
>P_305 
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AGCCCTGATTACTCTTCCAAAGTCCTGAGTTCAATTCCCAG 
>P_306 
TTCATCTGCTCAGAGGATAAACAGGCTAAGAAAGAAACTAG 
>P_307 
ACTATGTTCATAGCAGCCTTATTTATGATAGCCAGAAGCTG 
>P_308 
GAGGTATGCCGGGGCCTGGCAAACACAGAAGTGGAAGCTCA 
>P_309 
CAGCTACAAATGACAAAAAAAAAATTGTCTGTTTTTTATTT 
>P_310 
TTGCCCTACATAAGCTTTGCAGTTTCATGAGGTCCAATTTG 
>P_311 
TGCAACTCCTCAAATTCATGACTATTCCTTTAATTATTAAT 
>P_312 
ACCATAGACATCTGCTTGCCAGCACACCCTGAAGCACAGAC 
>P_313 
TGCATTTCTCATTTTTCACGATTTTCAATATTTCTCGTCCT 
>P_314 
GATCTGGACATTGAGTCACCATAGAAACACACTTCTGGTTA 
>P_315 
AGAAAGAGGAACACTCCTCCATGGTTGTTGGGATTGCAGGC 
>P_316 
TGCTTTTTAAGGCTTACTGTAAAAAATAAAAATTGTTGTAT 
>P_317 
GCCTCACACTGCCCCTCCTCAAAAAAAAAAAAGAAAAAGAA 
>P_318 
ACAGTGATGGTAAGACAGGAATTCCAAGAATGTGCAAGATA 
>P_319 
CACACCAGTTTCATCAATGGACAGATCGTGGAAACAGAAAC 
>P_320 
AAGGGCCAGTCCTTCTTTAGATGGGGACTGAAGAGAAACAG 
>P_321 
ATCTAATTCCAGTTCTGCACAAAGTATTTCACAAAATAGAA 
>P_322 
ATCAATGGGCTCAACTCCCCAATAAAAAGTCATAGACTAAC 
>P_323 
CCGTTCCTTATTTCTAATGGAAGCTGGCCTGGGAGAGAGTA 
>P_324 
CCTGGTCTGCTACTCCCCAGAGCAATGACCTTGCTTTCCTC 
>P_325 
CCTGGGGACCCAGTTATACCATTCATATGCAAATACCTAAA 
>P_326 
CCATCTCATCACAGATTTAGAGTTCCCAATGATCACAACGT 
>P_327 
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GCTACAACACTTTTTGTTTTATAGCTGACCAAGACCCGCAG 
>P_328 
AGTGCTGTTGTAAATAATTAAACTCCACTTGTCAAGGGGGG 
>P_329 
ACGCCCATTGTTTGGACAATAACTCTCTAATTCCTCTCCAG 
>P_330 
AGATCTCTCTGGGCTACAGCATGAGTTTAAAGCAGGTGACC 
>P_331 
AGTGGCCATTTTAGTATCTAATAAAATCGACTTCCAACTCA 
>P_332 
AGTCAATGTTAAACTGACCTAGTAGTTTGTGGGGGTTTTAT 
>P_333 
CTGACTGGCTTGCCTGCTGAAACAGGTGTCCAGGCGCTGGC 
>P_334 
TAAAAAATGTTTCACACAAAATACATTTTACAAACTGAAAA 
>P_335 
TTGACTGACTGGTGTTGATTACATTTATAAAACCATGTGGG 
>P_336 
TTACCTGCCCTGCCCCTTCCAGCATGGTACCTGGAACATGT 
>P_337 
ACATAGTGGAGCATGTTCTTATTATCAGTTGGAACATCTTC 
>P_338 
GGGTAAGGAAAATCGGTTACATTACAAAAGAAGAATGGTAC 
>P_339 
AAGAGCACCCGACTGCTCTTACGAAGGTCCGAAGTTCAAAT 
>P_340 
ATTGTGACACGTTAATCTGCAAGCACCTTTAAGATGGGTTA 
>P_341 
ATTTGAGGGTTGGGGCTCAAACCATGGTACTGTAAAATAAA 
>P_342 
TCTGCCTGAGAGGAAGGCCAAGGGTGTGCGAGGCCGAGGTG 
>P_343 
GAAAGGGACTGGGATGTAAGAGAAGAGGGGTAGGTGAAAAA 
>P_344 
TCTGAGCGCTCCATAGCCTCAGTAATAGTGTCAGGTCTTGG 
>P_345 
TTTCCAAGAGTTTTATCATTAATAGGTGTTGGATTTTGTCA 
>P_346 
TTTAATATTTCATAGATGAAATACACCTAGATGAAATGGAA 
>P_347 
GATCAAGGAACTTCACATTAAACCAGAGACACTGAAACTTA 
>P_348 
ATGTACTCACTGATAAGTGGATACTAGCCCAAAACCTAGGA 
>P_349 
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CACTGCTCTGTCATCTCCTTACTACCCAAGATATTTAACTT 
>P_350 
GTAATGATCATGGAGTGAGGATTCAGGAAGAGGAGGATGAA 
>P_351 
CAGCTTGCAATCCTACCAACAATGGAATAGTGTTCCTCTTT 
>P_352 
TGGATTTGGGAATTGTCTGTATTAGCAGACAGAGACACTGA 
>P_353 
ATCCTCCCAAACACATGGTCATAACTGTCACAGTGAAAGAC 
>P_354 
CCCCAGCTGGGAGAAAAATCACCCGGCGCCCGAGCCCGGGA 
>P_355 
AGTGCTCTTAACCGCTGAGCAATCTCTCCAGTCCCCACTCT 
>P_356 
TTTCTACAATAAAGCTCTAAAACCATTAAAAAAAAAAAAAA 
>P_357 
TCCATCATAGGGAACACCCCATGAGGCTATAGGCACATGTT 
>P_358 
ACACACACACACACACACACACAAATATATAACTACAACCC 
>P_359 
TCAGTCGCTGAGACAGATGCAGATACCCACAGACAAACGTC 
>P_360 
GTGAGCTCTTTAAGAGAAAGAGCCTGCATTTAACCTGCTCT 
>P_361 
CATCCGTAGATTTTCTCATCAAGAGAGAAGTCCAGACCTTC 
>P_362 
GTTGTCTGACACAGGATCTCATGGTAGACCTTTAGTGGAGA 
>P_363 
ATTGGTTTCCAGAGTAAGGAACAAATACAATTTTACAGACT 
>P_364 
CACACGTTAGGTAGTGTAATATGATGAGAAATATTGAAAAA 
>P_365 
AAGAAAACCCAAAGTGAGGCAACGCTGGAGATAGAAACCCT 
>P_366 
AAAAGAAACCCTGTCTCAAAAAAAAAAAACATAAACAAATA 
>P_367 
AAACCAGCCAGTACATCATGATATAAAAAAAATAAATCTTG 
>P_368 
GTGTTTGTCAGACATTTGAGATTCTTCTATTGAAAATTCTA 
>P_369 
ATCTGCAACCCTGTAGGTGCAAAAACATTATAAACTAACCA 
>P_370 
TGGAACAGGCGGAAGCACAGAGGCGCTGAGGCAGCACCCTT 
>P_371 
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TTTAGGAGGGACTTGCAGGCACACTTTACTGGCGATCCCCT 
>P_372 
AATTGTTCACTAATCTTTTGAGGAGAACATTAAACTGGTTT 
>P_373 
TACCATGGAATATATTCTCCAATAATAGATATTTTCTGCCA 
>P_374 
CAGCAGATCCCTTCTGCTGCATATGGATCAAGATGTAGAAC 
>P_375 
ACCGCCGGCTTGGATGGCAAATCTTTTTTTTTTTTTTTTTT 
>P_376 
GTAGAACAGTGTATATCAAAATAAAAGAAAGAAACTGGGAA 
>P_377 
CTCATTTGTGATTATAAGTCAAAGTAAATGTTAAGAGGCAA 
>P_378 
AAAAATGACAAAGTTGGAAAATAAATGATGTTTGAGATTTC 
>P_379 
CCCTTCCAGAAAGCTAATGCAATATTTATTATAGCTTACAG 
>P_380 
TTCTTCCACTGGATGGTTTTAGCTCCCTTGTCGAAGATCAA 
>P_381 
CCTCAGTCTCTCTCATACAGACACACAGATACATACATGTG 
>P_382 
CTGACTTACCTTCCAAGGTCAATAAAATTATTGGGGGCCCC 
>P_383 
TGTTATAAAGGCTTGAGCTGACTGCGCTAATGGTTTTCTTT 
>P_384 
TCAATTGGGAAGGCAGCAGTAAAGTTGTCCTGTTATTGTAG 
>P_385 
GTCAGGAATTGGTGCTTGCCAATTCCTTGAGATGGTCTCCA 
>P_386 
GAGTGCAGTAAGACGGAAACATGGGGCAGCTAGGACACTCT 
>P_387 
TACCCTACAGACTTGCCAGCAAGAATTCTCTCTCTCTCTCT 
>P_388 
TCTTTATATTTTTAAGTTGTATAGAGTGGTTGACATCACTA 
>P_389 
ATATATTTTCACTGTTTGGCATTTTCATAGATTTATATAAT 
>P_390 
TAAGTCAAGTTGCGGTCTGTAAGGGGCGATCCCACTCTTAG 
>P_391 
ACAACAAATACAAAAGACTCATACACCATTGGGCCAGAAAA 
>P_392 
AACCTTATTTCCAACATTCTAACCTGTGTTTCAAAATATAT 
>P_393 
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TTACATGAGAATATCTACACACAAATAGCTTCTGGAAATCT 
>P_394 
ATCTACAGTGGGCACCAGAGAGCAACAATGAAAATCACCAG 
>P_395 
TAAAAGGACATTGATTCATGATTCATGAATTTATAGACAGT 
>P_396 
AAGAATTTATAAAAAAGACAACCGAGCAATAACAAAGACTA 
>P_397 
AAAAAGCCGAAGATTTGCTGACTCACCGCCCAGGGGCTTCC 
>P_398 
GTTATTACTCAGGCACTTGCAGCCATTGAACAAGGGGCCTC 
>P_399 
TGCAGTTTTCGTTTAGTTTAAATTATTTTAAATTGCATGAG 
>P_400 
GCAGACCACGAGAGCAAAGAAGGTGGGACAGAGAAGGATAG 
>P_401 
AGTTAAAACAATTTTTTTACAATAAATGCTAAAAATGATTC 
>P_402 
GGCTGATGAATTGTGTCAGTACTTAGTTATGTCAGTGGACT 
>P_403 
AAACTTCCCAAACATAAAAAAAGAGATGCCCATGATCATAC 
>P_404 
CACTTAAAAAAAAAAAAAACAAAAAAACAAAAAAAAAAAAA 
>P_405 
TATAAATAAGGCTGCTATGAACATAGTGGAGCATGTGTCCT 
>P_406 
TGAGGAGGTTGAAGAACTAGAACTGTGGTGTTCAAGTGAGC 
>P_407 
GCATCTGGGTACAGTCAGAGAAGATGCACTTAACCCCCAAG 
>P_408 
CCTGAAGACCCAGCAATACCACTCTTTGGAATATACCCAAA 
>P_409 
TACGCTTGGACTTATATTTGAATCCAGGCCTGACTCCAAAG 
>P_410 
GTTTCTAAATCAAAGTCAGAAGTAACCTAAGTATTACAAAA 
>P_411 
CAACACAACACAACACAAGCAAAACCAAACTGACTAAAACA 
>P_412 
CTCCCTATAATTAATATGTTATTCTGGTGCATTTGTCAAAA 
>P_413 
CTCCACGATGACAAGTCAGCAGGTGTCTGTTGAGTAAGCTG 
>P_414 
AGAAGCAATCCAGCACAGGTATTGCAGGAGCAACCACTGCA 
>P_415 
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CTTGCACACACAAATATTGTACATACACCACCCCCGCCCCT 
>P_416 
TCTTTTGCTGTTAGACCAGCATTTAAACTCCCTCCCTGGCA 
>P_417 
TCTCTCCAGCCCACGTGGGTATGTTCTTAGGAGTGCAGATG 
>P_418 
AGGCAGGCTCTGCCTTCTGGAGGCCCTGTGGTCCAGCTTTT 
>P_419 
CCATTCCCGGAAGCTAGGCTACCGAAGTACTCCCTTCCCGG 
>P_420 
TTCTATAAGTAGATAGCTTCAATTATCCTTCCTTCGTCAAA 
>P_421 
CTTGTGCTGTAAGATCGAGAATTGACAAATGGACCTAATGA 
>P_422 
TGCCAAGAATTCAGTGCTGGATGATAATATGTACTTACATG 
>P_423 
ACAAAGTAGATGCCTTGAGCAATAATATACGACTTCCATGC 
>P_424 
AAATTTGTGTCCTTGGATTCAAAGTCTTCCAACAGATAAGA 
>P_425 
TCCCTGATTGGCTGCAGCCCATCGGCCGAGTTGACGTCACG 
>P_426 
AGGACTCCGCAGGACCTAGGAAATTAATCTGAACAGGTTAG 
>P_427 
TCTATGGCTGGTTTGAAATAAGGTGACCCAAAGCAGCTTGG 
>P_428 
ATTGGACATAGTACTACCAAAGGATCCAGCAATACCTCTCC 
>P_429 
GGAAATGGGTGGAGCTAGGCAGGTAGGGTGAGGCTGGGAGG 
>P_430 
AGACGACGAATACCAGGAAAAACGATTTCAAAAAACTGACC 
>P_431 
GATAACTCAGTAAGCAAACGAGGCACCGTTGTTTTTAAATC 
>P_432 
GGCTCAATGAAAACAGTCATAAACTAATTTAGAACATCAAG 
>P_433 
AGCAGGGTAATCCCACAATGAGAAACTTTTTAGAAGTGATC 
>P_434 
AAAACCGGAAGAAGCTGAGGAGGAGGGCAATGCTGTAGGAG 
>P_435 
GCTTGATTGCAGAGGCAAAGAGACCCCGAGCCCAGAACTGG 
>P_436 
CCTGTGATCCACATTGGAAGAAGGAAAAAAAACAACTCTTG 
>P_437 
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CACATTTTGAGGAATATGTAATATTTATTTTAAAAAATCAT 
>P_438 
TCGGGAATGCAGGCAACAAGAACTAAAGGAAGCTATGGGGT 
>P_439 
AGAAGAAGAAGAAGAAGAAAATAGGACGATGCACGTAGAAT 
>P_440 
TCCTCAGTTGCTCTCCACCTATGGCTTCAGCCTGGAGCTCA 
>P_441 
ACTCATTGCAGAATGCTTCCAACTCCCCTTTGGATAATTCC 
>P_442 
ATCCAGGTGACCAGTGTCAAATAGGGACAATTTGACAGCGC 
>P_443 
AACCAACCAAACAAACAAACAAACAAAAAAACAAGAAAGAA 
>P_444 
GTCCCAAAAAGCAGAGAGAAATTTCTCTCTGGGCCTTATAG 
>P_445 
GTTTTATTTTTCCACCCATAATCATAACCGCTCGAGCCAGC 
>P_446 
GGTTTGACCTATGAATAATTAAGGGTGTTCTACCCTCTTGT 
>P_447 
TACATGCAGGGTCTGATGAGACTCTTTACGCTGGCTGTACA 
>P_448 
CTCGAAAAAACAAACAAACAAACAAACAAACAAAACCAAAA 
>P_449 
CGCCATATTTCACGTCCTAAAGTGTGAATTTCTCATTTTCC 
>P_450 
GAACAAAGAATTCTCACCTGAGGAATACCGAATGGCAGAGA 
>P_451 
CTCAGGGCCTCAAGGGTCTCATCGAATCTTTCAGACCAATT 
>P_452 
GTCCAGAAGGGCATGGCACTACAGAGGCAAGAGCTGAAGAT 
>P_453 
GGGATAGCATTTGAAATGTAAATGAATACCTAATATATAAA 
>P_454 
CTGATGGCTTTAGCCTGATTATTTTACATATAAAATACTGG 
>P_455 
GATCTGAGGTTGACCAAATAATACACTAAGCAGAGGATTTG 
>P_456 
AACAATATGGCTGCCGAAACAAGATTTGCCTAAAGAAACCC 
>P_457 
GCTGTGTGCAGCACAGCAGAAACAAGAGACCTCACCTCAAT 
>P_458 
GCCTCCAAAGCCTGGGACAGACCGAGAGGCGCATAGCCTTT 
>P_459 
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AGCAGGAAGATGAAGTTGAGATTCCAAAAAAATTAAAAAAC 
>P_460 
TTTTATATTATGTCACAGAGAGAGAGAGAGAGAGAGGGGGG 
>P_461 
TGCATGGGTAGCGTTCAGGCAGGCATGGTGCAACAGGAGCT 
>P_462 
ACCTTACCAGCATCTTCATCAGATCAGCCTGCTTGCAAGAA 
>P_463 
TAGAAACCCTGGCGTCATTTATAGGCTTTTATTCTGACCTG 
>P_464 
TCTCACTATCTTGTCTACTAAAAGACTTTATTTGTTAAAAG 
>P_465 
TGATCACCTTAGTATAACAGATTTAAAAAAGCAGTATTGTG 
>P_466 
TTCTTATCCATTGAAGATAAAGTCTGAAGTATTTACAAGCA 
>P_467 
GTTTTGTTGAGGCATTTCTTAAAAATTATGGTTCACTCTTC 
>P_468 
CAAGAGGAGAAGCTTCAGCTAGTGACAGTGTGAGGCACACT 
>P_469 
CTGCTCTATGTAGCAGAGCCAGGCCCCCTATCAGTTTGTTT 
>P_470 
CGAGGACCCATGACTAACAAATCCTGACTAGATAGCCGCCA 
>P_471 
GTTGTGGCAGTGTGGGAGGCATAGGAGCCGGGAGGACAAGG 
>P_472 
TCCCTATGTACCGCAGTCTCAGGTTCCGCGCGATTGGATTG 
>P_473 
AGGCGACACCAGGGGGAGCTATATAGCTAGTTACCTTTGTA 
>P_474 
AAATGTAAGAACTTTATAGGACTAAACAATAAATGATGAGA 
>P_475 
TAGCCATTCTGACTGGTGTGAGATGGAATCTCAGGGTTGTT 
>P_476 
GCTGATGGCACCTGGGACAAAGCACCTTTGTTCTTTCCTAA 
>P_477 
CAGGAATTCAAGGCACATACATAAACGTACATACTAAGAGC 
>P_478 
TAAGGTAGTGGGGGGAGGACATTACAAATCTAATCCATAAC 
>P_479 
TCTGAGAGTCTTCAGAGGGCATGTGCTTTCCCACTACGCAA 
>P_480 
AGGAGGGCTCCTGCTGGAAAAACTGTTTTTTGAGAAAGGGA 
>P_481 
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TATACTAGGCAAGACTAGATAGATAGGCAGGCAGAAGTTAA 
>P_482 
GGGCTTTGCAGACTTGGAAGAGCACAGGTGGATAGGCACAG 
>P_483 
TCCACTTTCTTGAGTTCTTTATATATGTTGGATATTAGTCC 
>P_484 
ACCTGGAGCACTTTAAAAAAAAAAAAAAAAAAAAAAAAAAA 
>P_485 
AAACACACCTTTTTGTGCCCATTTTTGGAATTTACTGAAAA 
>P_486 
TGGAGGCATTTTCTTAATTAAAGATTGCTACTCTCAGATGA 
>P_487 
CTAAGTGGGGCAGTCTCTGGATGTCCTTTCCTTCAGTCTCT 
>P_488 
TTTTCTGAAGAATTTTTGGGACCACAGGCCAGTGGTCAGTC 
>P_489 
TGTCTGTCTCTTTCCCTGACATGGGTTTCCTGTAAGCAGCA 
>P_490 
CATGGTATACACTCACTTATAAGTGGATAATAGCTATAAAA 
>P_491 
CCAAATAAAAAGTTAAAAAAAAAAAAAAAGAGGGGCTGGAG 
>P_492 
GCCAACCACTATCTGATTGGATTTAAGATCCATTCCATGTG 
>P_493 
GAGAAGGCTGTGCGGGAGTTAAGGAGCACCCAGTCTCTCAG 
>P_494 
TCCTGGTTCTTGTGGATTGGATTGACTTCAAGATCTTTTTT 
>P_495 
AATTGGTGTCATCTACATCAATTAAAGTAATGAATAGCATC 
>P_496 
TATAGAAATGAAGAGGAAAGAGAGAAGGTAGAAAGGAGGAA 
>P_497 
GGAAATAACTGCTAACACTTACTATCTTACATCTCACTCAC 
>P_498 
AGAACCAGGGCTTGTGAGACAGCTAGACAGAGTAGAGCATC 
>P_499 
CCCCAAATCAAATTCAATTTAAAAAACTAGATTGGAGCTGG 
>P_500 
CAGGACCGCAGATACATCTGAAGATTTAGGAGTTCTGACAA 
>P_501 
ATTGTATGCATTGACATTATATCCACATGTAAGTTTGTGAA 
>P_502 
CTCTTTCAGGTGCTTGTTGGATCTTTCATAGGGCAGTCTTG 
>P_503 
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ACCTGAGTGCACCTGGAGGCATACAGAGGCTTTCACCTGGT 
>P_504 
CCTGTGGTCAGACCAGACTGACATCTCCAAGTGAGATAGGC 
>P_505 
TCTTTTCTTGATGGTAACTGAAGCTTATCTAATGTTCTTAG 
>P_506 
TTTTCTTCGCTGTTCAGAAAATGACTCTCCGTGAACTCCAA 
>P_507 
CTCTCTGTGTGTTGCAAAGAAAGGTTTCCTTGATTGAGAGG 
>P_508 
TTGGCTACTATATTTCTTGTAAATAACAAATTGTTTGATTC 
>P_509 
AAATCCAGAAATGAACCCACACACCTATGGTCACTTGATCT 
>P_510 
CCAAAACAGCCACAAACATAAAAATATAAAAGACGATAGTA 
>P_511 
AATGGACCTTTCGGAAAGTAAACCTTAAGCCCAGGAGATAC 
>P_512 
TCTGCCTCCCAACTGCTGGGATTAAAAATATGTGCCACTAC 
>P_513 
TCTGAGGGACCCCTAGAAACAACAGAACACTGGTTAGCTAG 
>P_514 
AACCCAGCCATCAGGAGCCCAGGTAACCCCAATGAAATTGA 
>P_515 
ATAAAGGAATTTGCAAAATAAACTCTTTAGGAACCATGTGT 
>P_516 
TTTCATTGAAAGACAAAGACATTCCTTCTTTAGGATGTTTT 
>P_517 
GATCACAAGTCAATTCTCATATTCTCATATAGGGTCCTATT 
>P_518 
ATTCAGACCTGCCTCCTGGAAGAAAAAGAAGGCCTGAAACA 
>P_519 
TATTTGGCTTACACTTCCATACTGCTGTTCATCACCAAAGA 
>P_520 
AATCCATGATTCACGGTTGCAAATAGCTTCAATACAAGGTA 
>P_521 
AGGGAGAAAGGACCAATTATAAACAATGACAAGGTGTACTG 
>P_522 
ACCCATGAAACTTGGTCTTTAACTTTTACAGCTTTCTTTGT 
>P_523 
TGCTGTTAGCATTCTGTCTAAACTCCACCCCACAGTTACCT 
>P_524 
AGCCCCAGATAACCAGAACCACAGAATCTTCACAATCCAAA 
>P_525 
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TACGTGGTGGGGTCATGAGGAGAGGGCTTTCCTGGGAGGAG 
>P_526 
TGTTACTCCAGCTTGCTCCCATTTATTTCTTTATTTTTACG 
>P_527 
TTGTTGTTCCTGCTTCTTTGATACAAGGTTGTAATGTAACT 
>P_528 
GAGGAAAGCATTGACACGTGAGACAGTCTTAACGTAGAGCA 
>P_529 
TTACATATTAGATTTATCTAAACTGTCCATGTTAACTGTAT 
>P_530 
CATTTTATGAAGCCACTATTACTCTGATACCTAAACCACAG 
>P_531 
TCTCAGGTGCAGAAGATTCCATAGAAAACATGGACACAATA 
>P_532 
TCTATTCAGATGTTTAAAATAATGCTTAAATTCAAAGAGTT 
>P_533 
ATTTATTCTTCTATTGAGGGACATCTAGGCTGTTTCCAATT 
>P_534 
TTTCCCCACTAGGTTCTTTCACTGTGTGACTCAGGATGAGT 
>P_535 
TGAGATACTGGCATAGTGAGATATGGATTTCCCCCTTTCAA 
>P_536 
CACACACACCTATCTAACAGATGATCCCCAAGGCATTAGAT 
>P_537 
GGGAATGTTGAAATCACTTCAGTTACTACTGCTGATACCCA 
>P_538 
TGCACACGCTGCGGGAGAGGAAACCAAACAAGTTGCAGGTG 
>P_539 
TCCATGACGGTCCCCAGCTCAAGTTTCTTGGCTCAGGCCGC 
>P_540 
GCTGACACAGGGGCAGCTGCAGCGAGAGCTGAAGTTTCAGT 
>P_541 
CAGCCAATTCATTCAGCAATATTTATGTGCAGTATTAGCAG 
>P_542 
GTGGTCGAGGCATCCACTGGAGGTCTGGGAATGTGGTTCTG 
>P_543 
TTTCACCTTTAAAAAAAATGACTTGCTGGGCAGTGGTGGCG 
>P_544 
AGAAGTGGATGCTCACAGTCAGCTATAAGATGGAACACAAG 
>P_545 
GTCTCGAAAAAAACCAAAAAAAAAAAAAAAAAGTGTGCATC 
>P_546 
TCATTTGGAAAGCAGTTGGCAATGTCTAAGTAATTATCTAC 
>P_547 



	 26	

CTGTGTAGTGGTAGCTGTGTATTGAACATATTCACATGAGT 
>P_548 
TTCTGTAACAGCTGTGGATGAACCAAGCGAATCTAAGCACA 
>P_549 
GTGTGCAAGAATAGCCCCAGAAGAGGAAAGGCTGAGCCCAG 
>P_550 
AACAAGACAAGATCAGATAGACAGACAGACAGACAGACATG 
>P_551 
CTTACTGCTTTTAATATTCTATCTTTTTTAGTGCATTTGTT 
>P_552 
AAGCATGCACGAATACAGGCAGCACCAGTTGGACTTAGTGG 
>P_553 
TGAGTTGCTAATGGCAACTGATAAAAGCTAAAGGACAGAGA 
>P_554 
ATATGAAGTAAGCAAGATTCACCTGTAAGAAAAGAAGTCAC 
>P_555 
CAGAAGAGCAGGGGAGGGGCAAAAAGACCCTTGGGCAAAGG 
>P_556 
GGTTTTAGAGGGACATTTTAATGTAAATATACAGCTGTATA 
>P_557 
TGAATTTAGCAGATATCGACAGAACATTTCACTCCCAATTT 
>P_558 
CTTGACTTCATGAATAAATGATGTAACATACTGCAAAGAAG 
>P_559 
GGGCATGGTTTCTAGCACCCAAATGGTGACTTACAATCACC 
>P_560 
ACATGGTCCTCATCAGTGCCAGGTATTATCTATTTCCCTGC 
>P_561 
TCATAAAATGAGTTGGGTAGAGTACCTTCTACTTCTATTTT 
>P_562 
TCCCTGATGGTGACTGAGCAAGGAATGCGTATGAGTAAAGC 
>P_563 
TTAAAAATTAAAAAATTAAAAAATACCTGAGAGTGGTGGCT 
>P_564 
TTGCACCTTTTCTTCTCCCGAGCTCTCTTACTCTCAGGTCC 
>P_565 
CAATGAATAATTTAAAAGAAAATAAGAAGTGTTATTTAGTA 
>P_566 
AGCTAGATTCACATATTCTAATAAAATAAATCTGTATTGTA 
>P_567 
GAGAGGTGGCTGAGCTGCTGAGAGCACTTGCTGCTCTTCCA 
>P_568 
TCCTGATTCCTCGCCTGGATAAAGTATAAAAAAGATGCTGG 
>P_569 
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AACTGAACAACACTCTTCTCAAGGATACCTTGGTCAAGGAA 
>P_570 
AAGTAGCCGTGTGGAGCCAGAAACCCAACACAGCACATAGG 
>P_571 
AATAAAGATAGAATACTAAAAGCAGTAAGGGAAAAAGGTCA 
>P_572 
CCATGGATGCCTGCATGTATATTCTTTGGTTGGTGGTTTAG 
>P_573 
CATCTTTTAGGTGAGAAAATAGGTCTTTACTGTTTTGCCTT 
>P_574 
CTGTCCAACCAGTGACAAGCATGTATTAGCTGCTATTCTCG 
>P_575 
GTGTCATGAGAGAAGTCAAGAAAGAAATTTACAAAATTCTT 
>P_576 
TGGGGTTTCCTTTGTGCCCTAATATAATATGGTCAACTGTG 
>P_577 
CTGAGCAGGGGAACAGATCAATACAGGATTTGTAACACAAA 
>P_578 
TATTAACCCAGAAACTTAGTATAGCGAGATATAAGGTACAA 
>P_579 
TGCCTGCACCACCCCTGCACAGTTGCTCTTCGTCTGAAGCT 
>P_580 
TTTGAAAGGGGAGGAAAATAAAAGCTTCAAAGTAGAACTAA 
>P_581 
ACAGTGTTCCAAGGCTGGAGAGATGGCTCAGCGGTTAAGAG 
>P_582 
GAGTCTGATCCTGGATCCGCATGAAGAAAGAAAAAAAAGCC 
>P_583 
CTCTGGCTAAAAACCTCTCCAACGACTGGAAAAATACTTCC 
>P_584 
GTAGATTTTTTTCACAAAGTATATTTTGACCCGAGTTTCTT 
>P_585 
GCTATTCTTGAGCACTCCTGAGCGGGCGCTGCATCTTTTCC 
>P_586 
CTCTGTGCTTTCTTCCCAGCACCGTCATCCCTAACTCACCA 
>P_587 
TGATCTCTCCAGTTCTGAGAAATTTCCCTCACACCTCTGCC 
>P_588 
AAAATCCTCTTGCAGTTTGCAGCAAGACCGTTTCTTGTGGG 
>P_589 
TTTCTTCAGGATCTGTTGTTATGGCTCCCTTTTCATTTCTG 
>P_590 
CTCAGTAAACATTTGTTATCAAAAACCCCAAGCATAAGAAA 
>P_591 
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TCTGTTCCTATACCAGTACCATGATGTTTTTATCACAATTG 
>P_592 
CAGATGTCACACAATCACAGAAACATCTGCAGCTGACAGAA 
>P_593 
GACTCCTGAGGAAAAAGCAGAATGACCTGCGAAATCGGAAA 
>P_594 
AGGAAAACACTTGACCATTCAAGCGATCTCCCCAGACTTTT 
>P_595 
GGCTTTGCAACAGCTTTTTCATAATGGGTTTAACCATGTCA 
>P_596 
ATTACAACACAAGGGAAGAAATCGATAGGAAGGGTGAGGGT 
>P_597 
GATGCAAGCCATTGTGACTGAGCTGAGAAAGAACCTCAGTG 
>P_598 
AAACTGTCTCAAGTCTGGAAATTGATTCACTGGCCGAGATT 
>P_599 
CAGCCACATGGTGGCTCACAACCATCCGTAATGAGATCTGA 
>P_600 
AAATCCTTAAATTTCAGATTACTTATAACAATTAAAGCAGA 
>P_601 
TATTGCTATACATCAATCTGATGTTGTGTAAAGATACAAAT 
>P_602 
TGTATAGATATATTATAAATATAAAAATAATGTAATATAGA 
>P_603 
GTAGCAGTATCTTGAAGAGGAACAGTGACAGTGGCTGAGGA 
>P_604 
TGCCCAAGGGTCACAGAGTTAATAACAGAAGCAAACTGCTG 
>P_605 
AATGGCTCTGCTTGCTTTGAAATCCTTTTGGTCCACAGCTA 
>P_606 
AGTGAAGTTCCAATATATATATAGATATATTTTTAAATACA 
>P_607 
CAGAGTAAAACCTGTCTCAAATAAACAAAAGCAAACAACAA 
>P_608 
AGATTAATGTTCTCACATCTATGGAGCCCCCAGTACTTCAG 
>P_609 
TTGTCCTCTAAATGCAAGAAAAGATTATTTTATATTCAAGG 
>P_610 
GTTTCCACCTTAGGCTCAGGAAGCATGATGGAAGATGAGCC 
>P_611 
AACAACATTCAAACACATATATTGAAACAAACAAAAAAGAC 
>P_612 
ATGCCCGGCCCATGTCACTGAAGCTGATGCTCCCCCAACAC 
>P_613 
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AGCTGGCTGGGTGCAGTTTGATGAAGGAGACATTCTGTGAT 
>P_614 
AATACAAACTCAATGCACATATACAACGATAAATGAACTCA 
>P_615 
CTGCACTCATTTTTTGACACATCCACAGTGACTTAGGGCCT 
>P_616 
CTTTGAACTCGTCCTTCTGCACTGCCTCCTAAATGCTAAGA 
>P_617 
CATTGGAGCCTTTCTTTTTTATTTCTTATGTTATTAGAACT 
>P_618 
CTGAAAGTTGTCTCTATATTAATTTTTTACTCTTTCATTAA 
>P_619 
TCCTCACAGGACCTGAGGTGACGGCTATTTACCTTCCTAGA 
>P_620 
AGAATCTATCACAGCAATTTACCTAATGGCTTGCAGAGATC 
>P_621 
CTCACATACATGAAATAAATAATCTTTAAAAAAAAAAAAAA 
>P_622 
TCCTCAATTCTATTCCCCGTAATCACTGTGTGTACTAAGCA 
>P_623 
CGATGAGTAGAGAGGCAAGGAGGTCGGATAATAGACACCAA 
>P_624 
TAGTTTTCAATGCCATAAACATAAATAGTGTTTTATCTGTG 
>P_625 
AGGGGACTAATATCCAACATATAAAAAGAACTCAAGAAGGT 
>P_626 
CTAAAGCAAAACCCAAATGAAATGACTCCTAAGGACATTTT 
>P_627 
CAGCAGGTGGAATGAAGCGAAGATCACTCATTTAGACAACA 
>P_628 
CTTCATTTCAAATTTTGTTAATTTGTATGCTTTCGCTCTCT 
>P_629 
TGATTTCATTGAGTCTCATAAGTTAGGGAATGTTCTGGCTT 
>P_630 
TGTGAGTGCGTTCTTCTGCTAGATACATCTGGTATTCTTGC 
>P_631 
TTTTACATGGTGACCATCCTAGTTAGCTTACACAATCCAGA 
>P_632 
GGATTGTGGCTGCCAAGTGGATAGGAACTCCACAGGAAGAC 
>P_633 
ACTAAAGACTAGCTAGTAGTATATTAGAAGTATAAGGATAT 
>P_634 
GATTTGAGTGAGCTAGACAGAGCAATACTGGATATCTTGCC 
>P_635 
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GGATTTCTGAGTTCGAGGCCAGCCTGGTCTATAAAGTGAGT 
>P_636 
CTGCCGAGGCACGTGCAGGGAGAGGACGCTCTCTGCCATCT 
>P_637 
GTATATCTTCCCATCTCAGAAGATCCAGATGAAATGTGGGT 
>P_638 
GATGTGCGGTCTCTGCTACCAAAATAACAAAAAGCTTGTTG 
>P_639 
TTAATGGTAATCTCCAGTTTAGAGAGTGCGATCACTAACAG 
>P_640 
CCAACAAGATTTAACCAAAAATTAAATTCCTCCTTTCCCAA 
>P_641 
ATCAGCAAGTTTGATAACCGAGGTTTGGTCTTAGAAACGGG 
>P_642 
ACAGATGAGAGTGTGCACACAGAAGCTGACACCTTCTGGGA 
>P_643 
TCAATGTCAAAGCTGCTGTGAGTTTTTGCCAGTTCCTCATG 
>P_644 
TTAAAAGATTTAAGTGAAGTACCTAATTATTCACATAGAAT 
>P_645 
ACTCGTGACAAGAAAAACAGAGTGGTTCTGTAGCTGGTCTT 
>P_646 
TGAAATGTGATACTATCTACAAATTATAATTGCTGAATTGT 
>P_647 
CTTAACTTTTCCTCGGGTTCAAGACCCTTGGAAAGGCCTGT 
>P_648 
CATTTGAGTGCAGTGAGAAGAGGGGGCGTCCTCATGGATGC 
>P_649 
GCCTTGGATTGGTCTGGCAGAAGCATTGTACACGCTGATGC 
>P_650 
GTAATACAGACCTCCAAAACATCAGTAAAAACACCCTAAGG 
>P_651 
TAGCCAGCCCCAGAGCTGGGATTACGCGTGCACACTTCTGT 
>P_652 
GGTTGCTTTCAATGAAAGGCATATAAACCACATCATAAAGT 
>P_653 
TTAAATGCTGGTCTAACAGCAAAAGAGTTGGGTTCCAGCTG 
>P_654 
ATCAGTCTGATTTATTCATAATGCATTAGAAGACTCAAGAA 
>P_655 
ATCTAGCTAGCAAGCGCTTTATCCAAAATATATAAAGAACT 
>P_656 
ACTTGTGTAGAAGATGTGGAAGAGTATTTAATCCCAGTACT 
>P_657 



	 31	

GGCATATCGTAAAGCAGCTGATGCTATTGGCTGCTGGACCT 
>P_658 
ATCTTTGTAAGTAGTTCAAAATGTATTTTACAGTTGTTTGG 
>P_659 
CTCTCTCTCCCTCCCACATGAGTCCTAGGGACCAGACGCAG 
>P_660 
GTAGCTGAATGTGTTCTAGGATTTTAATTATTTATTACATG 
>P_661 
AGTGAAAGGAGCAAGTTGAAAATGTTCAATGAAAGGAACCT 
>P_662 
ACTTGAGGGTATAACAAGGCATTACAAGTTTATTTAATATT 
>P_663 
CGCTGGCCAGCTCGCAACAGATCACTAGTTGAGAAAATGCC 
>P_664 
GTTTTTCTCAAGTGGAGGGAAAAAAGCAGCCTAATTGTACC 
>P_665 
AAGGCAAACTCCCTCTGGCTATACGTGGTGAGGACCCAAGA 
>P_666 
AAAAAGTCAGGAAAGTGGAGACTGCTCCATGACCTCAGAGC 
>P_667 
TATTCACCAGTTTAGATTGGAACATGATAGGGCAGGGAAAA 
>P_668 
TAACCCAACCCAAGCTCTGGATTTCTTCAGCTGCACCTCCC 
>P_669 
GACTGATCTTCAATAACAACATAATAATGGAAAGCCAACAT 
>P_670 
TTGATAAGTAATGTCAGACTATATGTTTTACCATTTACATT 
>P_671 
TCCTTGCTAAACAAAAACAGACAGTTTTTAATTTTGTGTAT 
>P_672 
AAAGACATACAACAATTTTTATTTTTTACAGTAAGCCTTAA 
>P_673 
ACTAAGAAACTCCCAAGTTCATAGAGCAAATACAAAGCAGA 
>P_674 
AAAGAATTTATAGAAGATAGAATTAAGTTCACAAATTCTGG 
>P_675 
ATCTAAAATGATAGTCATGGAGGCTAAAGAAATGGCTCAGC 
>P_676 
CTGGAATTTCTGAAATAAAAAAGAACAGGTGCCTGGATTAG 
>P_677 
TTTCTATTTCTGCTGTCTGCATACTGTACTTTTATTATAGG 
>P_678 
TCGAGGGCTGGCGTTTGCTGAGCACCTGGGTTCTTCACCAG 
>P_679 



	 32	

CTGGTTGACTCATAGATGTGAGGCAAACAATTACATAAATC 
>P_680 
CTACCTGAAGACCCAGCTATACCACTCCTAGGCAAATACCG 
>P_681 
CTGCTGAGTTCAGGAAGGGAATCAAAGCTGATGGCACCTGG 
>P_682 
GTAGAAATTCAGTTATTTGTATAAAAGAAGCCACAGCCTTT 
>P_683 
GAAGACCATGTTCCTAAGCCAATGCTTAGTTGTATTGTCTT 
>P_684 
CAATTCCCAGCAACCACATGATGGCTCACAACTATCTGTAC 
>P_685 
AGGGCAGTCTGGGGCAGAGCAGGGAATGAACAAGAGGGTGC 
>P_686 
AAGGCCTCCTATGACATTGAATCTACCGAATCACAGTCATG 
>P_687 
CCTTGCCTTGCTCAGGAAACAAAAGATTGGGAAACTGTCCC 
>P_688 
ATCATTTTGCAGATGATATGATAGTATATATAAGTGACCCT 
>P_689 
AGTACATCTCCTGGGTCAGGACAGGTCTGCCCACTCGGTGT 
>P_690 
AGTGCCCTCACTCAACGGGCATCTCACTGGCCCAGACATTT 
>P_691 
TTGCTTTCATGTGATCTGAGATGATTTTCTTACCTTCTCTT 
>P_692 
GGGCACCATCCGTCTCTGCCAGATGTCGAGAATGAGAGGAA 
>P_693 
TGAGCGTGAACCAGGAAGGCAAGCTGGGAGAGAGAAGAAAG 
>P_694 
CTTTAAAAAAAAAAAAAAAAAAAAAAAAAAAACACCTCAGC 
>P_695 
CATTTCTGGTGAAGCACAGAACTTGATTTTTTTATATACTT 
>P_696 
CATGGTTCAGAATCATTGAGAACATGTCTTTCAGCCAGGTC 
>P_697 
TCTGCTTCAACTAAAAAAAAAAAAGAAAGAAAGAGAAAAAA 
>P_698 
AGATCACCCAGGGCAATCTTACATCCCAGATGAGTCAAAGA 
>P_699 
GTGTTAATTTCAGAACTAGTATTGCTTTAAATAAAATTAAA 
>P_700 
TGACTCTAGAGAATCCTAATACAAGGGTCTTTTGGTGCATG 
>P_701 
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GTGCCCTCAAGGAAGAAGCCATGAGCAAATCTCTTTAACAA 
>P_702 
CATAGCAGATACCTGACCGTATCTGTCGATGACTTGAACTG 
>P_703 
TAGCCTGGACCTCCCAAGTCATAGGCTTTTGTGCAGATTTA 
>P_704 
GGATTTACAGGAACCAGGTAAATGTTTACAGTAAAGATAAA 
>P_705 
GTACACGGTGCTGGACTTTGAACCCAGAGTTCCCTGCATGC 
>P_706 
TGGACAAAAGGATAGACTCCATGACACACTGTGACATACAA 
>P_707 
CAAAAAGCCTGGGTACACAGAGAGCTCCTCACAGACTCAGT 
>P_708 
CCTGTTAACGAACCCCAATTAAATATTGTCCTTATAAGACT 
>P_709 
AATCTGAGACCAGGCTGATCACTTCCCATGGCCTGAGCTGT 
>P_710 
TCCACAACACTTCATAAGACAATACATTTGACTAGTGCCAC 
>P_711 
AGTGCTGGGAGGTACCCAAGAAAGCATTGGCTCCTCTGGAG 
>P_712 
CCCATTGCTGTACCTTCATTAGATTCTTTCCTTGTTTCCCT 
>P_713 
TACTTTCAAAGGATGAGAATAGAGGAATCCATTTTGATCCA 
>P_714 
GATGTTTTTCAAGCCAATTGAAATCTCTTAATTCACAGGCA 
>P_715 
ATCTACTCCCAGAAGTATGAAACAGGGCCTGTCTCTCCCGG 
>P_716 
AGTATTATTTGCAAGAAAGCACTGATATATACTATAATGGG 
>P_717 
TGCTAGACTTTAATAATTTGATAGCTGGGCCTTGCTAGTCA 
>P_718 
ATAAACTTTTACAAAGTCATATTATAAATCACTTGATAAAT 
>P_719 
TGCTTCCAACTCCCCTTTGGATAATTCCACTCATCAGAGAA 
>P_720 
TTGTCATCATAAGAATGGAAAAGTTGATATTGAGCCACATG 
>P_721 
CCCAGTTCCAGCTGCCATGTATTAAGGACTAATTGGAAGCC 
>P_722 
GGCTGGGACAAAGGTGGGGCATATGAGAAACCGCCAAAGAT 
>P_723 
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AGTACAGCCAAATGGATCGGATAATGTATTGGAGAATAATT 
>P_724 
TGTTTAAGAGATGAACAGGAAAAAAAAAAAAAGAAAGAAAG 
>P_725 
CTGCTAATGATGAGCCAACTACAACTTCCCAGTGTGCTCCT 
>P_726 
GACTTTGATAAATGAATATGATTTTGCATAAAAACACACAT 
>P_727 
GCCGTCCTGTGGCTGTGCCTAAAGATAACTGATTCCCCAGG 
>P_728 
TTAGAAATGTCCACTGTAAAACATGAAATATGGCAAGAAAA 
>P_729 
TTGTCAAGTGGATGTTTCTCATTTTCCTTGATTTTCACTTT 
>P_730 
CCTGGGACTGAAAGCATAGCAGAACAGGCCAGGACATGCCC 
>P_731 
TCACATTCAGACACACAACTATACGTAATTAAAAATAATAA 
>P_732 
AAGGGGCAGGGCCAAAACCGAGAGGAGGCGCGTCTGCAGAA 
>P_733 
CCAAGCAGGCTCCAATTCAGAAGAACCTGACCCGGAGTTCA 
>P_734 
AGATAAAAAAAAAAAAAGCCAGAGGCCATGGTCCGGCTTCG 
>P_735 
TCAAAAAAAAAGTTATATTTAAAGGAAAATTTGTGTGGCTT 
>P_736 
GAAAGGGCCGGCTCTCAGAGAGAGAAGGAGAAGATGAGACC 
>P_737 
AAAAAATCAATTCTTCACCCATAAACCAGAACCAATTATTC 
>P_738 
AGACCAAACCCAAGGATAATAGGTGTAGATGAAAATGAAGA 
>P_739 
AGTGAAGTGGTAGCCCACAGAATGAGAGAAAATCTTTGCAA 
>P_740 
CATTGTATCTTGCACCCTGCAATCGTATATGCACATAGGGT 
>P_741 
AAATATGGCAATGGCAGTGGAGAACTTGGATCCTGTGGTTA 
>P_742 
ACTTTTACAGCTTTCTTTGTAAAACAGGAATCATACCATAG 
>P_743 
CTCTTACCCGCGTTCTCGCGACCGGCCAGGAAGAACGCAGC 
>P_744 
AAGCTGTACTACAGAGTAATAGAGATAAAAATAGTAGTATT 
>P_745 
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CTTCATTTTCATTAAACTCTAAGAAGTCTTTAATTTCTTTC 
>P_746 
TTGAGCTGGAAGGAGGAACTAACTGATGACAGACAGGTGCT 
>P_747 
AACTACTTCCCTTTGAGTTTAAGTTAAACATCTGAGAATAA 
>P_748 
TATCAGGGTCCTTTCAGCAAAATCTTGCTAGTGTATGCAAT 
>P_749 
CCCGAACCAAAAGCAATTTGAGGTGAGATTTATTTCAGCTT 
>P_750 
CTTGTCACAGAAAGGATCAGAAATGCTCTGTAATTTCTTTA 
>P_751 
TAAGCAAAAGATGTTAATAGATGCTTTCCCCAGAACCTAGA 
>P_752 
GGAGGACGTTATTCAAGACTACTGCAGTAGAGGTGAGAGAT 
>P_753 
GGCACAGAAGAGATAAGCCTAATTCCTATATCTCTGTGTGT 
>P_754 
AGCCAGGGGTGAATCACAGAAGCTGAAATACCTCTCTCCAC 
>P_755 
TGTCACTCTGCTCTACAGTGAAAGCAGCCATTGTTCTGTAA 
>P_756 
TACAGTGTAGTAACACATTTAAAAATCTAGAAACATCTTTC 
>P_757 
CAGAAATCATAATTTGATGTATATATGCAATTGTAGAACAT 
>P_758 
TATTATGCTTTTGCCTTTGAATTTGGCTGGTGGCCTTGACA 
>P_759 
GCTACCTAGTGTGGAAGCCAAAATATACTGTTTTCTGGCTG 
>P_760 
GGCCATGGTGGTCTGATAGGATACAGGGGACAATTTCAATA 
>P_761 
CTCTGATGGGGCAGGTCACCATTCTCACTACCGGCATCATC 
>P_762 
CCATTTCCTTAAAAAAAACGATTAAACATAGTTTCTCTCTG 
>P_763 
GCTATGTGACCTTGCTCTGTAATTTAAAACTATAAAAAGAT 
>P_764 
ACCTGCGATAAAGACTGTGCAGTTTGAGAAAGAATAAAAAG 
>P_765 
TTGAATAGACTCTACAGTTCAGCTAAGCTTAACTAGTTTTG 
>P_766 
AAGACAACTTTTGGGAATCAATTCCTTCCACCATCTGAGAA 
>P_767 
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CAGGCCATGGGAAATGTGACATTTCACAATTGGGTCCTCTA 
>P_768 
CTCAACTGAAGAATGGATATAGAAATTAATAATTCATTTAC 
>P_769 
CAGCAACACGGCTGCCTTAGAGCTGAGATCATAGGCATGTG 
>P_770 
GTGCTTTTTCTACCCTAATGATTTTATTAAAGAACATCTGA 
>P_771 
CATAGATTTATTCTTAATGCAAAGTGTCCCAATTGGAGCAG 
>P_772 
CTCTTTTCTGGTCATCAGGCATACACATGGTGCACAGACAC 
>P_773 
GCAGAGGGGCCTGAGATGTGATACTGGCTAGTTATAGGTTT 
>P_774 
AAGGGGAGTGTGGAGACAGGACAGGTGGATCCCTCAAAAAA 
>P_775 
TATTTCCAGTACTCAGTGAGAAATTCCCTGTGAATAGAGAT 
>P_776 
GTGGCTCTTTTCCACGCGCCAACAACTTCAGGCCTGGTAAG 
>P_777 
CTGTCTTGAAAACCCAAAACATAAAATAAACTAACAAAAGA 
>P_778 
GGCTACCTGTGTCTCCAGAGAATCTGTGTCCATTTTACACT 
>P_779 
GGCTCACCAAGCAGCAAATTAAAAAACCCTTTTCGAAGGTC 
>P_780 
ATATATATGCATATGTGTATATGTACATGTGTATTTGGAAG 
>P_781 
GGAAAAAAAACCAGAGCAAGACATCAAATAGGGATGGAGAT 
>P_782 
ACTCACATATTGAACTTGCTACTATTTACCTAAAATTCTCT 
>P_783 
AAGTGAATCGCCCCACAAGGAATCTGGAGCTGTTCGCCCAG 
>P_784 
GGATCCACAGTGATAGTGAGAGGAACCATGAAGCACCCCAG 
>P_785 
TCTTGTTCATGGTTTATTTGACCTCTTTTCCTTAGTGGTTC 
>P_786 
TACCATACATTAATCTGAATACATAAATAGCACTCTTTTCT 
>P_787 
TTGTTCTTCTCAGCAGCTGGATCAGAGCTGGAACTTCCTAT 
>P_788 
GGTATTGAATTCAATTTTCTATCCACTTCTAGAAGTCCATG 
>P_789 
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GACAATTGTTACATTACAGGAAGCATTAAGCTTGAGTTCTG 
>P_790 
CTTCGTTATATATGCCTTGAATATTTTTCTATGTTAGCACT 
>P_791 
TCTGGCTTTTGATTCTGAGCATTCTGCAGATGAAAAGGAAA 
>P_792 
TCATGCGATGTTGCATCAAGAAGGGTTTCTCTCCAGTTATT 
>P_793 
ATAAAAACCATTTAAACTACATTATGACAAGATAAATGTCT 
>P_794 
ATGATAATTCTTTTTTCTTTAAATAATATATGCGGTAGTAG 
>P_795 
TGGATTCTTTGATAGCATAAATGTCTGGCTGCCCACAAAGC 
>P_796 
AGTGAACTCAATCTGCAAACATGTTCCAGAAAATACTGAGT 
>P_797 
AGGAACTCTCAATTCTGAATATCTATGCTCCAAAAACAAGG 
>P_798 
ACACAGTACACACACCCACAAACTTGCATAGAGGTAACCCA 
>P_799 
TTTAAGATGTATAAAACAATATTAAATAAAAAACTGATAAG 
>P_800 
TCAGCATTTGGATGCTGATTATGGGGTGGATCCCTGGATAT 
>P_801 
TCAGAAAAGGGCAAACGCCGATATTAAATACTGAAGTATAT 
>P_802 
TCAATATCAATAATTTTCTTATTGTATAAGGACACTTGGTT 
>P_803 
GGAGGGCATCATCCTGAGTGAGGTTACACATTCACAAAGGA 
>P_804 
ACTGAAGGAAGCCTGTGGAGACAGGTAAAGCCTTAGCAGGA 
>P_805 
TTTATGTTTGCTGGTGAATGAACTTGGGTCCTCTTGATTCC 
>P_806 
ACCCATGTCCCCTCGTTGACATTTCTTTTCTTTCTTTGTAT 
>P_807 
AAAAAAAAAAAAGAACCATTACACCTAGCGTGATTAGCGGA 
>P_808 
TCTGATGGACGGGGTTCCCTACCACTCGCTTTGCTTCCTTC 
>P_809 
TAGATTGCTTTTGGCAAGATAGCCATTTTTACAATGTTGAT 
>P_810 
GTTAATCATAGACTTTCAACAAGTCAGAAGTCAGGACTTTG 
>P_811 
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TACATGCTTCTTGTAAAATTACCTAACAGTTGTGTCTCGGC 
>P_812 
AAAAGGATGGAACTCTCTTTATATTTCATTGAACCACATGA 
>P_813 
GTCAGCACAGAGTACCATTCATGCCAAGCTGGGGTTGTTTG 
>P_814 
AAACCACAGCATCAGCCCAGACGCTGCTGTTTTCTCACCTG 
>P_815 
ACAAGAAGAGAACACACCTCAACAAAGAGGACGGTGAAATC 
>P_816 
AGCTGAGATGCGGGCTTCTGATCCACAGATGAGACGTTCCC 
>P_817 
CTTTTCTTTTCCCCTCTTTTAAAAAATTATTAAATTTTGTT 
>P_818 
GTGGCTTATTCAGAGCTGGCACATCTAGTAACACAGCTGTC 
>P_819 
TTCATTAGCAACTAGGCCCCATACTTACCTGTTATGGCTTG 
>P_820 
CCTCCTTCCACAAAATAAGGAGCATGGAAAGATACCATTCC 
>P_821 
GCCGGCTGTCCCCGGCCCACACAGGGTGCTGCCTCAGCGCC 
>P_822 
AAACTACATTTACTCAGTTAATACCAAAGACCACCGCTGCT 
>P_823 
CATGAAGTTCCCGCCTCCCTAAGAGAACTGCCAGCCTTACC 
>P_824 
CCTAGCAAACACAGAAGTGGATGCTCACAGTCAGCTAATGG 
>P_825 
GAACATGATGCAATTAATCTAGTAAAACATTTTCATATTAC 
>P_826 
CAAGATTCAGATTTAAAATCATATTTCATGATGCTGGAGAT 
>P_827 
ATTAGTAAATGCATGTGAAGACTTATGAGATAAAAATTAAA 
>P_828 
GCATTTCTCATTTTTCACGTATTTTAGTGATTTCGTCATTT 
>P_829 
TATACCACTCCTGGGCATATATGCAAAATATTCTCCAAGAT 
>P_830 
GATAAGGACTCCCATCTTTAACTGCAAACAGGGAGCAGAGA 
>P_831 
GTTGCAGCAACCTAGTTTTGAGTCCTGAAATAGAAACTGAA 
>P_832 
GGAACACAGCGCCAGCCCCAATCCAATCGCACAGAACCTGA 
>P_833 
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ATAAAAGTCTTGATGGATCTATTGCCCTTGTTTTAGGCACA 
>P_834 
AAAACTAGAAATAAAAAATGATTTACAATTTCAAGACAACG 
>P_835 
GACCTATTGTAAAAAAAATAAAAAATGGAAAATTGACTATT 
>P_836 
GCCAAAGGGTTAAAACTGCTAGTGCTCTAGCATAAACTAAG 
>P_837 
GAGTCCTTTAAGACATCAGGAGACACTTAAGATCTAAACCA 
>P_838 
AATCAGTCAGCTTGGAGAGGAATTTGAGCCAGAACAGCTAA 
>P_839 
ACCCAGAGCAGTGACAAGGTATCAGTGGCTAACTCTCTCTC 
>P_840 
ATTCTCTCTGCCAAAAAAGAAAAAAGGGGGAATTGTGGGGA 
>P_841 
CACCATTTTCCTACTATAGAATCTTTTGCAGGAAATCCTTG 
>P_842 
CAAGAAAATTATTACATGCCAGATTGGTGTACACCTATAGC 
>P_843 
CAGCTTCCAGCCCCAAGTGCATGCAACTCAGCAGCAGCCTC 
>P_844 
CAGCTGGAGTTATCACAGAGAAAGGAGCTTCATTTGAGGAA 
>P_845 
AACGTTAATGACAAGGAAGCATCTTTGAACTATTCTTTCTG 
>P_846 
TTGATGACTCGTAGCCAGAGAGTTGACGAGGGACCTTGAGC 
>P_847 
AAACATAAATAAATAAATAAATAAGCAAGCCAGCCAGCCTG 
>P_848 
GAACCATCTCAGCTTATACTAACAGCTCTGTCCCTATCTTA 
>P_849 
GCATCTCCCCTTTTTGTTTTATTAGCAGTTCTGGGATCAGC 
>P_850 
CCACTCTTTGTCTCAAAAGGACAAACAGTGTAGTTTTGACA 
>P_851 
GTTGAAGGCAAATGCATTCAAATAGTATGGAAATATAGAGG 
>P_852 
TCAAATGGCAGAGGCATGTGATTTCCAGCCCTCCTTGCCAA 
>P_853 
GATTACGTGCACATGTGTGCAGTGCCCTCAGAAGTTTAAAG 
>P_854 
ATAGGATTGTATCCAAGACAACCAAATACAATGCTGTATGT 
>P_855 
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TTCTGGGCATCAGCCCACACAGGGAGGCTGATGAAGCTGGT 
>P_856 
CTGACATCCAAAACGGTACCATGTACCTATAATGTGTATAT 
>P_857 
TGTGTGTGTGTGTCTAAGCCATTATTAAATGTCTTCCTTAA 
>P_858 
AGATGCAAAGAGCCTCCAGTACCTTCCAATTGCTGCACCAT 
>P_859 
GGAGCTGCATTCAGATCAGCACGCAAGTAAAAAGTTGGCTG 
>P_860 
ACTCTTCAGGGCGTGGGGGGAACGAATGGCCACTCAGTTTG 
>P_861 
GATTTGCTACTGTTCTTAGTAAACACTCTGCAGACCAGCTC 
>P_862 
TAAAACATAAAATAAGAGTGAAGTTAATGATAGGCTTCTAA 
>P_863 
CTGACAGAAGCCTAGCGACAAGCTTCTAAGCATTCAGCAGA 
>P_864 
TCCAATGGAAAAAAGACAGCATTTTCAACAAATGGTGCTGG 
>P_865 
AATTCAGAGAAGAGTCCATGACTTCTAAAGCTAAGCACACA 
>P_866 
TCAGCTTGTGTGTTTTATATAGTAACACTAATAAAACACAT 
>P_867 
GACTGGCTTCTGCTGCTTTGAAACTTTACATCTGGTGCCGA 
>P_868 
ACTTTTCCCACTTTCTATGGACACTCCACTACTCATTCCTC 
>P_869 
AGAGCCACATGTGCAGCCTGAGGCCTTAGTCCACTGTCACC 
>P_870 
TTCCAACAGCTGATCTGTAGAATTTCAGCAAAGAGAATAGA 
>P_871 
AAAAGCAGCCCAGATGAAGCATAGTAAGTAATATCTTCAGG 
>P_872 
ACTCACACACACACATACACACACATACACACACACACATA 
>P_873 
GACCCTCCTCTGACGCCTGCACTACCAGTTTAATTTAGATG 
>P_874 
CAGCTGAGTTAATGCTCTAAAAGAAATAGGCTTAGCTGGGT 
>P_875 
TAACTCAGCTGCTACCCAAAATGATTCTTATTTTTCCCCTT 
>P_876 
GCTTCCTGAGCCTAAGGTGGAAACGCTGCGCTGTGGGTGTG 
>P_877 
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CCAAGGGGCCCTTGGGTCTTATCACTGAGTCCCAGCCACAG 
>P_878 
TAAGGTGAAGACAGAAAGGCAGGCTGTATATACTGCAGACC 
>P_879 
TGACATAACAAATATCCCATAAATTGGTTGTGGTTAACATT 
>P_880 
CCTCATCTCTTTTCTCAAATAAACATAAAGTAAAAGAACCC 
>P_881 
GCTTGCCCGATGACCTGACGATGTGACAAGGTCATGTGTCT 
>P_882 
ACTAATTAGCAATCAAAATGATACCCCATAGATATACCCAC 
>P_883 
TCCTCTTTTCTGCAGTCTGGAATGCAATGCAGATATGCTGA 
>P_884 
ATTCCAGTCTTAGATGCTGGAACCAGACCACAGTTAAAGAG 
>P_885 
GACCTCCATTGCTGTGGCACAAATACACAGTAATGTGACAC 
>P_886 
CCCAAGGGAATCCTTAAAACATCAACCACATGATATCAATC 
>P_887 
GGTCTCGGACCAGGATGGCGACCGCTGCTGCTGTGGCTTAG 
>P_888 
AGTAATAAATAGGCGTCTGAAGTGGTAAAAGAACAGTTAGC 
>P_889 
TGGAATCTTCTGCACCTGAGATTCTCGCTTCCATTTCTTGT 
>P_890 
GATTCCAGTGGTACCCATGAAACTTGGTCTTTAACTTTTAC 
>P_891 
TAGATGTCCCGGTTCACTTCATTTTCCTGCAGGGAAGTTCT 
>P_892 
GTTGCATTACAAATCCAAGGATATTGAAGATACTCGAGGCA 
>P_893 
GGCCATGGGGCCAGCAAGGGAAGAGCCTGGGTCTGCACTCA 
>P_894 
CCTTAAAGGACAAGATAAGGAAAAGGGTCTGAATGCTGGCC 
>P_895 
ACACTGCTCTTGGTTGCTTTATAAACAAGTTCTGGGGTTCT 
>P_896 
TTCCAGAAATACGCCCCTGAAAATATAAAAGGGAAAAAAAA 
>P_897 
AAGCTCTCTTACTTAAAGATAATGATACTGATTTCAGGAAT 
>P_898 
CAGACCATACAGACAGTAAAAGGACCAAAGGGAATATCACA 
>P_899 
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CCACCACCATCTGGCTCTTTATAAAAATCTTATTATGCTGC 
>P_900 
CTGTCTCGAAAAACAAACAAACAAAAAGAAATGCTTTAGAA 
>P_901 
CCATACAAAATGATTAAGGGAGGTAGGCTGGGGAAGAGGTA 
>P_902 
CTGAGTTAGGGTTTGCTCAGATACTTCTTTGTATTTGAATC 
>P_903 
CAGGAATGAAGGTATGGGTCAATCCTCCAGGAAAAGAGCCA 
>P_904 
TGCTTACCACCATTGTGAAGAGGTAATCCAATTTCCCCATG 
>P_905 
GTGGCTCACAACCATCTGTAACAAGATCTGACTCCCTCTTC 
>P_906 
CACTTCTAGAGGGCCATTTAAAACAAAAAACAAAAAAAACC 
>P_907 
ACTTATATAATAAATAAGTAAATAAATCTTAAAAAAAAAAA 
>P_908 
GAAGTCTGTTCCCTTCTTCCACTACACAGCTTGTTAGGAGG 
>P_909 
TTGACAGAGAGACTTGAAAGAAAATCTGAACTACACATGGG 
>P_910 
TGGGAGGTGATGTGTCCTCTATACCTCTCACTACTTAAAGA 
>P_911 
TAAATGGTCTGGGCTTTAGGATGTCCCTCTTCAATTTTGCA 
>P_912 
TGACAAAAAATGTGGAAAGCAATCGATACTGGTAAAGATTA 
>P_913 
GGTGGGCAGGCGTGGCGGAGAACCGGGATCAGCACCGCGGG 
>P_914 
TTTTGGGGAATTTGATAGTTATTGATGTGCATCTGTAAACT 
>P_915 
GGGGTGGGGCAGGGGGCCCAAGGCAAGGTCTCTGATACAGC 
>P_916 
TGATAATCCTGAGATTGTACACATCTCTTGATCTTCCAAGG 
>P_917 
GCTCCTGACCGGCCTCATCTAGCTACTAGAAGCCTCCTGGA 
>P_918 
ATCTGGGCACCTTCCTTGCCAGAGTACAGGTGTCCTCCCAG 
>P_919 
CCTGGAAGGCCCTGAGGTGAAATGCTACTTGTTTTTCTGAG 
>P_920 
TTTGTATCATCTAATCATATAGTTAATTTTTTACTTCCTCT 
>P_921 
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CCAGTGCCTCCATTTAATGTAGTGACATTTTAAAGAATTAT 
>P_922 
TTCAAATCTAGCTTCAGTTTAAACACAACATCTGAGATGAA 
>P_923 
TGGCTTAATTTCTTGCTTTAACAACCTAGGCTTAGTAACCC 
>P_924 
AAAATTAACTCAAACAAGTCAATGGCCTTTCTCTACACAAG 
>P_925 
ATGAAGTGTTCCCGTAAAACAGACTGTTGAGAAGGATTCAA 
>P_926 
TGTGGATTTAAGAAACTCCCAATATGATTCTTAAAATTAGG 
>P_927 
CCCAACCCTAATTCCTTTAAAATCTTAAAATCTTCAAGACT 
>P_928 
GGGTGGAAACTGCATCCCCGATACCACCCAGGAATCTGAGT 
>P_929 
TTTTCAGGGCCCATGTATAAATTTCCTAGTAAAATTTAGGG 
>P_930 
AGCAAACAGAGCCCAGCTATAGTTTTCTTCCAATGATTTCG 
>P_931 
TACTTATTTTTTCCCTTTCCAAATGAAATTATATCGTATTT 
>P_932 
TTTTCCTGCTGTGCACAGGGAGCTCCCAGTTGCCACTCTGA 
>P_933 
TGCTCTGGCCATCTGAAACCAGGTTTTTGGCATCCTTAGTC 
>P_934 
CAGATATATTGAGGGCAGCAAATACTTGAGAGAATCAGATG 
>P_935 
GCCGTTATAGGGGGTTTGCGACTCACCAACGATAAAATCAA 
>P_936 
GTGCTTTTGCCAGAAGAGGCATGTTATTAGTGGTGAGCTTT 
>P_937 
TTTTCCCAAGGTCCAAGTGTAATTACTGTGTTTTCAGAAGT 
>P_938 
TTCGTTTACCAAACCAGCACAGTCCCTCCAGTCCCTAACAC 
>P_939 
CTTGTCCTAAACAAGAATCCATTGTGTAGTGCCTCTATTAA 
>P_940 
ACCATTAAAAGGGGAGTGAAATTCGAAGATACACTGTGCTG 
>P_941 
TTTTGCTGACTGATTTTGTGAAATTAAAAAAAAGAGTAAAA 
>P_942 
CGGTTGCGGTAAATATTTGCAGGGGTTACTAGATTTAAGAA 
>P_943 
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GGGAAGCCTGAAACCTTTACAGAGTAGTCGCTGCAGCTGGG 
>P_944 
TTTGTAGACCGGGCTGGCCTAGAACTCAGAAATCTGCCTGC 
>P_945 
TCTTCTCAAACATTCAGATCATTGATTACCATAGTTAGGGA 
>P_946 
TCAACAAGGGAGCTAAAACCATCCAGTGGAAAAAAGACAGC 
>P_947 
TGACCTTAGTACAAGGAGATAGGAATGGATCAATTCGCATT 
>P_948 
ACACATACACAAAATAAGCAATAGATAAGTAAAAACCTGGA 
>P_949 
ATACTTTCCTCACCACACCCACAGTCTACCACTTCTTAATC 
>P_950 
CAGTCCTAGCTAAAAACCAGACTGAGGTCATTCGTGTGTAA 
>P_951 
AAAATACTCATCATATTCACATACTCTTAGCTGCTTCACTA 
>P_952 
AGAGTCCATTCTGGCAGGAGAGGCGGGGTGGAGGAGCTCAG 
>P_953 
TGTCTGCAACTCCAGTTCCAAGGCACCTGCTCAATGCTGTC 
>P_954 
CTGCAAAGAAGTCGCCTTCTAGACCTTTATGCTGCATTGTG 
>P_955 
GTCTCACCAATCACCCTGGCAGCCACCAGTGCTCTTGTAGC 
>P_956 
TCCCTTGTCTGAAAGTGAGCAAGGTCTGTCCTGTGTAATGT 
>P_957 
GAAGTCCATTTTTCTAATGGATTCCAAGAAATATCTTATAC 
>P_958 
TCTCAGATGTCTGGGGCCCGAGATGGGGTCTGTCCCAGTAG 
>P_959 
GAGCTACCTGCAGAGAACCCAGCCATATTCATTCAACAAAT 
>P_960 
GTACTACCGGAGGATCCCGCAATACCTCACCTGGGCATATA 
>P_961 
ATCAAGTTAGTGCTGACCGCATGTCATTGCTATGTCTCATT 
>P_962 
GCGCTCTCAGAAGCCATTTGATCGATCCAGCAGGTAATGGC 
>P_963 
GTATCAAGAACATCTCAGCAAACAGAGCAAAGGAGCTGAAT 
>P_964 
GTATTTATGTATAAACATACAAGAAGCACACAGACACTAAT 
>P_965 
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TAGCTCATTTCTTGTTTTTTATATGCCCCTAAATTGTTACG 
>P_966 
GCACACATTATGAAGATCAGAAATTGTGGGCAAAATAGAGT 
>P_967 
AGACCTGTCTCAAAAAGTAAAGATATTTAATTAGTTTCATT 
>P_968 
ATTAGAGCCACGTGCTTATGATCCCCAGATAGCCTTAACTG 
>P_969 
CTAGAACATACCAGATCCTCAATAATACTTGATTGAAGAGA 
>P_970 
CACCGGGGCCAAGAACTGGGAGTGGGTTTATAGGGAAGCAT 
>P_971 
CACAGGTAAATAGGTAGAAGACCTTAAAGAAGAAACACAAA 
>P_972 
TCTCCTTGCCTTTCACATAGAAAGAGATTTATACAAAACTG 
>P_973 
AGATGTCCCAGTGGGAACAAAACTGCTACTTGTTGAGAATT 
>P_974 
GGGAAAAGACATCTCAATGGATGCGATGACCCTTGTTTTGA 
>P_975 
ACCCAGCCAGGCGGCACCACACACAGCCTTCGCCGTCCCAC 
>P_976 
TGTGACAGCCTACCAGGATAAGGTCACTTTGCAGCCCAGGA 
>P_977 
ATTTCATTAAGCTCAGATATAGTATGGATTATTTGCTTATT 
>P_978 
GCATCCCTGTGCAGATGTGTATGCGTGTATGTATATGTAAT 
>P_979 
GCCTTTACTGTGCTGACATTAACGGCATGCGCCACAATCCT 
>P_980 
AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA 
>P_981 
CCAAAGTCGAACCCTTTAGCAGGCTCTGCTCTTCCGCTCCA 
>P_982 
TGGTCTTCACTGGTCCCTCTAACTGATCCTTTCAGACCCAG 
>P_983 
TGTTGGTCATGAAGGATAGTAGTACTAGAGTTCTGCCAGCC 
>P_984 
AGGCCAGAGGTACTCTGGCAACTCAGCGAGAAAAGAGCTAT 
>P_985 
ATGCACTAAGGCTGATCTTCAATAACAAAAAAATAACAGAA 
>P_986 
ATCAAGGTTCCTAGCCAAAAACACTCCTGCTGAAACACACG 
>P_987 
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TACAGTAATAGATGCTGACAACCTGACATGACTTTCCCCAG 
>P_988 
CTGAACAAACAAGCTGGAGTAGCCATTCTAATATCAAATAA 
>P_989 
ATTTTGGAGAAGGTCCTGTGAGTTGCTGAGAAGAAGGTATA 
>P_990 
AGAATATCAGTGGTTGTCATATTTAAATTTTGAGATATCAA 
>P_991 
CGATTTCTGATAAAAAAATTAAAACTTAGTTTAAACACATT 
>P_992 
CTTACCAAAGACTAAGGTTCATACTTAGAAAAAAATCCTTC 
>P_993 
AATGAGTTTGGTTTTTAAGGAAAAGAAGTTTGAAGTGGTCA 
>P_994 
CTGTAGCCTGAACATGAACTATCACTGCCGTGCTTATGTGC 
>P_995 
AATTTTCAGGTTCTGCAAATACTAGGCACTAGTCTTCCTCC 
>P_996 
TGCTTAAGAGCTGGTGGGGAAAGCCTGTGACAGGCAGCAGG 
>P_997 
GCAAGTGAGCGCAGCCCTTTAAACACTATGGCATTTAAAGC 
>P_998 
ATCTCTTAAAAAACCATCACATGTCGAGGACATAAATGCTT 
>P_999 
CAAGGTATCATTGAGTAGAGAGTTGTTCAGTTTCCATGTGT 
>P_1000 
TAAGAGGGGCAGCAAAAAAGAAGTAGGGGGCCTGGAGTCTG 
>P_1001 
GGTAATGTTGCCTGATGAGCAGGTAATGAATTCTGGTCTTC 
>P_1002 
CTGCCTAGAATCCCCAAGCGAAGGGCTGGGAGTGTGGCTCA 
>P_1003 
TGGAGGGGAGGGGGCACACCAGGTGTGCTGTCAGTGACACT 
>P_1004 
AAAAACGTGGAACTCAATGAATCAGAGGGCAGGACAGTGCT 
>P_1005 
CCACTTCTAGGACTAAGTTTACTACTCCTATGATTTTTTTT 
>P_1006 
AGCCTTTACAGCATTTTCTTAATTGGTGGTTGTTGTAAGAG 
>P_1007 
CTAAAGGGATCTGCAACCCTATAGTTGGATCAACATTATGA 
>P_1008 
CTCAATAACAATTAATGGAAATTGTTTAAAACATTTTTTTT 
>P_1009 



	 47	

GGAGAATGACAGTGGTGACGAGCGATCGTCCTCCATGTCCA 
>P_1010 
GGCCCAGGAGGTCAGTGGTTAGTAGTGTTGAATGCCCAGAA 
>P_1011 
CTAAAGAAATAGAAGCAGTTATTATAGTCTCCCAACCAAAA 
>P_1012 
GCTAGGAGGACTGGTGGCTAATACAATTAAGAAATAACATA 
>P_1013 
AATAAATCTTAAAAAGAAAAAAAAAAGAAAGAAAAGAAATT 
>P_1014 
ACCAGGCTGGCCTCGAACTCAGAAATCCGCCTGCCTCTGCC 
>P_1015 
GGAGTAGAAGGCCCTTAAGTAATAAGGAAAATGCTAATCCG 
>P_1016 
AGCTCTTTATACATCATAGCATAGTAATTCTTGCAGCTTCC 
>P_1017 
GCCCATCCTTGTCTTTTTTGATAAATTTGGGTTGGAAGTTG 
>P_1018 
TACACCCCATGCTGTCCTGAAAGAGGGCCAACACCATCAGA 
>P_1019 
TTCAAACCAGGGCGTTGCCAAGGTGCCGACATCTGGGGAGG 
>P_1020 
TAATGCCTGCTCTTTCGGCCATGCTGAGGTTGTGAGTCTGT 
>P_1021 
CCTATTTCTTTTAGAGCATTAACTCAGCTGCTACCCAAAAT 
>P_1022 
AGAAGGCAAAGTTTGATGGCATCTTTGAAAGCCTTCTACCA 
>P_1023 
ATGAGTGGAAGGTAGATAGCAACCCTCCCATGCCTGACTGA 
>P_1024 
CTTTTCAACCTGCAACGTTCAAATTAAAAGTGAGTCACCAA 
>P_1025 
AAAATAGCAAAGGAAGCTGCATCAAATACATCAAATCATGT 
>P_1026 
ACTCTTCTTTCTCCCTTCTGAGTTCTCTCAGGTGTTACTAA 
>P_1027 
TTTGAGCAGTGCGAAATTTAAAACACTTTAATCATGATTTA 
>P_1028 
TGAGCCATCCTCCTGACCCGATCTCTTACTACTTCTGATGC 
>P_1029 
ACTGCAGTGTAGCGGCTTCCATTTCTTATGAATAAAGTGGG 
>P_1030 
AAAGCTGCACTGCTGGCAACATAGAAAACTAGAAATAACTT 
>P_1031 
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TGTTTCCTCTGAAGAGACAAAAACATTTTTCCTACTTTTTT 
>P_1032 
AGGGCTGCACTGTCACCTGCAGAAGGTTGCCTTTTTATGGA 
>P_1033 
TTAGAGCCATGCTCACCCTCAAATAGTTGATTAACTGCTTT 
>P_1034 
ATTTTATATTATTTGTGACTATTGTGAAGGGTGTTGTTTTC 
>P_1035 
GGCACAGACACCACACAGTCATTTATTCTCTGCATTTTGAC 
>P_1036 
GGCATAGTCACACAAGGGACAGCAATATCTGGGTCCTTTCA 
>P_1037 
TGGACCATGTAGAGACTGCCATATCCAGGGATCCACCCAAT 
>P_1038 
ACACACCAGAAGAAGGCATCAGATCCCATTACAGATGATTG 
>P_1039 
TTGTGTAATAATACACAATTATTTTGTTGTGGCTACAGCAG 
>P_1040 
GCTGCTCTTGTAGAATTTTCAAACTGAACAAAAGTAACACA 
>P_1041 
CAAAATACTCCATTGCTACCAGAATCTGTGTCATCTGATCA 
>P_1042 
AATGGCATCCTTAATAGGTTATACCAGGATTAAGGGCTACT 
>P_1043 
TACTCTGTTGTGGGGAAAAAAATCCAAACTATTAATCTACT 
>P_1044 
TCAATGCAATCCCCATCAAAATTCCAACTCAATTCTTAAAT 
>P_1045 
AACATTCTGAACCTCATTTCATAATGAAAGAATGTACACAC 
>P_1046 
TCATGATGATGGTAGAGGACATAAAGAAGGAATTCAATAAC 
>P_1047 
AATCAACAAAACCAGGAGCTATTTTTTTTTTTTTGAGAAAA 
>P_1048 
CAAAGAATAAACAGGCTGAGAAAGAAATTAGGGAAACAACA 
>P_1049 
ATCCCCAGCACTGCAAAGAAAAAAAAAAAAAAATAACAACA 
>P_1050 
ACAAAATTGAAAGTTCAGATACAGATGGAAAATGAGAAAAT 
>P_1051 
TGGGATTGCAAGCTGGTACAACCACCCAGTAAAAGTCTCAA 
>P_1052 
TTGCCTCCGCATCTTCTGTAACTTCAGCTGCAGAGGAGCCA 
>P_1053 
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TGGCAGTCTGCGGCGTGCCTATGCGTGTGGAAGGAAGCACT 
>P_1054 
TGAAAGTTGATGATAACATTAAGTTTTTCTGTGCCATCCAG 
>P_1055 
GGGCTGTCTTCAAACTGGATATGTAGAAAAGGTTGACTATG 
>P_1056 
CCACCAAAAAAAAAAAAAAAAAAAAAGTTTAGTTCCTAGCA 
>P_1057 
CACGCACACATATATTTTTTAAAAATACAAGAAATCGTTTT 
>P_1058 
TAGTTTCCACAACCAGGTAGAAAACCTAGAGTGGCACAGGT 
>P_1059 
ACAATGAAGCAGCAGCAGGCAAGCATGAGCTCCCTGGACAA 
>P_1060 
GATGGTGTCCAGGAAAGAAAAAGAGGTTGATCCAAGACTAG 
>P_1061 
GAAATGGTAGAAAAGAAAGAAAAACAAATACCAGAGAAAAT 
>P_1062 
GCTGAGATGAAAGGATGGACAGTCTAGAGTCTGCCATACCC 
>P_1063 
ATTGCAATGCTAGAGTGGATATATTGGTAAAGCATAATTGT 
>P_1064 
GCACAGAAAACAGGATTTCTAGGTCCATAGTGGAAATCTTA 
>P_1065 
ATACCTCGTGTTGTTACATCAAGGTGTTGTGTTCTATTCGT 
>P_1066 
GGATATAGCAGGATATCATTAGAGTCATTTCATTGTTACTT 
>P_1067 
ATAGTCAGTGAGACCGTAGCATATCTTTAAAAAACCCACAG 
>P_1068 
TTGGACTCTGAGGAAGTTGGATAAATGAAACTTAGGAAAGG 
>P_1069 
TCAATGACTTGGCACAGTCCACACACAAGTATTTTAGATTC 
>P_1070 
TCCAGCACTCACTCAGAGAGAAGGGCCTAGTCCCAGCACTC 
>P_1071 
GAGCTTTCTTTCTTAAGCACATAAACAGAATGAAAACCACA 
>P_1072 
AGCAAAAGCTACTGAGAAATAACAGTCACAATTCCAGGTCA 
>P_1073 
CCAGAGCCAGCAAGCTGCCCAATGTCACACAACTGGCAGGT 
>P_1074 
TTAGACTTTTACTCTCAGAAATTACATTCTAGTTGGCTTCA 
>P_1075 
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CCCAAGGACTATCCAAGAAGAAACTATGTAAAAGCCAGAAG 
>P_1076 
GATGAGAGGCTGGGGACCTCAAGAGGGTTAGATATTTATAT 
>P_1077 
GGCTGGTGAGATGGCTCAGCAGGTAAGGGCACTGACTGCTC 
>P_1078 
AACAAACAAACAAAAAAACCAACTGTAAAATTTTGGGGAGG 
>P_1079 
AGCCATATTTTTTTCTTTAAAAAGATTTACTTATTTTTATT 
>P_1080 
CCTGCCATGCTTCAACTCATAAAATACATCAACAGGAACTA 
>P_1081 
TCTGGGCCCCTGAAAGATGAAAGGGAAAAAAGACCCTTTCA 
>P_1082 
ACACTCATACACACAACCAAAAACAACAGACAAAAAACCAA 
>P_1083 
CCTGTCTCGAAAAACCAAAAAAAAAAAAAAAAAAAAAAAAA 
>P_1084 
GATTGTCTTTCTGATGTTAGAAACTGCAGAGAACCTACTTT 
>P_1085 
TGTAACTACAGCTTCATAGGATATGACGTCCCTCTTTGGCC 
>P_1086 
TGAGGTGCTGAGAAGAAGGTATATTCTTTATTTTAGGATAA 
>P_1087 
AGTTAAATCCACTGCTATGAATCCATAACAAAACGGCCCCC 
>P_1088 
ATCTCTCTAGCCCCAAATTTAATATTTTTTAAAATGATATT 
>P_1089 
ATACTTGTATATCAAAAAGCAATCCAAGTTGAGATGGTTCA 
>P_1090 
GAGGAAGGGCATAGGTTTGCATTTTTGATGTACGCTCCTGT 
>P_1091 
TAATGTTCTGTTTGTTACAAAGAGAAATGTTCTTGATGAGG 
>P_1092 
TGCTTTAACAACCTAGGCTTAGTAACCCAATCCAATTGTTA 
>P_1093 
CCATTGCATACACTAGCAAGATTTTATTGAAAGTACCCAGA 
>P_1094 
TGAGGGAGCTGGGGGACTTTAACCAGGTGACTAACTCACCA 
>P_1095 
ACACAGAATTAGGTTACCCCAAATTCCATGTACCATTGTGG 
>P_1096 
AGACCCAGTTTCAAAAAAAAAAAAAAAAAAAAAATATCAAG 
>P_1097 
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CTCCACTTTGATGAAAATCAAAGTTTCATTTTAAAAATGAA 
>P_1098 
CAGCTAGATGTAGGATGTCCAGCCTTTTGGTAGCATGCTCT 
>P_1099 
CTAGGCGGCAGTGGAGGGGGATTTCTCTTTCTCTCTGCTTC 
>P_1100 
TGCATTTTCCCCTGAATCACATCTATATTTATATTTGGTGT 
>P_1101 
TTGGTGATGTCCAGGGCGTCAATAATAAAAAGAGAGCAGCG 
>P_1102 
ACTGAACTGGTCTCAGAAAAAAAATCGTGTTTTCTTTTTCC 
>P_1103 
GAACGACCAAGGCGGAAATAAAAAATCGGAGAAATCCAGGC 
>P_1104 
TTCTTGGTTTCCCTTCCAGAAACCCCATATCCCATCCCCCT 
>P_1105 
ACAAGCCAAATCTGCTTTATATGGGGACTTAATTACAGAAC 
>P_1106 
TCAGGTCACAGACAGTTACGACTGGCCATAAAATTAGTCCT 
>P_1107 
AAAACCAAACCAAACAAACAAGCAAAAAGAGAATGTGGAGA 
>P_1108 
TCATAGACAAATCATGTGGTACTTTTTTTTTCCAGACAGGG 
>P_1109 
ACTGGCTCAAGCTTCCCTCTATTTCCTTCCCTGCAGTTCTT 
>P_1110 
TTTCACTCATGTTTAAAAATAAGAGTTTTTACTTGTTTGTT 
>P_1111 
GTCTGTTCCAGGTTCCAGTGAGGGAGGCATCCGCCCACTTG 
>P_1112 
GACAGTGGAGCCTGGATTGCATTGAAGACCCCAAAACGTTG 
>P_1113 
CTTTCTCTGCAGGAAAAGCGACTGTTCGGTGGTACAGGCGC 
>P_1114 
GCCTGCTGCTGTCCCCTCTCATCTCACTGTGGCTGCCACCA 
>P_1115 
TTTTGGCTGCCTTCAGATCAAGATGTAGAACTCTCAGCTCC 
>P_1116 
AACTCTAATGGCTAAGAATGAACATCTAGGAAAAATGTTTC 
>P_1117 
CCCATAATTCTCTAATCTGTAGAGTGAATGTCAGTTATTCA 
>P_1118 
GTGAGGTACCCCAGACCAAAAGACATACAAAGTATGTAGTC 
>P_1119 
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CTAACAACCAGAACAAAACAAAACAAAACAAAAACCTTTCA 
>P_1120 
CTCTGTCATTCTGGCCACAAAATCTGAGAAGGACTCCTGAG 
>P_1121 
ACCAGAGCAGCTGCTGCCACAGCACCCAGAGCAACAAACCC 
>P_1122 
CTTGCCCCCGTGACCCTGCCATCTCCCGAGTTAAATAACAA 
>P_1123 
CTCATCAGGGCAGCAGGGGCATGTCTCCACCAAAATGGATT 
>P_1124 
GTTGCTCTTAAAGCACTCACATTCAGTTCCCAGCACCCATG 
>P_1125 
ATCTGACTTGGAGCAAGCCGAGATAGTAAAGCAGGAGGGCA 
>P_1126 
GTCAAAGATCAAGTGACCATAGATGTGTGGGTTCATTTCTG 
>P_1127 
GATTTTGGCCAATTTATTCGAATCTCATCTTCTCTAGCAGC 
>P_1128 
TGAAGAAAATGGAATTGATAATTTACAACCTTCTCAAACAG 
>P_1129 
CAGCATGAACGTGGCAGCTTATAGAAGAAGGCATTTACTTG 
>P_1130 
ACACACCCAACCAAGAAAAAAAACAAACCAGGAGTGTAAGT 
>P_1131 
AGATCCTGGAGATGTTATACAGACACTAAGAGAACACATAT 
>P_1132 
ACCTCATTTCAAGGAACTTGAGACTTAACATTGGCCTGAAA 
>P_1133 
AGGGGCAACCAATGCGCCTAAACCACCAAGAAGGAGCTCAA 
>P_1134 
TTCTACAAAAGGCTATACTCAACAAAATTGGAAAACCTGGA 
>P_1135 
GAAGGACCTGGAATATGGAGAGAAAACTGAAAATCACGGAA 
>P_1136 
GCTCCTGGCAGAGCACTGTTAGGTAAACTGAAAAGACTAGT 
>P_1137 
CGGTCCCCAGGAACTCTCTTACCTGGCGAGCAGTGGTTGGG 
>P_1138 
CCTGGTACCTGCTAGGCACTAAACATTCCACTAGCTGGGTG 
>P_1139 
AGAGAGCAAATGAACCTAGCATCGGGCGTCTCTCCTTCATA 
>P_1140 
AGAGGGCCACCATATTTGCCAGGTGTCGCCATTTCAATGAG 
>P_1141 
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CCACTTAACTTTAGTTATTTAAATATCTACATGTGAGCGAT 
>P_1142 
CACTAACCAGCATTCGTAGTATGGTTCTATTTTTGCTTCAA 
>P_1143 
ACCGGGAGAACCCTCTTTCCATGGGAGGTACAGAAGTAAAA 
>P_1144 
GTCAGCACTGTGGAGAAAGCAGCCGTAGCAACCTGTTCTCT 
>P_1145 
CTTCATTTCCTCTCCTGGCTATCAGTCATATTCAGTCTCCC 
>P_1146 
CCACTCCGTGTGTAGCATTAAACTAAGTTTTGTACATTAGG 
>P_1147 
CAATGATTACAAAGAAAAAGATGCAACAAAATTTTCTTAAA 
>P_1148 
TTTTTTGTAATTTAAAAAAAAAGATACCTCATTTACCTTTT 
>P_1149 
CCAATAACTCAGTTAGATGTAACTCATTGTTGGAACTTGAG 
>P_1150 
GAGACTGATTTTTGCTTTTGATTGTGACTGTGCCCTGAAAT 
>P_1151 
TTTACATCAACCTCCTGAGAACTGGGATTATACTTCCATTT 
>P_1152 
GAGAGAGGTGGTCCAGGGGCAGCCTGGGAGGCCCTGGGGAA 
>P_1153 
TGGCAAAAGTATGTGAAAGAATGTTCAGCATCAGAAGAATG 
>P_1154 
ATTTACCCACCCTACAGTTTACACATATATCAAAACTGGTT 
>P_1155 
CTTGACCCATAACCTTTTAGAACACTGGTCTCCAGTTCTTC 
>P_1156 
ATGTGGGTGCTGGGAAATTAAACCCCACTACTCTGCAAGAG 
>P_1157 
GCTATTTATGATCTTACAAAATAAAATAATTAAAAAGAAGT 
>P_1158 
AACAATCTCTAAACAGAGTCAACTAAAACTACTAACTCCAG 
>P_1159 
TGGAGGTCTCCAGACAGCTCATCCAAACAGCTCAGCTCTCA 
>P_1160 
GATCATCTTTTAAATTTAGCATCTTATAATTTTAAATGGAT 
>P_1161 
GTATAAAAAAGACAAAACAAAACAAAGCACCTAAACAAACA 
>P_1162 
AAGGAGTCGGAACGGGAGGCAAGAGCAAGCGGTGGCTCCCT 
>P_1163 
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TTCTTGGGGGGTGGGGATTCATTTCCCAGGCTATGTTCAAA 
>P_1164 
GACTGGCTTGCCTGTGTCAGATTAGACACAGCTGATTCATC 
>P_1165 
TTTCTTGCTTTTCCTAGGACATGGTTTTCATCCTTGTATTG 
>P_1166 
AGATGAACTTGGAGACGGTGATGGTCTCGAGTGGAAGCACA 
>P_1167 
GGAGTGGAGTCTGAAGAAAAAGCGGACGTACATCTCACGGA 
>P_1168 
CAGGCGGGATTTGCTGTCTGAGGTGGCGGTTGGTTATGGTT 
>P_1169 
TGTAAATAAATATCAAATTCAAAGAACTTAACACAAAGGCT 
>P_1170 
GCCTACTCAAGAGGCAGTGTAAACCAGTTTTGGCGGGTGAG 
>P_1171 
TTTAGAGTTTAATGAAAATGAAGCCACAACATACCCAAACC 
>P_1172 
TTATGTGTTAATATCTTTAGATGTATATAGCAAAAGGATGA 
>P_1173 
TAAGCTTAACGGCTTCACAGAGGGAACGGGCATGGTCTAGG 
>P_1174 
AACCAAACAACTGCATCAGGAAAGACCGAAGTGGTTAATGC 
>P_1175 
GCATGATGTGTGCTCAATAAACCTTTGCGGAAGGAAAGGGG 
>P_1176 
GGATGATGTCCTACAGGTCCATCCATTTGCCTAGGAATTTC 
>P_1177 
CATCAGTACATTAAAAATTCATTGGTGAGAATCAGCAGGTG 
>P_1178 
GTCAAAAATTTATAGGCAGTAACTTCTCCACTTTGCACACA 
>P_1179 
AGTGGTCAGTGACCACGTGTACCATAAGGAAGATCAAACAC 
>P_1180 
CTTTTAAGAGCCACATTTGTACCTATTTAATAGTTTTATGA 
>P_1181 
TCAGGAAAGATAAGGTAGACAATCCAAGACACTGTGGATAG 
>P_1182 
AGGTTTATCTCAGCTAGGTTAACTAAGGTGAAGACCCACTG 
>P_1183 
GCCATAGCCCTGTGAATGACAAAGTATAGCTCTTCTGCTTT 
>P_1184 
GATCCATCCCACATGCAGACACCAAACCCAGACACTATTGT 
>P_1185 
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AGTGAGGTTGGATGGGAACAAAACACCCTTGGAAGGAGTTA 
>P_1186 
GTGATCAGTGTTCATTTTTTAAAATTTTTATTAGATATTTT 
>P_1187 
CCAACAAAATATCCAATGACACTGAATTATAAAAAAAAAAA 
>P_1188 
CAGATCTCTGGCAAAACCAAATCAGAGCAGAGCAAAGCTGG 
>P_1189 
TTCAATTGATTAGAATTAAAATGATTAAAAAAGTAAAAGAT 
>P_1190 
GATGAAAGACAAGAGAAATGAGAGCTCAGAAGAAGCAAGCC 
>P_1191 
GGGTATGCCACGACCAGCTCACCCCCCTGTAGGTTGCCTCC 
>P_1192 
AGCATGATTAGAAGCCAGTCAGGTGGAAAAGGAGGAAGAAC 
>P_1193 
TGGGGAAACTGGGAACCATTATAGATTATACACATCAGTCA 
>P_1194 
TCTGCTGTGTTCTGAAAGTTAACCCAGAGGCTGACTTAGTG 
>P_1195 
GCACTGTACATTTGTGGAAGATGTATTATTAAAACAAGTCC 
>P_1196 
GTCAGGTATTACTTGTTGACAACTCACCTACATGTGAGCTA 
>P_1197 
CAACAACAACAACAAAAAAAAAACAAACAAACAAACAAAAA 
>P_1198 
ATCAGTCAGGGTTTAGACTAAAGGGAAAAAAAAAATCTCTG 
>P_1199 
CGTAGTTCTCAACTGGAAGCAGGGATATCTGAAAGGTACAC 
>P_1200 
ATCTATTGGCACCTAATGATAGTTTTTTAGCATGTTCCTCG 
>P_1201 
ATCATTCTTAGTTTGGAAGGAAGTATTTAAGTACACAAATT 
>P_1202 
ACCCAGAGCTATAAATAGGCAACAAGAAAGGCGTGAAGATG 
>P_1203 
TTTTAATGATGAAACCCCACAAAATGGGATTGGCGTGAGAG 
>P_1204 
AGAAGCTTTGCAATTTTATGAGGTTCTATTTATCGATTCTT 
>P_1205 
CCCAATGGAGGAGCTAGAGAAAGTAGCCAAGGAGCTAAAGG 
>P_1206 
GTGGCACTTTGAGGGGAGCCAAACCAACCCAATATTCTGTA 
>P_1207 
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TCATCTCCAAGCAATTTTACAATAGTGTCTATCATGTTCAC 
>P_1208 
GCAGTTCCAGACTTTCTGGGAGGAAGGAGATAGAAAAAGAA 
>P_1209 
CTGGGTCACTTAACCCTGCTAAGTTTATACCCAGACAAAAA 
>P_1210 
AAAGCCAACCAGCACAGAAGAAAACAAGTTTTAGTGTAAAA 
>P_1211 
GCCTCTCAAGTGGCTTAGCTATAGGGTTTCTTTGTTTGCAT 
>P_1212 
CAAGTACAAAAGGAAGAACTACTTAAAAGAAGAATTCCAGG 
>P_1213 
GCAGAGGCACAGAGCCACTGAGGCAGCACTCTTTGTGGGCC 
>P_1214 
AGCTTTTAAGCACAATGGCCATCCACTGGACACTGTGTCTA 
>P_1215 
GTGCCAGGAAGTCAGGGTAGATCTCCACATAGTTGATGCAG 
>P_1216 
GGCACTGCAGAGTGGCAGCCAGAGGCAGGCATGGAAGGCTG 
>P_1217 
TGTAAGCCATGCTTGGTTACAGTCTCCAGAATCATACTCTC 
>P_1218 
ATGTTCTGAGGCTGGTAGACAAGACCTGCTTAGCCAAAGTG 
>P_1219 
GTGGCCTTATCTGCCAAATCATTTTTTAGAGTCATGGGGCC 
>P_1220 
GCTCTGAAACTCCTTTATCAAACCTATAGCTCTGGGAAGGA 
>P_1221 
AAATTGAACTGGAAAAGCAGAATATTTAAATTTCTGAGTGA 
>P_1222 
TTTGTTTAGCTCTGTACCCCATTTTTAATAGGGTTATTTGA 
>P_1223 
CCAGACATGCTGGATCTGAAATTGTTGTAGACACGTAAGAG 
>P_1224 
GGCAAACCCCTATCTCCAAAACTATTTACATTCCGATTCAT 
>P_1225 
GTTTCCACGTCCTTTGGATCAAAGGAATATTACTTTTCTGA 
>P_1226 
CATGAATGGATATGAATCCAATCCCAATTTCTTTTAGAGCA 
>P_1227 
GCAGAGGAAGAAAGGCAGGGAGACACACCTGGCTGGGGACA 
>P_1228 
GTTCTCACCGTCTGTGGTTAAAAGTCCTCAAGTGAAATCCT 
>P_1229 
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TCGAACCAGACTCCTGGCAGAAGTTGTGTTCCACTCACTAG 
>P_1230 
TCACTAGAGGGCACAGGGAAAGCATTCTAATTAACAGAATC 
>P_1231 
ATTAATTAATTAATTAATTAATTTTAAAAATGAGATTTAAA 
>P_1232 
TGGCTGCACAATAATTAATGAACTTAATTTCCAGTGCTAAA 
>P_1233 
GGCTCTCAATAGTAAAAAAAAAAAAAAAAAAAAATCCAGAG 
>P_1234 
CAAAAGCCTTTAATCCCAGCACTCACAAAGCAGAGGCAGGT 
>P_1235 
TTTTTAGATTATAGATGTACATATATATTACAGATTACATT 
>P_1236 
CACAGGCCTTGAAGCTTTTGACTATTTCTTCTGCTAAGTCA 
>P_1237 
CCATTCCCCTGTACTGAGGCATATAAAGTTAAATTGGATTT 
>P_1238 
TGAACTGAAAGTGTGTCCCCATGCCTGCAAACTCTAAAGTT 
>P_1239 
CTTTGATGTTGACTCTTAGGAACCTGTTATTTTCTAATGAG 
>P_1240 
CTTAGGAACAACACCACCTCAAATGGGCTGAGCCTTCCCCC 
>P_1241 
GTTTTTCTCTCAAACTGGCCATAAACATAACCAGGGGCGTG 
>P_1242 
CTGTATCTAAAAGGAGGTGGATGCTGTCTCTGAGAATGGCT 
>P_1243 
CATATCACCTAAAGAAATAGAAGCAGTTATTAATAGTCTCC 
>P_1244 
CGGTGCCCGGGAACAAGCAAAGTACCTACTGTGTCTCTTCA 
>P_1245 
AATGAAATTGTACTCCCAATAAAAGATTCTCAAGGAATCTC 
>P_1246 
TTACTTTTTTTTTTAAATGTAAAATTAAACTGAAAGATCTC 
>P_1247 
TCTTAGTAACAAAGTCTTTCATATTCCTACTAGGATTGCTC 
>P_1248 
AGTATTAAATAGAAGAAAAAAATTAAAAATGAATGAATTGA 
>P_1249 
TTGCTTTATTGCAGCAACAGAAAAAGTAAATAACAAGGCTA 
>P_1250 
GGGGATGTAGTCAAATTAAAAGCGTTTACTAGAGGAAGGCC 
>P_1251 
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ACATGAGCATGTGTGTAAGCATGAATGTAAGTATGTGCGTG 
>P_1252 
ATCTCTCCAGCCCCACCTCAAGTCTTTTGACATCTCAAAGC 
>P_1253 
ATCAGCCAGTGAGGATTTTTACCTAGGAGGCTACATACAGA 
>P_1254 
CTCACAACCATCCGTAACAAAATCTGATGCTCTCTTCTGGA 
>P_1255 
AAGGCATGTGCCTGGTCCCTAAAATGCATTTTTATCTTTAA 
>P_1256 
ACCCAGCAGCTGTGGGATAGAGCACCATACAGCTGCCCTGC 
>P_1257 
TTTAATGGCAGGGTCTCTCTATAGCCCTGGCTAGCCTGGAA 
>P_1258 
CGGCATTTTTAGCACTTTTTAAAGATATCTTTTTTTTTTTT 
>P_1259 
CACAGTTGACTAATGGTGGTACTTATCTGTTTTGCAAGTTG 
>P_1260 
TTATAGATAAATTTAAATCTAGATTACATAGATGAGTCTTT 
>P_1261 
CTTTAGGTCTTCATTGTGAAAAAGTCTGGTGTCCTAAATCA 
>P_1262 
AAAAACCAAAAAAAAAAAAAAAAAAAAAAAAGTGAAATTAG 
>P_1263 
ACATATATTGCCCAGTGCCTAGAATCTGCAATGGCCTACAC 
>P_1264 
CTTTATTGAAGCTGTTTATCAGGCTTAGGAGTTCTCTGGTG 
>P_1265 
TTGGTCACAAAACAGGCCTCAGCATATACAAAAATATTGAA 
>P_1266 
GTGGAAGCAGTGGGGAAAATATGTCACAGAGACCAAACTCG 
>P_1267 
AAAAGGTTGAGCCTTTTCTCAGTCCGCTTAGACTCCAGGAA 
>P_1268 
GGAAAGCCATGCTGGCAGGGAAGGCATGCATTGAGAGCAGG 
>P_1269 
ATACTTTGCAGTTAAAAGCGAAGATATTACCAGCTGTGCTT 
>P_1270 
CTCTGCTATAGACATTCAAAACATAATTTCTGAAGCAAGCT 
>P_1271 
GGATGGCCTAGCCGGCCATCATTGTGGGGAGAGGCCCTTGG 
>P_1272 
GGTTCTCTGGCGCACCCTCTAACCTGTTCAGATTAATTTCC 
>P_1273 
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TTACTCTGGCAGTTCCTCAGAAAATTGGACATAGCATTACC 
>P_1274 
GGATCTTTTTTAATAGACTTAAGAAGTAAGCGATCCTATAC 
>P_1275 
ACTCTCAAGTAGCTGCTTGGATTCTTCTCTCCTCCTTACCC 
>P_1276 
TGCCTTTTCCAGAGAGTGGGATAGGTTGCCTTTTGGTACTC 
>P_1277 
TTCATAATGGCTAGCATGCCAAGTAACTATGGGAGATTATT 
>P_1278 
AGGCTTAGAGAGAGAGAGGTAAAAGCTTAGAAAGAGTGAGA 
>P_1279 
TAGCAACTACAATACACCTTAATAATTTTATGCTTATCCAG 
>P_1280 
GTAGATACATGTACAAAGCCACATATAGTCAGTGCATCAGT 
>P_1281 
GTCCTATTTGTCTGTTGTTGATCTTAGAGCATAAGCCATTG 
>P_1282 
GAGAGAGAGGAGGAAATCCCAAGGAAATAATCCCTATTATT 
>P_1283 
AATTATAGTTCTTATATGAGAACGTGGACTTATTACTGATC 
>P_1284 
CTCAGGAGAAAAGAGATGGGAAAGAGAAGCTACTTTAGCGA 
>P_1285 
ATTAGATGATTTAAAAAAAAAAAAACAAAAAACTCTGAGAT 
>P_1286 
TTTGTGACCATATTTTTTTCAAGAGCAAACTGACAAAGCTT 
>P_1287 
CTCAGTCATCCTTCACCTCTAGGCAGTGGAGCCTCAAGTGG 
>P_1288 
TTGCTTTCTGCAGCAGCAGCATCGCTCGTGTGTACCAGGGA 
>P_1289 
GTTCCCGCATCAGGAAGCTCATGGCTGCCTGCAACTCCAGC 
>P_1290 
CCATGTACATGAGATCCAGCAGTGTTTGCCTTTTTGGGTTT 
>P_1291 
CCTCGAGTAGGAAGAAAAGCAGGAAACAGACCCAAGTGGAA 
>P_1292 
CCTCCAGAGTGAAAAAGCAAAATTGATAAAAATCTTACCAC 
>P_1293 
TTCCACTTAATGTGAAACTAAAAAAGCAACATCTGCATTAA 
>P_1294 
CTGGTGGTAGTTGGCAGGTTACTGGCAGTGTTTCCAAGAAG 
>P_1295 
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CCCCACTGGTTCCCTGGCTCATAGCTCTCTCTCTCTCTCTC 
>P_1296 
GTAATCAATATAAGAATCTGAGAACTGCAGATACTACAATT 
>P_1297 
CATTTGCCTGCAGATAAGAAACATACCTCAATAACAATGAA 
>P_1298 
ATAGCACCTGGGCCTTCAGGAAGGAAGGCTGGAGCCTGGGA 
>P_1299 
TTCCCCATAGTTCCTGAGCCAAGCATGCCAGTAAGCATGAC 
>P_1300 
GCATGAAAATCACGTGCCAAATCAGTAGATGAGGCCATTAA 
>P_1301 
ATTGCACTGCCTCATACTGCATGGACTCCGATTTGGGAGTG 
>P_1302 
CTTACAGACACCGGAGAGGGAAAAGAAGAATGGGACACTGA 
>P_1303 
CGGGCTCTGTGCTCAATACCAACTCTGCTCATCTTCTATGT 
>P_1304 
TCTTTCTGACAAGCTGGCGCATAGTGTAGCTACCACTGTTT 
>P_1305 
CTGGCTGGGACCCTGTCCTGAAATTACCCTTTCTACCACAC 
>P_1306 
TTGGTAAAGGATCTTTACCTACCCTAAATCAGATAGGAGAC 
>P_1307 
CTAATCTGTTCTTTTCAGTTAGACCTAGTCACTTAGACATG 
>P_1308 
CTTGGATGACCTTGGCACTCATAGGTTTTCTTGTTCTTGCC 
>P_1309 
GGAGTCTCCTTGGCTCCAGGACTCCGCTGAGGGCAGGCTGC 
>P_1310 
CATAGGTAGCATACATTATTAAGTACACATAATTAAAAAGA 
>P_1311 
GTGAGGCAGGCGGTTCTGAAAGTGTATTGTGTGCTGTATGT 
>P_1312 
GACCAATTTTTCTTTTTACAAGAAACTACTCTTTGGCCCCT 
>P_1313 
GCTCCAAACTTTGTCTCTGTAGCTCCTTCCATGGGTGTTTT 
>P_1314 
GTTATCCATATAAAATATGGAACTTACCTCTACTGTAGAAA 
>P_1315 
AGAAGTTATCGACCAAAAGGACTTAACAGATATCTACAAAA 
>P_1316 
AAAGGAGGAAAAAGTAGAAAAATTTTTTCTTTCTTTATTCT 
>P_1317 
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AACTCATAAAAATGTTTTCAAATACACAGGAACTCTGAGGA 
>P_1318 
CTTCTACAAATCCCGTTTCCAACGAATTTGTTTTTCAGGTT 
>P_1319 
ACTATCAGTGTGAGGACAGGAATCATTGAGCAAGAGAAGAG 
>P_1320 
CTGATGCTCCATCATAGGCCACTGAACCTCCACCAGAGGCC 
>P_1321 
GAGCTTCTGGGTGTGTCACCAGGGCCAGGTATTTTATGACA 
>P_1322 
GGACCAAAGCAAAGGTTCGTACAGAACGTTGTGTGGGCCAC 
>P_1323 
CTGTGAGTAAAAACAGAGAAACTTTTTGGAGTCAAACTCAA 
>P_1324 
CCCCCTAACCAAGGAAGGAGAGGTGTTTTTGTGGACACCAG 
>P_1325 
GGGTAATTTGCACTGTCACCAATAGTGACAGTGCCCTTAAT 
>P_1326 
ATGTCTGCTCACTTTTAGGGAACCCACTAAAAACAACACCT 
>P_1327 
TATAAGAAAGCAAGCAGGGCAAGCGGCAGGGAGCAAGTAAG 
>P_1328 
GAAGAAAGAAGTTTTGATTTATTACCTGATTGATTTCACCT 
>P_1329 
GAGCCAGAACAGCTAAGTAGAACCAGCCAGCCAGAATCCAG 
>P_1330 
TGTTTTCAGCTCTGAGACTTAATGCTGAATTAGCTAAATAG 
>P_1331 
AAAGCAACACAGCTTCTGAGAAAGTCCCTGTTTTGGGCCTT 
>P_1332 
CAAAGGTTAAGGACGCAGCAAGGGAAGGGCACTGCTGATGG 
>P_1333 
AAAAAAAAAAAAAAAAAGTAAGTGGGAATTAAAAATATACT 
>P_1334 
TCAGAATCACCCCACCCCCAACATCCACAAACTCTTTTTTA 
>P_1335 
CAAGTTCCTTTGACTTACAAAAGCTTTGCAATTTTAAAAGG 
>P_1336 
GGGGCGCCATGTTCCGTCCAATAGCTGACTGTGAGCATCCA 
>P_1337 
CGCTCCACAGCTTCAGGGTGACTGTTCTAACTATGTAGATG 
>P_1338 
GCACACGAGTGTGAAAATGCAGTGTGTGGCATAAAGAACAG 
>P_1339 
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TTCTCACCCGAAACTAATGGAAGCTGCCAGGTTACTATGAC 
>P_1340 
AACACCATTCAACTCTGGGCATGATTCATGGTAGGCACTAG 
>P_1341 
GTGTTATTCCCGACGTTCTCATGAAAATTTTATGTCTTATT 
>P_1342 
AAAGTGTCACAAATAATTACATACATATACATACATACATG 
>P_1343 
CTTGGGATTTGCTCTCCCCCACAAATACTGTTGTAAGATTT 
>P_1344 
TCCTATTCTTGGGGTCTAGGATTCATAGGTGAGGTGAGCTG 
>P_1345 
TTTCCTATGTCTGTGTGCACAATGCTATTGTTTATGATGTG 
>P_1346 
CAGAAAACCAAACCAAAATCAAAACCAAAAAAACCAAAGCA 
>P_1347 
AAGCCTCTGGCCAGTTCAGGAACAAGAAGCCAGTAAGACAT 
>P_1348 
AAAAACATCCAAAGACAGTAAGTAATAACATCACAGTCTAC 
>P_1349 
AGCAAAGAAGCAGGATAAAAACAAAAATCAAAATGCAAAAT 
>P_1350 
ATGCAGACATCCCCTAAATTACAATACAATCAAGCTATAAA 
>P_1351 
ACCTAAAACCAACTTCCCACATAGCCCTTTGTCTTGTGCGT 
>P_1352 
CCAGCCTTTCATTCTGAGGTAGTGTTTATCTTTTTCTCTGA 
>P_1353 
CCATGCTGTTCGTTCAAAGCAGGTGGCCTATTGAGCAAGCC 
>P_1354 
CCCTAAGATTTTTTTATTTTATTATATGTAAGTACACTGTA 
>P_1355 
GAATGCTAAATTAACATTTTAATTCATAAAGCACAAGAACC 
>P_1356 
CCCAGGACTCTCACGATCAAAAAAAGACAAATAAAAGCCTT 
>P_1357 
ATACATACAAAAAAATTTTCATAGCTGTTTCCTATCTAATG 
>P_1358 
AAATCTGATCCTAGCTCAAGAAGTCAAAATCCAGCCGGTCG 
>P_1359 
GAAACAGAGATCCTCCGTGCATCGCTGGCATTCCTGGGACT 
>P_1360 
CACACATGGTGCACAGACATACACTCAGGCAAAACACTCAT 
>P_1361 
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CTAGAAGCTGGGGCATACAAAGAAATAGCATTTTCTCTCCG 
>P_1362 
TTAGATGAATGATGTTCACTAACCGAGGCATCACCTCAAAC 
>P_1363 
AGCTGTGTCAAGTTCACACAAAACTAGCCAGTACAGCGGGT 
>P_1364 
CCAGACCCTTAAGAGGAGAAATAGATTCTACTCCATTAGAA 
>P_1365 
CTGGGCTTTTTGTTGTTGTTATTGTTTTGCTTTGCTTTGTT 
>P_1366 
TTGAATTTCATGCGTTTGGCAAGTTGTATCTTATATCTTGG 
>P_1367 
GTGGCTCACTGACACTTTGCATTCGTTCAAAGATGCTAGGC 
>P_1368 
CTAGGAGAAATTAAACAATTAGATAATTTTGCTAAGAATTT 
>P_1369 
CCCCGCTGCCAGGAGAGAAAATGTTCGCAAAAGGAGATCTG 
>P_1370 
AAGCTTTAAAAAAAAAATCCAAATCTTTCATTTTCCTAATA 
>P_1371 
GATGCTGTGTCATTACAAAAACACCCTCAAACCACACAGAA 
>P_1372 
TAAGCTTATGGTATCCTACCAGGTAGTATAGGATATTCCTA 
>P_1373 
ATATAAGTGTTAGTCTGGGCAGTCATATCTGGGCAGCCTGA 
>P_1374 
ACATATATGTATGCATGCATACACATATACATATATGTATA 
>P_1375 
AAAGAACCAGTCCCTACAAAAAAAAAAAAAAAGAAAAAAAA 
>P_1376 
CTCATGGAACCTTCTCCAAAATTGACCATATAATTGGTCAC 
>P_1377 
AATGATAGAGATAAAAAACAACCATAAAACTTTAAACCCAA 
>P_1378 
CAACCACTGACAGCCTGAGGACGGTGAAATGGCACACTGTG 
>P_1379 
AAGTAGAGGCAGAAGAATTCATTCAAGTTCAAAGCCAGCCA 
>P_1380 
CTCATTTCACCATGACTTTCAAAAGTTACTCTTCTGTGCTG 
>P_1381 
CCAGGCTGATGAGAACCGGCATTCAGCTCTACTGTGTGTCA 
>P_1382 
AAAGGGTTTGATTGACTTATAATTCCAAGTTCTTGTCCTTC 
>P_1383 
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CATTCTGATTGGTGTAAGGTAGAATCTCAGGATCATATTGA 
>P_1384 
CATGCCAGGCGATTGTCAGAATAGTTACAAACAGGAGCTCA 
>P_1385 
GAGGAATGATCTAAAGAGGAAAAGCGAGTTTGGGAAAATAC 
>P_1386 
TGGACTGTAAATAAAAATTAATTACTGAAAAACAATTCATT 
>P_1387 
CCACTCTGGGTTCGACTGAGAAACCCTGCCTCAGTGCAAAA 
>P_1388 
ATCATTTTGGGTAGCAGCTGAGTTAATGCTCTAAAAGAAAT 
>P_1389 
GTTCGGCGGGTCCCGGACCAAGATGGCGACCGCTGCTGCTG 
>P_1390 
GAAGATGAGCCCAAAAACTGAAAGAGCCAGAGTAGTAGGGA 
>P_1391 
AATGTCTGTTGAGTTCCAACATTGACTTAGTCAGATTGTCC 
>P_1392 
ATATCTGTGCCTAGAACCCAAAGATATTCATAGCCCTTCAA 
>P_1393 
CTCCAAACTTGTAGTTACTAATATACATGTTAAAACTGTAT 
>P_1394 
TAAAGGCCCCGAGCGGGGCGACTCAGGAACGGAGTGCGGCT 
>P_1395 
TTCTCACCATTTTGGAAATGAGGAAACAGAGGCCCAAGCTG 
>P_1396 
ATTTTTGATGCTTTAGACAAAAAGATTTCCGGATACTGCTT 
>P_1397 
TACACAGCTACAATGTACTCATATACATAAAATAAATAATC 
>P_1398 
GGTGTTCTCCTTTCCTGGTAAAGCGATATTTAAGGGGCAGG 
>P_1399 
TCTGTTTTTCTATTGATGCGAGATCCTGTGGGCAATGGGAA 
>P_1400 
AAGGACAGCAAAAACAAAACAAAACAAAACAAAAAAAGTAG 
>P_1401 
AGTTTGAAGTTAATTTTTTTATTTTTAAGCATTAGTCAAAA 
>P_1402 
TCAAAGCACATCACATGACCACCGATAAGTTCAAGGGGACA 
>P_1403 
TGCTTCACAACTCTTTAAAAATGAATGTGATGTGTAATATA 
>P_1404 
TCCCAGGGCACAGTCCAGAGAAGTCCCACAGGGGACCCAAG 
>P_1405 
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GTTAACCACACATTTTGAAAAAATTCCTCAAATAAACACTT 
>P_1406 
AGACATCCATCTAATGATGGAAAGATACAAAAGAGCAGGTC 
>P_1407 
CTCCATGAGATCCAACTGTAAGGCATTTTCTCAATTAGTGA 
>P_1408 
TTTGTTGTTGTTTTTTAAAGATTTGTTTATTTTATGTATAT 
>P_1409 
ACTAGGGCTCCCAGAACAGCACAAACAGTCCCTCCGGTGAC 
>P_1410 
GAATCCCTGACGCTGAAAGAAGAAAGGGTGTCTGAGCACTC 
>P_1411 
CTCACGCCAGACTGGGAACGAAGGGCCCTCATGCCGGAAAT 
>P_1412 
TCACATTAACATGTCCATTGATATTGCATCATTTTCATCTT 
>P_1413 
ATCTGGGGATCTCATTGGAGACCTGCAAAAGATCACAGGAT 
>P_1414 
AACCACCTCTTTCAGAATCCAACCTAAGAATGTCAGGCAGA 
>P_1415 
GAAAACCAAAAAAAGAAAATAAATAAATATATATATGTATA 
>P_1416 
TTCCACTGTACTGGAGCATCAAGTACAATGGGAACAGAGAG 
>P_1417 
AGATTTGGGAGGAAACAGCTAAACTAGTCTTTATGGTAATA 
>P_1418 
ATAATCAGACAAAGAATCTGATGCTTCCAAGTCTCCCCAGA 
>P_1419 
GCTTGTTATGTTGGTCATGTAACTCGGCCCTGATTTTTGCT 
>P_1420 
TCTAGTGTAGAGCAGAGACCAACAGCTCTCCAGGAATTCCC 
>P_1421 
TTAGACGAATGCCTTTAGGGATCCTAGAAAAGGAACTACGT 
>P_1422 
CAAAGGCTCACTGGCCTGCTAAATCTGGCCTTGGTTCTAAG 
>P_1423 
TCCTTGATCTGGTAATGATTAAACAAGATCTTGAGCTGGAA 
>P_1424 
TCAATTCCACTATTGGGGTCATTCGAGATGCTGAACAAAAA 
>P_1425 
AAAAAAAAGAATAAGAGAACAGCTAGCGGTCGCTGTAGCGA 
>P_1426 
TAAATTACAAATAAGGTATGAAAATGGTTTTCATGTTTACA 
>P_1427 
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GTGGTCAGAACACAGTTTAAAGTTATTTAAAAACAGTTGTT 
>P_1428 
AGTTTGTCTTTGATAACAAAAAACATCTCTTTAACTGCTTT 
>P_1429 
AACAGGAAAGGCGCCAGTGAATAAATTGCTGGACATATGCT 
>P_1430 
GAAAGGAGGGGGAGAAGAAAATGACCTTTGATTTGTGTTCA 
>P_1431 
ACCCTACATTCAATCTTTTGAGAGATTGATAAAAAGAGGAA 
>P_1432 
TAAAAAAAATAAGAGAAAAAAAAAAGATTTTGCTGAAAGGA 
>P_1433 
TCTGAGGACAGCTACAGTGTACTTTACATGTAATAAAGAAA 
>P_1434 
CTCTGCACAAAGCTCAAGTTAATGTTGATCAAAGACCTCAA 
>P_1435 
ATGGCTAAGATCAAAAATTCAGTTGACAGCAGATGCTGGTG 
>P_1436 
ATCTGAATTTAAGTTAAACAATTTCTGAGAAAGAGAAAAAG 
>P_1437 
CCCCAGTCTCTATTACTGTCAATATGAGTCAATTTTTGATA 
>P_1438 
CTATGCCTCTGCCTTTAAAGAGGTTGAATTCTAGGTATGCA 
>P_1439 
AACACTTCTCCTATTGCTTCAAAGTCTTTAGGTATTGTGAG 
>P_1440 
TCAAAGGTTCCACACTCATGAACATATGAGCAGCTCGAACC 
>P_1441 
AATTCAGTGTGATAGCAGAGAGTTAAATTGGCCCAGGAGTG 
>P_1442 
AGTCCTGTTCAGCCCGGCTGAAGGAAGGTTGAAAGGGGAGG 
>P_1443 
CTGAGAGCCACAGCAAGACTACCTTTGGTGCTGCTCTAATA 
>P_1444 
GGTTTATAGTGCAGAAAGAAAGAATTAGCTCCAAAACACTT 
>P_1445 
GCTGACAGGATTCCTGGGCCAGCAGCATAACCCCACACTCA 
>P_1446 
AGGCAGGGACTGTAATACTTACTACATGTCTTTTAGAGGTC 
>P_1447 
TTCTTTGTTCCATAATGCTAAGTCAAGGCATTGTGTACATG 
>P_1448 
CTGTGGACTCTAAACCCCGGAAACCACAAGCCCTTCAAAAC 
>P_1449 
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GGATGAAAAGATTACTTTTCATATAGATATGGAAGAAGATG 
>P_1450 
ATTTTTATTTAACCAAATTAAGTTTTAAATTAAGGAATAAA 
>P_1451 
ACCACTTCTATTACTTCTTAATATTATCACAGAGTTGAGGC 
>P_1452 
ACTTCCTTGAAACTCTTCTCAAACTTGGACTCCAGTCTAAG 
>P_1453 
AAGATGAAGGCCACAGAGAAAACTGGGAAAGTCATAGAAGT 
>P_1454 
AAGGTCCACAGAAAGACAGAATTCTGAACTGTTCCTGGGGC 
>P_1455 
AGATTGGACTAGAAAAGACGATCATCCCATGACATAATAAT 
>P_1456 
CTGCCACCAGCTGTGATAGCATTAAAGGAGAAAGGTAACTC 
>P_1457 
ATAAGCCCAAAGTGTCTTTAAAATTTAAAATTTAATTATAC 
>P_1458 
GTGGTATCTGTTGCTACAACAGTGGATCTACCACATTTCAC 
>P_1459 
TTATTACAATAATTAATTACAATTGATAGTGATAATAGCTT 
>P_1460 
AATAAAATAAAATAAAATAAAATAAAACAAAACAAAACAAA 
>P_1461 
TGTTCAACATTCTCTCTTCCACCTACAGTGCCACTGTGCAT 
>P_1462 
TTGGGAGCCAGTCATCCTGAATCATTTGCCACTGGTAGAGC 
>P_1463 
TCAAAAAACTACAAAAACATAAATAATATATTTTCCTTTGG 
>P_1464 
GTGATTAACATGCCCATCCTATTGATTTATGTTTGAAAGTT 
>P_1465 
CCACACTGAGACCTAGAAAGATGTCCCTTAATAAAGGACAC 
>P_1466 
TAGGAACTGAAACAGAGGCCATGGAGAAAACTGCTTACTGG 
>P_1467 
CTAAGTGAACTAGGATTTTGAGTGCTCTTTAGTTGGGTATT 
>P_1468 
GAGACCAGTACTGCACCAGAACCTGGGCCTGCAGAGGAAGC 
>P_1469 
ACTCAGGTCATCATGCTTACAAGGCAAGCCCTTTACCTCTT 
>P_1470 
GTGATCTCACCCTGAGAGGCAGGTTTCTCCAAACCAATTTT 
>P_1471 
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TCTGATACCAGCCTTGGGAAAGGAGATAGTCGATCTCCAGT 
>P_1472 
GTAAAGTAGACTACAAAGCCATACGTAGCTATTTTAAAAAA 
>P_1473 
CTTTAATCCCAGCACTCAGGAGCAGAGGCAGGCGGATTTCT 
>P_1474 
CAACATTCTGAGGTGGAGATAAACTATTTTACTCTAATTAT 
>P_1475 
TACATGAGAATACCAGGGGCAGCACCTGGCAATCTACTTCC 
>P_1476 
CTCTGTCTACATCTTCTGTAATACCTTTATGATCGACTGGC 
>P_1477 
CACCTGTACTCTGGCAAGGAAGGTGCCCAGATGTCTGGAGC 
>P_1478 
CCATGCCCATACCATGGATTACAGAGGAGATTGTATGGGTT 
>P_1479 
AGAAATCCATGGGCAAGCTTAGTTCTAAGCCAAAGAGATTA 
>P_1480 
ATTAATAGTCTCCCAACCAAAAAAAGCCCAGGACCAGATGG 
>P_1481 
CAAAAAAAAGATGGAGAGTAACTGAGGCAAATGCACATGTC 
>P_1482 
GAACATCCTAACAGCGTAGCAACAGGTGCTGCCTGACACTC 
>P_1483 
AGAAGAGAGAGTCAGATCTCATTACAGGTGGTTGTGAGCCA 
>P_1484 
ATCTGGGTTCAATTCCCAACAGCCACATGGCAGCTCACTAC 
>P_1485 
CACAGAGAGAGTGGGGAGGGAGGGAGAGGTGTGGAAGGGAG 
>P_1486 
ACTCCACAGGCAGTGAGTGAAATCCTAGTGAATTCCCCAAA 
>P_1487 
ATGGAAAATCTGAAATCTAGAAAGGCTTGGGTTGATCGCCT 
>P_1488 
TTGCAAAAGTCAACCTTTTAAAGTTCCCGACTCAGCGAAGT 
>P_1489 
ATAGCAGAAACTATAAATATAAACAGGAAAAGTTACCAAAA 
>P_1490 
AGAACCCAGAGCATCCATTCACTTCACATGACATTTGCATG 
>P_1491 
TCCCTGAAGACAGGCATTAAATATGTTTTATTCAGTGCTGG 
>P_1492 
TTTGCAGTTGGTCCATCTCCATCTCCCCAGTCCTTCCTCGT 
>P_1493 
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GCAACAGCCCAGAAATCTTAAGGGAAAAACATTTCAAATAA 
>P_1494 
CTCCGCAATAGAAACCTCCCAGGTTACTGAGAGAGAATTGG 
>P_1495 
AGTAGAAAAGACTTTTCCGCATTCTTCACACTTGTGGGGTT 
>P_1496 
AGGATCCATTTCAGCCACAGATACGAGGAGAAATTCAATGA 
>P_1497 
ATCGGGATGATTTATACAACACTTCCCGGCTTCATGGCATC 
>P_1498 
GTATCTCAAGAAGAACACAGAGATATGCTTTTAACCTAAGA 
>P_1499 
AGCTGATTTTTCAGCCCTAGATGACCACTAGAACAAATGCC 
>P_1500 
ATGCTCCCGACCCACCTACCAACACCCAACTCACTGCCCTA 
>P_1501 
CCAGTGCTAAAGTTACCGACACATAACGCTAAGGAATGAGT 
>P_1502 
CTCCCAGAACTGCACCCAAGAAGGCAAATAACGTGCCCGCT 
>P_1503 
GGATAATAAAAAAAAAAATCAATGAATTACAAAAGGAAATG 
>P_1504 
CATCCCTAGAGACCCTGTGCAGAGGTCGTGGGTAGGGATCC 
>P_1505 
AAGGGACCAGACCGGTAGGAAACAAAAATGTCTCCAAACCA 
>P_1506 
GCCTCAGTTTGCTCCATTATAAATAGCTATGATTTACATTG 
>P_1507 
CATTCCAGTCAGTGAAAAAAAAAATTTAGAATCCCTGACCA 
>P_1508 
AAGCACTGTATATGTTCCTCATGCATATTAACTTAGCTAGC 
>P_1509 
GAGCTATGTATTTCTTCCCTAGTAGTACTGAGAATGGAACA 
>P_1510 
GTTTCCATTTTTTCTGCTGGACCTCATGGCTTCAGTCCTTT 
>P_1511 
CAACTATTCCACAAAATAGAAGCAGAAGGTACTCTACCCAA 
>P_1512 
CTTTGTCCTCAGCTCCTGGGAAACCATATCTCGACTCTTGG 
>P_1513 
ACGTGCAAATGCTTTACCACAGTGATTACATTTGTAAGGTT 
>P_1514 
TCCGCAAAACTGAAACTGCGATCGCACCAAACTTAGAAACA 
>P_1515 
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CTAACTACCTTCTATTTTATAATACTACTTCAAACAATGAA 
>P_1516 
AAACATCAATAGTTTGATATACATATTCTTTTAAATTAAAG 
>P_1517 
CTAGAGGGCACAGAGACAAAATCCTAATTAACAAAATCAGA 
>P_1518 
GCACATACTAGCAGCTTGACAACACATCTAAAAGCTCTAGA 
>P_1519 
CAACAAGTTATATAACTGCCAAGTTAGAAAGTCCCTTGCCC 
>P_1520 
AGAATAACAGGGGTTATGAGAGCTGCCGTTGCAAAGACAAC 
>P_1521 
TAAATGATGCACATACATGCATGCAGGCAAAACATTCACAC 
>P_1522 
TAGTCATAATGCTGTGTGGGAAATAACCTGTTGTCCTTTAT 
>P_1523 
TATAGTAATTTTTTTCCACAAAAAAACTGGGCATAATTTTA 
>P_1524 
CTTCATAGGGAAGGATGGCCAGGTGGCTGGAGACATACCCA 
>P_1525 
CCCAGAGTTTAATCTCTGGGACCCACTCAGTGGAAGGAGAC 
>P_1526 
TGTAGATAAGATCTGGACGGAGCAGTGCCTATCTCAGAGAG 
>P_1527 
AGGTGGGATGATGTAACTACATTATAACATCAGGAATAAAA 
>P_1528 
CAGGTGGCTGCAGTTTGGTTATTGATTAATTAGGTCTAGTT 
>P_1529 
TAGCCCTACTTGGTCAGGTTAGGTGGCATCTGCTGATGGCT 
>P_1530 
CTGAAAAACATATTGCACAAATATCTTGTATCCAAAATACG 
>P_1531 
CCTTTAATCCCAGTGCTAGGAGGCAGAGGCAGGATCTCTGT 
>P_1532 
AGAAAATTGCAATAGGCCTCATATTTGGGTCACATCGTTAA 
>P_1533 
ATATACGTTCTTACAAAACCATCCATGAGATATATAGAGAT 
>P_1534 
TCAGGAAAGCAGTCAAACCTACATATAATCTTTGGAAATGT 
>P_1535 
ATTTTCATTCCGTTGTAAGAATTTTGTAAATTTCTTTCTTG 
>P_1536 
TAGCACAGCCATTTCACTCCAATGGCCAAAGTTTGGGTTGC 
>P_1537 
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GTTCAGATCCTAGGTTCTCCACTGAATGGCTCACAGCCACC 
>P_1538 
ATGAGGTACTGTAAATAGCCACTGCAGAGTACCAGAAGCCA 
>P_1539 
TTGACGAAGGAGCTAAAACCATTCTGTGGGAAAAAGTCAGT 
>P_1540 
CCTAAATCAGATAGGGGACTAATATCCAACATATATAAAGA 
>P_1541 
CAACAGGGATCTTCAGAATTAATACTTACATTAGAAAGAGC 
>P_1542 
TCTCACGTATATATACATGGATGTGTATGTGTGTGTGTGTG 
>P_1543 
AACCACCAAAAAACCAAACAACCCAATGAAAAAGTGGGATA 
>P_1544 
GTACATTTTTCCTTTTTAAAAAAAAATTAATTTATTTACAC 
>P_1545 
CAGTATGGAAGTGTAAGCCGAATAAACCCTTTCCTCCCCAA 
>P_1546 
TTTTCCAGCTCTATGTTTCAAGAAGAAAACAAGGTGCTAAG 
>P_1547 
ACACATGCTCCACTATGTTCATAGCAGCCTTATTTATAATA 
>P_1548 
GATGCTCTCTCTCTAACTTTAAGAAAACCTTCCCAAACAGC 
>P_1549 
ATACATGTGTGCATACAAACATGTACTGATTAAGCTAGGAC 
>P_1550 
GTTTGAGGCCAGCCCAGGATATGAGACTAAGATTTCAAGAC 
>P_1551 
CCCAAAACCTAGGATACCCAAGATAAAAGATACAATTTCCT 
>P_1552 
ATCTAAAGAAAAACAGCAACATTTAAAAAAAATGTTAAGTG 
>P_1553 
AAGAGACTCTTCCCTCCTATACTATCTTTAACGGGGACAAG 
>P_1554 
CTGCTCTGGGTAGAGAATTCAGAGTTAGGCAGCTAAGCTCA 
>P_1555 
AAGCCTGTCAGTGTTTAACGAATGAGCTAATATGTGGAGTC 
>P_1556 
ATACTATCTCACAAATAGTTACATAATGGTAAGAGCTGGGA 
>P_1557 
TACTCCATGATTCAATTAATACTTATTAGTATAGTAAATAA 
>P_1558 
GGGGTAGCCCCACTTGTGGGATAGGCACTCCCCCCCATATC 
>P_1559 
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TGTACCTGGTATCTGTCTAGAAACTTGTCCATTTCATCCAG 
>P_1560 
AAGTGGGGAATAGCTTTACAAGGTACGCCTGGCCTTGAACT 
>P_1561 
TCTCCAAAATTGACCATATAATGGTCACAAAACAGGCCTCA 
>P_1562 
CTGATACCTAAAGCACAGAAAGACCCAACAAAGATAGATAA 
>P_1563 
ACTCACATATTTATTCATTTATTCATCTTTTGGTATATTAA 
>P_1564 
GTGTTTCCATAGACGATGCTATTGAGCGAGAGCCTCCTCTG 
>P_1565 
AGAGCATAGCCCACAGAATCAATGAAACAGGGCTCATAGAA 
>P_1566 
TTTGTCTGCAGTTTGATGTAATATTGTTTTATTTTTGGCCC 
>P_1567 
AATATGGAGACAAAGTGTGGAACAGAGACTGAAGGAAAGGC 
>P_1568 
GACTTTATCAACTACAAGGAAAAGTGTGCTGAAGTCTCTAG 
>P_1569 
ATCACTAATCTTAAAAAAAAAAAAAAAAAATCCTCCAGGCT 
>P_1570 
AGAGTGAGCTGTGATACTTTACAAACAACGAGTGCTTAAAG 
>P_1571 
AATATATATTATGTTAAAAAACTCAAACTCATGATTCCCTG 
>P_1572 
GTCCGGGTAAGAGCAGAGTCAGGGCTCTGTGTAATAAATAC 
>P_1573 
CTAGCTAGAATGCAGATGTGATATAGGGACTAGGCAGCCAC 
>P_1574 
GACATCCCACGTCATGCCTTAATAACATCAAATTGCTTGTG 
>P_1575 
AAGGTGAGAGGGGCCCAGAGAGGGAAGGACTCAGAGGGGCA 
>P_1576 
ATATTTATTTTTTCTATCTAATTAGGTAATTAAACTGGAAA 
>P_1577 
ATAAAGGCAATCACTTTAAAATCAGTGTGCTGGCTTAGTGT 
>P_1578 
GCTATTATCCTGATTTGCACACACCATCTCTTTCCAGCTGG 
>P_1579 
AGAAGACAGTGGGCACAGGCAGTACCCATGTGCCAGCTACA 
>P_1580 
GGAAGATCTTTCCATCTTCTAAGATCTTCAGTTTCTTTCTT 
>P_1581 
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TGCCTTCCTAGTCTTGAATGAAGCATTTATGTCCTCGACAT 
>P_1582 
TTTGTGCTTAGGAGAGGAAGAAAGTCATGGCATGGACTGCC 
>P_1583 
CAATTTGCAAAACACAAGAAAATCAAGAAGAGGGAAGACCA 
>P_1584 
AAAATGTGATGTTGGGAACCAGATCTAGCATATGGTGTCAG 
>P_1585 
TTTATGAAAGAGCTTTCAGCAAGTGAGAGCTGAATGGGGGG 
>P_1586 
CGGAAGTCAGCATCCCACAGAGATGCCGAATAGCTGTGTGG 
>P_1587 
CAGATTCAGTCCAAAAATGGACACTATTCACACATCCCTGA 
>P_1588 
TGTGCCCTGGAACCCACATGATCCCAAGAGACAGCCCTACT 
>P_1589 
TTACCATAGATGGAGAAACCAAAGTATTCCATGACAAAACC 
>P_1590 
CCTCTAGCTTATTACTTAGAACAAACAAACAAACAACAAAT 
>P_1591 
TAAAACTCAACAGTGCTCACAAGCCAATAGTTAGAGCATGA 
>P_1592 
GATTTCTTGTTTTGTCAAAAATTTTAGTTTCATTATTAAGT 
>P_1593 
ACCAGGATGAGCTCTTTATGAATTTAAAGTGTTTATTGAGC 
>P_1594 
CAGAGCACAGGTAGTGTGGAAGCGAAGGGCCCTGCCAGCCA 
>P_1595 
ATCGAGAATTGACAAATGGGACCTAAATGAAACTCCAAAGT 
>P_1596 
CACGCGGCCCCGCAAGCCAGACCTACAAGTGTACCTGCCGC 
>P_1597 
TGCATTGTGGGAAGAAATAGAAGCATCGAAGAAGTCTTGAT 
>P_1598 
CTCCAGCGCCACCCCCACCCAATAACACTTTTAGATGTCAC 
>P_1599 
CCTGTGAATTGCCTTCAAGGAACAGCATCATTAGTGAACTT 
>P_1600 
ATCTTGGTATGGAGATCTTGAGGCACACTGGCTATGGATTC 
>P_1601 
AGGAATTTCTTTTCTGGTCCAGTCTATTTGGAGTTCTGTAG 
>P_1602 
TGCATATTGCAAACCTGACCATGATATCATTAAACACACAA 
>P_1603 
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TCTCTGGGCCTTATAGCAGGAGTACTCTGTTCCCTTTTGTG 
>P_1604 
AGGGGCTTTACTCTTGAGTCATATTCCCTAACTTGTGGCTT 
>P_1605 
CAAACAGAGCCATCTGGTAGACAAGACCACGGTTTTTCTTG 
>P_1606 
GGTTGGGCAAAAGGCTCTAAAAAAGGACTCTGGGTTCCATG 
>P_1607 
CTCATGTCTCATTGGATTAGAAAGAGGAACGTTTGCACCAA 
>P_1608 
CTCATGCCCCTGTCATTACCAACAGGCCATCACCAGCCAGC 
>P_1609 
CATCGAGGCTCTTCCTCTCAAATGGCTCAGGTTGACAGAGC 
>P_1610 
GGATAAAGTTTTTAAGAGATATTTTATTTGTCTCTGTGTGT 
>P_1611 
TATAAACTCCAGGTGACGCAATGACCTCTTCCTGCTTCTGT 
>P_1612 
AGATAGGGGAACTAATATTAAATATATATGAAGAACTCAAG 
>P_1613 
CCAGTCACCATTCCCAGCTCATGTTTTATTCCAGTTTTCAT 
>P_1614 
GTCAATTTGATGGGATTTGGAATTGCCATCAAACGAGTCTC 
>P_1615 
GACAAACCTGCCAGAGAACCAACAAGGCCATCCAGACAAGT 
>P_1616 
AAAAGAAATTGTGGTACACAAATCCTAGTGCTCAGGAAATA 
>P_1617 
CCTGCAGGGACTGCAGCTGCAGGGAGCCACCAAGATACTCT 
>P_1618 
AAACATAATGCCCAATCTAGAAGAATCTTGTCAAGTGGCCT 
>P_1619 
TCTGGGAAGAGAACAGATCTAAACCAGTTTTTTCACTCCCC 
>P_1620 
TGTGATGAGGAGAGGGACACACGCAAAGAGGAGAGGAGCAG 
>P_1621 
ATATATGTGGAAACAAAGCAAAGAGACTGCTAAGTTCTGTT 
>P_1622 
AGGAAACAGGAAGTCTACTGAAACAAACCACATCGTTGAGT 
>P_1623 
GAATCCTTAGACAGTCAGCCAGCGGATGGCGCGTGCATGGC 
>P_1624 
GCCTTCGGAAGCAGAGCTCGAATAGTCTTCTTGTGGAGATA 
>P_1625 
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TGGAAATGTAAATGAGCTAAATACCTAATAAAAAATGGAAA 
>P_1626 
ACCAAAACAAAATGAACATCAACAACAGTAATGGCAGCAAA 
>P_1627 
TCCTCAAAGATACCACAGCCACATCTACCTGTGCACTTAGA 
>P_1628 
AAACGGGATTGTCTGTCCCTAGATTAGCCAGAAAATGGAGG 
>P_1629 
CACATGTACTTAAGGAAGAGAAAAGGTAGCTGTAGGTACAG 
>P_1630 
CCCTATAAGACCTTAAAATAACAATGACTGTGATTTTACCT 
>P_1631 
AGAACTTAGTTTTCATTTTTATACACTTTTGCATGTGATTA 
>P_1632 
GAGCCACGTCTTTGTCTAAGACATAAGGAATAAACAACATT 
>P_1633 
TTGTAGACCTTAATCTTAAAAATCCAAAGTCCTTTCCTCCT 
>P_1634 
CTAAATAAACAGAATAAAGAATATTAAAACTGCAAGGGGAA 
>P_1635 
AGTTGACGGCTCTGGTGCGGAGGGGACAGAGGCCTCTGTGT 
>P_1636 
TTTGGCTCCATGAAATTTTAATGAAAACTGGGAATTCCTTT 
>P_1637 
AAGCAAATAGTCAAATCAATAAAGAAAATGCTACAAATCGA 
>P_1638 
ATGGAAGAGCTAGAGAAAATACCCAAGGAGCTGAGGGGATC 
>P_1639 
CAAATTTGAGCCAAACTTAAAGGTAAAGTGGAATTTGAAAA 
>P_1640 
AGGGTACAGCCATGTCACCTAATGACTTCGGTTTTCTGATG 
>P_1641 
AGGAATAATACCTGAGACTGACCTCTGGCCTACACACACAC 
>P_1642 
TCGTGACAGAAGTCAGATATAAGGCATAAACTGTACGATTC 
>P_1643 
TTCATCCCACCCCATTCTCAAAAAAAAAAAAAAAAAAAAAA 
>P_1644 
AGAATTCATCCTGTCAAAGGAAATGCAGAGACAAAGAGTGG 
>P_1645 
AGGGATTAAATGTGACTGTCAATCCAAAGGGATTTTCAGGA 
>P_1646 
TTAAAACATAAGCTCCAACTATTTATTGTTTACAAGACACA 
>P_1647 
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CCCTGAGGGCCATAGGGAGGAACCTGAACCTACAGGCACCG 
>P_1648 
TTGATCATCTAAACAGTCCCATATCACCTAAAGAAATAGAA 
>P_1649 
TTTTTAATTAAAAAAAATGTAAATCTTGCCATTCATGATGG 
>P_1650 
AGAACAAGTCACAGCTTCACAGCTTCCTGTTCCATTGCCCA 
>P_1651 
GGTCCAAGTGAAATACTGTAAAAAGAAATGGGGGGGGGACA 
>P_1652 
GCATCTCTCACTGATCTGGAACTCACCAATTCAGCTAGGCT 
>P_1653 
TGGCCAAAGGATCCCAACAGAAGGAACCTGATAAAAATGAA 
>P_1654 
ATATAGAAAAGTATGTGTATACAATATGTAATCTTTCTTGT 
>P_1655 
GGGTTACTATTTGATATCATAGCTAAAGCATGACTAACCCT 
>P_1656 
GTGTTCCCCTGTACTGGGGCATACAAAATTTGCATGTCCAA 
>P_1657 
AGTTTATTTGAGGGAATGGGAAGGGTAGTTGAGAAGGGAGT 
>P_1658 
TGACCCTGCTGGAACTCCCAAAGATCCTTTGCCTTCCACCC 
>P_1659 
AGAAGCAGAAGGAAGATGGAAAATTGGCAAGCAAAGACTTT 
>P_1660 
GTGGTTCCTCAGAAAATTGGACATAGTACTACAAGAGGATC 
>P_1661 
AAGCAAGAAATTAAACTTGAAGGAAACCTAAAAGAAGATAG 
>P_1662 
AATGTAGCTCAGTGGATCTAAACCTCTTCCAGGCAAGGTAG 
>P_1663 
GGACCTGTTGATGTGCAATTAATTTTGTTCACAATGGGACA 
>P_1664 
AGGATGATGTGGATCATTACACAGCGTGAGAGCTAAACCTA 
>P_1665 
GTCCTAGAAATACAAGAATAATACAACGTGGCAGAAGGTTC 
>P_1666 
AACAGATTTTGTTTCTTATGATTTTTAAAATAAGGTTTATT 
>P_1667 
CAGTGGAAGGTCACATATGCAGGGATGTATAATCAGCACAA 
>P_1668 
TGTATCTCTCATTTGTCAATACCACCAAGGGTGTACCTTCC 
>P_1669 
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GCTTGACCAAGCTGTAAACCAGCTGGGCTCAGGACTGCTTG 
>P_1670 
GCACACTCTCATCTGTGCAGACTACTTTTCGTTGGAGTCCC 
>P_1671 
TTGCATCCCCATGAAACTTGAGGTTTGGGCAGTTGTGAGCC 
>P_1672 
CTAGAGGACACAGAGACCAGAAAAGTGTATCTAATGTCTTG 
>P_1673 
AGAAATGGAGAAAACAAGCGAGAGGATTTTGTTGTTGTTGT 
>P_1674 
AATCTGATCAAAAGAATGAGATTCCAACAGAAGGACAACCT 
>P_1675 
ACCCTTCTTAAAAAAAAAAGAGGGAACACAAACAGACACAA 
>P_1676 
GATCTCTGAGTCTGAATGGTACATACCTTTAATTCCACAGA 
>P_1677 
AGAGTTTGCTAGCCACTGGGAGGTTTAGAAGTACCCAACCA 
>P_1678 
CTTCTGGTGTGTCTGAAGACAGCTACAGTGTACTTACATGT 
>P_1679 
GGCTGGGAAAAAAACAGCTTAAAAATATGCTGCTGAAATTT 
>P_1680 
ACCACCAGGGCATCAAGCCGAGGTAGACTAGGGGAAGTAAA 
>P_1681 
AATTTTCATAAGGATGGCAGATAATAACTATTTATCTGCGC 
>P_1682 
CGTTTTCTTTATTTATTAAGAAACTACACACACTGGTTAAA 
>P_1683 
GACACTCAGCTCCCACCGAGATAATTCTAAAGCCCCGTGGT 
>P_1684 
TATTTCCAGGTTGATCATTGATTAACTTAGGAAAGAGTTAT 
>P_1685 
GACAAATATGGGGGCTTCCCATATTGGTCTTGTCAGATACA 
>P_1686 
AGGATAGCAAAACTCTTCTCAAGGACAAAAGAACCTCTGGT 
>P_1687 
CGGCGGGGCCGTGGCTCGAGAACGACCGCGCTCGGGCTGCG 
>P_1688 
GAACTGTCTTTCTCCTCTATAAGACTTTTCTGAATTTGAAG 
>P_1689 
TGGCTAAAGTACAAAATAGAATTGGAATTGGAACTTTCAGA 
>P_1690 
AAACCCGACTTCTGACTTCTACGAATGGCTCAGCAGTTACA 
>P_1691 
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TCCTTATTTCCTTCAAAACCATAGAAGCAAAAAGTCTTAGC 
>P_1692 
ACTGTGAATTGCATACGCCTACTAAAGAGAGGTTTTCATTC 
>P_1693 
CAGTTCGCCTTGCAGAAAGAATACGGACATGCAGAGATGGA 
>P_1694 
ACTTAAATCTTTAGGGCTACAATCCTCCAATAGGAATAACA 
>P_1695 
CACAGAGAAACCCTGTCTCGAAAATAATAATAATAATAATA 
>P_1696 
TTTTTGTGTCATAGCACATCAACATAGTACAGGGTCTAAGG 
>P_1697 
AACTTTTTTTTTCAAAGAAAAAAACAAGGCCAAAGATATAA 
>P_1698 
GGGCACTTAATCTTCCAAATAAACTACTTAAAGTGGTTAGA 
>P_1699 
ACCATTCTATTCCTTCACAAAGGGAAGATGTTGGTGAACTC 
>P_1700 
AAGAGGATCCTCAGAGCTCAATAGCTAGATAATTTTGACAA 
>P_1701 
AAGATACTGTGAATCCCAGGACTATGGAACAGATGTCCACC 
>P_1702 
ATGTGGGTGTGTATATGTGTATGTGGGTGCCCTTGGAGGTG 
>P_1703 
GTCTGGGGGACTTTTGGGCTAGCATTTGAAATGTAAATGAA 
>P_1704 
GAACTGGTATCGATGGATACATGTACATATTGTAATTTCCC 
>P_1705 
GATATCCTCCAGATATATCCATTTGCCCAAGAATTTCATAA 
>P_1706 
CTGGGAAAGAAGCATCAAGCATATGCCAGGGAGGACGTGCC 
>P_1707 
ATAGCAGCCTCTGTAACAAGAAAGAGCAGAATCTCTCTCAG 
>P_1708 
AGAAACAATGAATAAACAGCAAGCCCACTGCTGGTGTCATG 
>P_1709 
AAAAATAGCCAATGCCCTTAATTGCTGAACCATTTCTCCAG 
>P_1710 
AGTTCACCTAGCAGGGTTTCAGGTCCCCTGGGCATGAATTC 
>P_1711 
GGTTCAGCCAAGACATTGGAATCCAGAGCTCTGGGTCCAGA 
>P_1712 
GCGGGCTGAGCAAATTCGAGAAGCAAGCCAGTAAGCGGCAC 
>P_1713 
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GAAACAAATAGATGCCCGAAAGAAGCTAAGTAAAATGGTGG 
>P_1714 
CCAAACTAAACAGGCTTCAAAGGGGACGCTTGTTTGTGCTT 
>P_1715 
GGTGGTTGAGGATGCTGTCCAAAAATCTTCAAGAAGATCAG 
>P_1716 
AGCAGAAGCAAAGAGGAGGAAGGGTCATCTAAATGCAACAC 
>P_1717 
CACTGTGTAACGGCCATCTGAGTGTGAGCATCATAGGAGCT 
>P_1718 
TGGTCCTAAGGATCAAATGCAGCCTCAGGATTGCTAGCAAG 
>P_1719 
TAGAATACTATTTAAGTTTTATAGGTAAGAGATTTCAGTAG 
>P_1720 
AAATAGTGACTTAACATGTCAGTAGTATTTTTTTAATTGAC 
>P_1721 
GAAGTGTTTTCTGAGAGCACAGTGGCTGCGTTCCAGATATA 
>P_1722 
AAGAGTGAACCATAATTTTTAAGAAATGCCTCAACAAAACT 
>P_1723 
GCCAACCCTGTTATTAAACTAAAAATAGAAGAGGGAAGCAA 
>P_1724 
CAATCTTGAGCAAAAAGAATACTTCTGGTTTAATGTTGCAT 
>P_1725 
CATGCCCCCCAAAGTTATGAAACTAGTTTGCTTAGCAGAAT 
>P_1726 
TGTCTGGGAGAAATCAATCAAGTGAGGTATAAAATTGACTC 
>P_1727 
GTGGCCTGGGGCCCCCAACCATACCTACCCTTCTCCTGTAT 
>P_1728 
AAGTCCCCGCCTTTGGGCTGAGCCACCGAGCTTTTCTCAGA 
>P_1729 
TATCTGAATTCTCAGGTACTACCTAGCGATCTCCTAGCCTG 
>P_1730 
TCTGCTACTCCCCCTGTGAGACTCCCCGCGGCTCCTCTTTC 
>P_1731 
TGACTCTGGAAGGTGTTATAATACGGTGATCTAAGTGAGTG 
>P_1732 
ATCATTTTCAGCACGTGGAGATGGCCAATCTCCACAGTAGC 
>P_1733 
CATATGGGCTTAGGGATTTCAGTACTTCATCCCACGGCCTC 
>P_1734 
CCCTCTCTGAGCCTCTAACGACCTCACCTGACTTTGCTTGC 
>P_1735 
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AAATAGTTCCATCCATAGATAACTTGGTCAACCCAGGAGTA 
>P_1736 
CTGGATCCTCCGGTAGTACTATGTCCAATTTTCTGAGGAAC 
>P_1737 
CCACGCCAGCATCTGCTGTCACCTAAATTTTTGATCTTAGC 
>P_1738 
AAAAGAAACTCCTGTGATCCAAATCTAGCTGTCAAGAGCTG 
>P_1739 
ACAGCAACAACAACAAAAACAAGTAATAAGAAATTACCTCA 
>P_1740 
AACAAATGGACCTGACAGATATCTAAAGAACATTTTATCCT 
>P_1741 
TGAGAAGCACGTAAAAAAAAATGTTCAACATCCTTAGTCAT 
>P_1742 
TGTTGATATTGTCAGATTGTAGAGCAAGACACCCACTAGGC 
>P_1743 
TTTTAAATATTCCTTCAAGGAAAGACACTCTGGTCAGGATG 
>P_1744 
TAATAAATGCTGTGGGACGCATTTATTCTATAAATCTCACT 
>P_1745 
CCTGGTGCCTTCAAGAGGTGAGAGGAGACTTTGGGGTTCCC 
>P_1746 
ATTCTCCTTTGAATGGAAACAAACAAACATGGCCTGTGACC 
>P_1747 
GCAAGAACAATGACTTCCCCAGCAGTGGCAGTTGGACTAGC 
>P_1748 
TTTTAAAAAGTGGTCTCTGCATATGTTATAAAGTCTTCGGG 
>P_1749 
ACATGTGAATGAAGCATGTGACTAGATGGGGTGTAAATGAA 
>P_1750 
TAGAAAAACTTTACTGAGACAATTATTATAAAAACTTTGGC 
>P_1751 
TCCCTATGAGCTGTGCAAGCAATTATGGAGATGTGTTCTTT 
>P_1752 
CTGAGGGGCAAGCCAGGTGCATTCACCATGGAGGCAGCTCA 
>P_1753 
ATATGTGGAGTCAAGAGAACAACTTTGAGTACCATTCCTTA 
>P_1754 
CCAATTCCAAGAAGGGGCAAAGTATCCACACCTTGGTCTTC 
>P_1755 
TCATCAGGGAAATGCAAATCAAAACAACCCTGAGATTCCAT 
>P_1756 
AGGAGAAACAGGGCAAAGCCAGGTAGACAGAGCCCTGCTGC 
>P_1757 
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GAGCCCAGGATATCACCGGCAAGATGCCAACCTCGCACTGA 
>P_1758 
AACTCATGCCCCTGCCATATAAGCCTCATTTATCAACTACA 
>P_1759 
AGAGAGAGAGAGAGACAGAGAGAGTAGCACCATGGCAAAGA 
>P_1760 
CCAAAAAAATAAAAAATTAAAAAAAAAAATCATGAATCAGG 
>P_1761 
GTGAATGTTGGCTTTCCATTATTATGTTGTTATTGAAGATC 
>P_1762 
AAACACAGAAGCCACCTATAAAAGTTTAGTTTGCCTTATGG 
>P_1763 
AACAGCTTACAGCAAATCCAATTTATTTTCCATTATAAGTA 
>P_1764 
AGGGATACTTCTTACTCATCAAAGGTAAAATTTACCAAGAT 
>P_1765 
GTGGGGTTTGCTTATTTTACATACAACTATACACACACACA 
>P_1766 
TGTCCAACTTTAACGTACCCAATATAAAACCATAAACATAT 
>P_1767 
CCCACAGCCCCAGGTGAATGACTCACAGTTGTTTCCTGTTT 
>P_1768 
GATCCTGCCTTTAAAAAAAAAAAAAAAAAGATTTGGGCTGG 
>P_1769 
GTACCGCTGGGCACCCAGCAAATGGCCGACGAGAAGGAGAG 
>P_1770 
CATTCGCAATGAGGTGGCCAATCGGCGGGAGAAAATCTATG 
>P_1771 
AGAAAGAAAGAAGGAAAGAAAGGAAGGAAGGAAGGAAGAAA 
>P_1772 
TATCCTGGCCTCACCTCCTCATTACTCCTCTCCTCTGAGGC 
>P_1773 
GTAGTCCTTGAGAGGCAGAAATCCACAGTGATTTGCTTGTG 
>P_1774 
AAGAAATATTATGCCTAGAAATTGAAATAATCCCTGTGCCC 
>P_1775 
TCATGGTTGATCTTATATGTAAGATAGAATTAGATGGTCCA 
>P_1776 
CTGATGTGACAAAGTCCTCTAGTTTCAATATCCACTAGCAA 
>P_1777 
GGTTAGCGAGGCTCTTCTACAGCAATAGTTAAAATAATGTA 
>P_1778 
TCAAACCATTTTTTAAAAAGAAAATCTTTATTCTCTTTTTA 
>P_1779 
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TACCCCTTTCTCTAGGTCCCAAATAAGCTTTCTTTTACTTG 
>P_1780 
ATGCAGGCATCATTTGGTGTAAAAAGATGTACAGTAGAGGC 
>P_1781 
GTAATACAAATGTGTTTCAGATTTGTCCCTGAGAGTTCTGC 
>P_1782 
TCGCTCACGTGTGCCCTACTAACTTGTTAAATGTCACCATT 
>P_1783 
TCTCTTGTCTCCTTAGTGAGAATGGAAACTGGGTTATTTAC 
>P_1784 
GAGCAATTTTTCTTATGAACATTGAAGCAGAAATAATCAAT 
>P_1785 
CATAACTCACACACTGACAGAAAAGCATCTATACCACAAGG 
>P_1786 
CCAGGCTTGCTGTAAAAAAAAAAAAAAAAAAAAAAAAAGCA 
>P_1787 
TGAACTTTATAGACAGGGAGAATGGATGCTAGACTTCTGGA 
>P_1788 
AGAGTAGCCTTTCAGAAATGACTGAGCTTCACCAAAGTAGA 
>P_1789 
AACCTGTGCTCATCAATGATATTTCATTTTAAAAACATAAG 
>P_1790 
AACCCTTTGACAATAATCAGAACACAAGAGTAATGGTACCA 
>P_1791 
AGTGGGCAGAGGACACAAGTAGAGGATGATGCATGTCAGCA 
>P_1792 
TTATAGAATTGCCCATTAACAGCTATATTTTAAATATTGCT 
>P_1793 
GTGATTCGGTACCTAAGAGCAATTGTTTTTGCATAAGATGT 
>P_1794 
GGTTTTTAAGAAGAATACGCATTTTACACATGAATGCACAT 
>P_1795 
CTCATCACTGCCACAATCTTACAGGCATTGTAGATATTTGT 
>P_1796 
AGTAGACAGGAGCCAGAGTTAACGAGATGTTCTCCAGGCCG 
>P_1797 
GACACTTGGACAAGGACAAAAGCCATCGTGAAATGAGTGTT 
>P_1798 
TCATAAAATCTTGGAGACATATTTCTGAGGACTAGAAAGCT 
>P_1799 
ATTGCTGATACATGTCCACAAATATACATACCTGAAAACTA 
>P_1800 
ACAGATTTTTTTAACCTGTCAGTGCAATTGATATTTCTATT 
>P_1801 



	 83	

ACTAAAATTAAGGTCTTCCTAATTTAAAAATTAATATTTCC 
>P_1802 
GTAAGAAAAGCAAGCTCAGAAATACCAGGCCAGTGGTTCCC 
>P_1803 
GGCAGAGCCGGGGCTGACAGATGTATTGGACGGCTGAGCTG 
>P_1804 
TGTTCATAACACATGTTGAAATAAATCTTTGGATTCGGCAC 
>P_1805 
TGGGATTAAAGGTGTGCGCCACCACACCCGGCCCATTTTTC 
>P_1806 
GGACCTTGTGACAAGACAAGAAAAGATAAAACAAAACAGCA 
>P_1807 
TTCCTCAGAAAATTGGACACAGTACTACCGGAGATTGCCAC 
>P_1808 
TTCTAATTGGTTGATTTCAGATCCAAGTTTGATTATTTCAT 
>P_1809 
TATGATAGGTGAAAAATAAAACACTTTCTAAGTTTTATTTT 
>P_1810 
TATGACCTTGGGATTTATTTATACATAAATAGCTTCTGAGT 
>P_1811 
CCTAGACACGGCAAGTCTTTAAATTTTCAAAGAGTGCTGCC 
>P_1812 
GAAGGAGTGTTTATTACATCAGGTGCAGAAGTACAGAAGTC 
>P_1813 
AATTACAGGACGATTAAAATAGGTGCTAAAAACCAAACCTG 
>P_1814 
ATTAATGAACCTTCCAAACTATAACCCAGACCTAATTAATG 
>P_1815 
CCATTGGGGGACGGAGGAGGAGGAGAGAGCTGGTCTCTTAT 
>P_1816 
CCCAGGCACCACTGGGTGCCAAAGAAGAGCTAAGAATGGAG 
>P_1817 
AGCATCCCCCTTTCCGAAAAAAGGTACATAGGCAAATGAAT 
>P_1818 
CAGAGACAGACAGGTAGATCAATGGAATAGAACTGAAGACC 
>P_1819 
AAGGCAAAAAGCGGCTGGCGAAAGCCAGCTTGCTGCTTGGC 
>P_1820 
TGGCTCAGAGTCAAACAAAGAATTCTTTCCTGAGAAATTCA 
>P_1821 
CACTTTTCTCAAATTATGCCATCCTTCAATGTTCTCAAATA 
>P_1822 
CTTGAAAAGAAAATGGGAAAATGTAAGTTTTCATATTATCT 
>P_1823 
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AAAGAGAAAGCATGTTGTACAGCACCCGAGGGAGGAACAAT 
>P_1824 
TGGAATGTGAGGACCAGTCCAAGATGTCCTCTGACCTCTAC 
>P_1825 
ACTCTGTTTAATATGGTAATAAACACAGATGTTACATCTCT 
>P_1826 
GAAGATCTGGGGAAAGCTTTAGGAAAACTCCTTTAACCAAA 
>P_1827 
AGACGGTTTTTCCAATAAAGAACAATATATAACACAAATAT 
>P_1828 
TTCTGGGTAAATTAAGAAAAACAAAAACAAAAAACCTCTGA 
>P_1829 
AAGGACCACACAGACAAAAAAAAATATGTTAATGTTAGTTC 
>P_1830 
GTCTGGTGTCTGAGGTTCTCAGACTCTTCATGCTTGCTGGG 
>P_1831 
TTTCTTTCACCTAAAAAAAGAAGGGGGAAAAAAAAAACAAA 
>P_1832 
TTCATGCACTTGGGCAAAACACTAATACAAACAGAATAAAA 
>P_1833 
TAAAATGGCCTTACTTATAAATGTAGCTTTTATTTCCCAGA 
>P_1834 
AACTCTAAGAGATTTTCACTAAGCTGCTGGAGGCTGACCTG 
>P_1835 
GTCAAGACTATGGAGTAAAAATCCATTTGACCTAGTCTATC 
>P_1836 
GAGGCTTTGTGCACCCACATAAGGTAACTCCATTTATACTC 
>P_1837 
TTTTCTGCAACTTGAGCTCTATGGCTGCAGGAGAGAAGATT 
>P_1838 
ACTGCCATTAAGCTAAGGACAATGGCTACTGAGCTAATCCA 
>P_1839 
CAAACAAACAAACAAAATAAATAAATAATAAATATGCAAAT 
>P_1840 
GTCTAATGCAACATATTGTTATGTATAACTCTGCTAATAAA 
>P_1841 
TCAAATACAAAGGCTGGACCACTGCGGCAGCACACCTCTGT 
>P_1842 
CTGGTTTCTAGAAGATGGTCATTTCTGCTACATCCTTGCAC 
>P_1843 
TTTGTGATGACATCAAAATAAAACAAGGAAAGCAGTCACTA 
>P_1844 
ATAGCCGTGGCTGTCCTGGAACTCACTTTGTAGACGAGGCT 
>P_1845 
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TCTGGGAGCAGAGCATGAGCAATGCTTGTCGGGTCCATCCA 
>P_1846 
ATCAAGCAGATGAGGAAGTAAAGGAATGGGATACCTGGTCT 
>P_1847 
TTTGAGGCTCCTCCCCGTCCATAGAGACCCATCGTTCAGCA 
>P_1848 
CATTTCTTTCAGTCCGTTTCATGTGCAGCAGAAGAGAAGGA 
>P_1849 
TTCCCCTGTCTGCATAAGAGAGTATCATTCATAGTGTCAGG 
>P_1850 
TAATACAGTAGACGCTTCTTACACACACACACACACACACA 
>P_1851 
ATAGTTGAGAATATGTTCTTATCAGCACTGTCAAATATAAA 
>P_1852 
GAAACGCCCTTTGCCTAGCGAAGAGATGATGAGCTCACTGT 
>P_1853 
AGCCCAGGAGTTCCGGGCAGAAAGTCATGTGTGTGGAAGAC 
>P_1854 
TTGTTGGTGGTGGTCTTCTTATATCAGCCAGGCACAGAGCA 
>P_1855 
TAATTCTCGTGAGTTAAATTACATCTCCATTAGCTTTCATT 
>P_1856 
TCTTTAGGTTTTAAGTAAAAAACTGTACTCTACAGAATTGG 
>P_1857 
TGTGGAAAGGTCTGGTGGGCATTCCTAATGGTTGATGTGGA 
>P_1858 
TGATCACATTGGAAGAGTGGAATGAAATCCAAGCCAGTTGC 
>P_1859 
CTGTCAAACGCGTCAGTGCCATTAATTACTACAAATTAATG 
>P_1860 
CTTAACACCCACCCTCCTCCATGGGTGATACCATCAGCCCT 
>P_1861 
TGGCTGGTCCTACTTTACTAATTCTGTCACCAAAGACATTT 
>P_1862 
CACTTTTTCAGCCTCCCTAGACATATTTATGTTCCAGAACC 
>P_1863 
AAGATAAGTTGAGCATCTGCAGCAATCTGCTATACCCACTG 
>P_1864 
AATGTAAAACCGATAAAAACAAATCCTTAAAAAAAAAAAAA 
>P_1865 
CCAAGCAATCCGACTCCAGGAAGAGCCGAGCCCGGCGCGCC 
>P_1866 
GTTACATTGAAAATTAGGGCAGGCATGTCTTCCAACTGAAT 
>P_1867 
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GGAGGAGGTCCAAATACCAGATAACTGTACACCTTCCCCGA 
>P_1868 
ATGTATAAACAGCACCACCCAAGATACAAAGATTGCTAAGA 
>P_1869 
AGTATCCTAAGGAAGCAGAGACCATAATTACCTCAGATTCA 
>P_1870 
TCCTTGAGAAAATCAACAAGACAGATAAACCCTTAGCTAGA 
>P_1871 
CCTAGAACCTGAAGTCAATGATTAGTACTCATTTACAAAGG 
>P_1872 
AGTTCTGAGCCCCATTTTTTACACATTTTTTATTCTCACTT 
>P_1873 
TTGCGAAAAGCCCTGGGTTCAAACCTCAGCAATGCAAACAC 
>P_1874 
ATAAGGTGACAGATTTTTCTATATAATTACATATCACACTT 
>P_1875 
CTAATACCAGAGATTGTCAGATGGTGAAAGGCAAATGCAAG 
>P_1876 
TTTGGCATCCTTTATGAAATATATTTTATTAAATACTTGAG 
>P_1877 
TATCTCCTCTGAAGAAACAGACTTAGAGAAGGAAGCAGTTC 
>P_1878 
TCTGGGACTCCTTCATTACAAAAGCTATAAAGATTTTAATT 
>P_1879 
ACCCTGTCTCAAAGAAAACCAGTAATAAGGGGCTGGAGAGA 
>P_1880 
TTGGAGCATAGATATTCAGAATTGAGAGTTCCTCTTGGAGG 
>P_1881 
GGTAAAGTGACACAAAGTTCAAGTAAAGTCACACAGTGTCC 
>P_1882 
TCCCCCATGCCCTCCCCCCCATTGCCCCCCCTACTCCCACT 
>P_1883 
AACACTGCTAAAGAGTTAGAAGTCCTTAAAGAATTACAGGA 
>P_1884 
ATGCTAGCCCCATTTGTTGAAAATGCTGTCTCTTTTCCACT 
>P_1885 
CTCCAGCTGCCATTCCAGACAAGACCCGTAACTCCTGGGTC 
>P_1886 
CATCTGAAGAAGAAATGACTAACGGGTGCCAAAACGTAACA 
>P_1887 
CTTAGCAGGTGAAAGCACTTACTGCCAGGCTTGGCGGAAGG 
>P_1888 
CCTGCAGCCTTGGGCAGAGGAATATTACTGTTCTCTTTACG 
>P_1889 
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AACATAAGACAAACAAAAATAATGCCCGGTGTGGTGGCACA 
>P_1890 
CAGAATGTAAACTGAATAAAATAAATAAATTATTGAAAAGA 
>P_1891 
CCCCAAAAAATAAAAAAAAAAAAAAGGAAACCTAACCAGTC 
>P_1892 
TAGCTCTCTGAAGCTACATGAGGCGTGAGAAAAGAAAGGGT 
>P_1893 
AAGCCATAAAGAAGGCAGAAATATTATTACAAAAGTCAAGA 
>P_1894 
CCAAGCCACAAGCGTGTCCTAATTTCCATTGATCCATGGGG 
>P_1895 
CGTTTTCCTGATGTACTCTCATGTACGTCCTCGCACGCACG 
>P_1896 
GGCATAGTAGTAAGGCGTCGAGTGAGCGTCTCTTGGTAACG 
>P_1897 
CTCACATCTTTACCTTTAGCACTGCCATTTAATCTTGTGCA 
>P_1898 
AACAGAACTTATATTATAGCATACTCATCTTCCCTTATGGT 
>P_1899 
GATCAGTTGATTTCCACAGCAACAAAGATGGCCATTCTGAA 
>P_1900 
ATGAGCACTCTCCACTGCCCATTCCGCTTCTCTACTTTTCG 
>P_1901 
CTCTCAACCTATGCAGACAGAGAAAAGGTGTTATTCCAACC 
>P_1902 
CTTTCATACTGCTCTGTTGTAACCGTTTTATCTTCAGTTTC 
>P_1903 
CCTTGATTGAGAGGTCAGTTATGCACTACTCTGTGAGTGTA 
>P_1904 
TGTGGGGGACCCTCAGTCTCATGGACCCTTGTCCAACCACA 
>P_1905 
AAAATAAAATAAAACAAAATAAAACTATTGTTAAAAAGAAA 
>P_1906 
GCAGGGGACATGAGGAAAGCAGGTCTAGTAGAGCCTCTATG 
>P_1907 
TTTCTTCTCTTTTATTAGACAAACCAGATGAGTTTCCTGGG 
>P_1908 
GAATTTTTAGGGTCACTTATATATACTATCATATCATCTGC 
>P_1909 
TTATAAACAGCTTTTCTGAAAACAGAGGCATATTGCAATTA 
>P_1910 
AGAGAGGTGTCCTGCAAGCCAGGTACCCACAGTTGTTAGTA 
>P_1911 
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GCCCATCAGTGGGTCAACTAAACAAGACTTGGGACTAGAGC 
>P_1912 
GAACCTGTAAGCCAGCCCCAATTAAATGTTGTTCTTATAAG 
>P_1913 
TAGGTCAGAGCACAACTTGCAGGAGTCAGTTGGCTTGTCTC 
>P_1914 
AACAGCCACAAGTAGTTAAGATTTTCACAAGTTAAGATAAT 
>P_1915 
ATGTTATCTGGCTCAAAGTTAACAAGCTCAGCACTCTTGAA 
>P_1916 
TGGAGTGCTCTGGACTGCCCACCACTTGGCTTTTCAGAAAT 
>P_1917 
AATGCAGGCCATGCTGAGTAAGTTAATTACTCTGCCACTAA 
>P_1918 
GGAAGGAAGCAGGCAGAAGAATGAGGGGGGGGGGGAAATAG 
>P_1919 
ATAAAGAAGTGTACACATGCATACACACATGTATGCACACA 
>P_1920 
TTAGCAAATAACAATTTTCTAGATAACCCTGCTTGGCTTGA 
>P_1921 
GAAATCCCGGGGAGGAGCCGAGGGAAGGCAGCCCCCGCATT 
>P_1922 
TTGAACCCAGGGCCTGGCCTATGTTAAGCAAGTGTTCTACC 
>P_1923 
AAATTCCAACTCAATTCTTCATAGAGATAGAGCAATTCTCA 
>P_1924 
TCACACTGGGAAAGTAGTTGAGGACTAAATGAGGTTATGGA 
>P_1925 
AAAGCCACAACTGCCAGCTCAGGTGGAAAAATGTTGAAGTG 
>P_1926 
GTCTGTGTGATTTTTAAGGCATAGTTGGCCTCAGAATCATT 
>P_1927 
CCAAGAGGAGTAGATGGCAGAAAGTAATCAAACTCAGGGCT 
>P_1928 
CTTCTTTTTATATAGTCTTGATTCTTACTTAAGTAATAATG 
>P_1929 
TGGATGCACTTGTGTCATCCAGGTACTTTAAGAACCAGTTA 
>P_1930 
ATCTGTCCTGCTAGGGAGTCAATATATTAGAAAGAGATGTC 
>P_1931 
AGATGCATGCCTGGTACCTGAAGAAACCATAGGAATGCAAA 
>P_1932 
CTATTCTCAACAATAAAAGTACCTCTGATGGAATCACCATG 
>P_1933 
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ATACAGCGACTCCTGGAGGCAAACCAAACAAACCCAGAGTG 
>P_1934	
GTATAATTTATATTTCCAGCAGAAATAGGAACTCCATCAAG	
	
	
II.	The	negative	subset	contains	1,934	non-6mA-site	containing	sequences	
>N_1 
ACAGGATATAACATACATTAAGGCTAGAAAGGTGGAAATTT 
>N_2 
AAGCCATAGTCTTTTGTACAAGGATAAGTGCAAATGTTCAT 
>N_3 
TGAGGAATGTATGTTCTCATAGGAAGCCATACTTTAAAATC 
>N_4 
AGATTATATTGATTTTTCTTAGGAATAGTTAAACCTATTCA 
>N_5 
GGTCAGGATATTGCAGTGGCAGGTTTCCTGCTTCTCTTCAA 
>N_6 
ACTCAGGGAACCTTCTAAAAAGGTGCCCAATGTTTAGGGCT 
>N_7 
TTCTGTTTCCTTTGAATCTGAGGCAGAATGGAGGTCAAACT 
>N_8 
CCAGCTTGGGGTTCAGAGTAAGGCTTGACCACTGATCTAGG 
>N_9 
GTATAGCTCAGTCTTGTATCAGGGAAGTACAGGAGTGGAGC 
>N_10 
GAAAACCGCTTTAATAGTATAGGGCAGTACATTCATTCACA 
>N_11 
CATTAGAGTATTGGGTGCGTAGGTGTGGATGATGTGCTCGA 
>N_12 
TGTGGGAAGGCCCATTCCTCAGGCAGAAATCAGTGAGCATC 
>N_13 
CGTATCGCACTGCAAGTCAAAGGGGATATTCAGGACATTGC 
>N_14 
CCAAAGAATGACCACCCCAAAGGCCATCATTCAAACACTGG 
>N_15 
TTCCCCATCAAGTCATGCTGAGGCACATTTTTTTTCTTTTA 
>N_16 
CAGTGCTGGTGCCCACAGGAAGGGACCATGCTGAGTCACTT 
>N_17 
AAGCAGTAACCAGGGAGGTAAGGGACACAAGGCCCTATGTG 
>N_18 
TGCCTTACAACGTTTGTCTCAGGAGACCTGAATTCCATAGG 
>N_19 
TCCCTAGCATTGGAGTCACAAGGCCAGGTGCACTTGAGGCA 
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>N_20 
AGAGAGAACAGTGCCACAAAAGGACCAAAGACCATGTCATC 
>N_21 
TGTCCTGTGGGAGCAAGAGAAGGGGGGAGACTGGGTGACTG 
>N_22 
CATCATGGGCCAGATTACAGAGGATCTGAGGCCCTGTTTTG 
>N_23 
ATCCAACTTCAGCCTCAAAGAGGCTCTGAAACCAGACACTG 
>N_24 
GCCAGCTGAGCCAGGGCAGTAGGGGTGGGTGGGGGGTGCGC 
>N_25 
GAAGAGAACACGTTTTCTTTAGGATTCCCAAGGCTGCGTAC 
>N_26 
AAAACAATGTTTCTGTAACTAGGATTTTTGTGCCCTCTTTA 
>N_27 
AGCCTCTTGAACCCCAGCAGAGGAACGTTTCTATTAGGAAT 
>N_28 
CCATCATATACTAGGCTTCAAGGTGGGCTGTGGTACAAGGG 
>N_29 
TGATTTTGTTTTGATTCAGTAGGGCAGGGGAAAGTCCCAGG 
>N_30 
TCCAGTGCACACAGAACCCAAGGGGTTAACAGGAGAGCAGC 
>N_31 
GGGAGCTTCCTATGCAAGCAAGGTCCTGCTGGTAGTCTGTC 
>N_32 
TCTTTGGTGAAAAGGAACCAAGGATGTACCGACTTATGTGT 
>N_33 
CTTTGTTATACATAGATTATAGGTACCTGGTTGTAGGAGCT 
>N_34 
GTCTCAGTCCCTGTTGTGACAGGTTGGTTACTCAGAGAAGA 
>N_35 
ATGTGTACTTACGTAAAACAAGGGCTCATGTCCAGCAGGGG 
>N_36 
TCTTTTTCCATCTTGTGTATAGGTCTAAGTCTGTGAGCCTG 
>N_37 
GACCTGTAAGTAGAAATGGGAGGAGGAGGCTGCAGGATCTT 
>N_38 
GCAGGAGAGCAAGAAAGTACAGGCTGATTAGGCCCTTATTC 
>N_39 
CCTGAGTGGTAAAGATGAACAGGAGAAGACCAGCAACCTTG 
>N_40 
TTCATTTCCTTAGGGTGAATAGGCCCTAACTAGGAAGCCAT 
>N_41 
CAGGAGGAGTAACAGGCTGTAGGTCTGTGCTGCTAAATGTG 
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>N_42 
ACAGTGCATAGTTAACCCAGAGGTAGATGTAGCGCTTCCAA 
>N_43 
ACACACTAGATCCCCTACGGAGGGGTTTTAACGTAGGGCTA 
>N_44 
GCCATTCCACTTCTGGATAAAGGGAGGAAGCCCCTCTGACC 
>N_45 
TACTATACCATCATAGCCACAGGGCCCATTAAAGGCCCTTG 
>N_46 
AAGGTCAGCACTAGAGACGCAGGGTAGAGGTTTTGATTATT 
>N_47 
CAGCGGTGGCCTTTGAAGACAGGGTAGAGGTGGAGGCTAAT 
>N_48 
GGTCCAGGCGTCCTGTGCGGAGGAGGGTCCTGTTGCCATCA 
>N_49 
ATTCCACAGGCTGATTCACAAGGGAGTATTTCTTGCGCCAC 
>N_50 
TAAGCAGATGTTTCTAACCAAGGTTTTCTCTTAGAATGGCT 
>N_51 
TTAAAGCACTCACTTTTTCTAGGGGTGATTTTTGAATGCTG 
>N_52 
TGCATAACCATGGGAACACCAGGATCCCAAGCACATCAGAA 
>N_53 
TTGTAGGAACAAGCTCACTTAGGATTCACTCAGTGTCTATC 
>N_54 
ATGGCCTGTTAAGTGAGTGCAGGTGAGCATTAGTTCTGTTT 
>N_55 
CTTTGGCTTCTTCCAACTATAGGGCATTTGTTTGTGAATCA 
>N_56 
CCCTTTTCCATTATACCTTCAGGCTGAGACTCTAAAGCAGG 
>N_57 
ACATATATTCTGCCCTGGCTAGGCTTGTGACTTGTGACACC 
>N_58 
CCTTTGAGAGCAATGGAAGTAGGTGGCCAGACATGATCTCA 
>N_59 
TTTAATAAGCTTGCCAGACTAGGCTGGGAGCTGACATCACT 
>N_60 
CGGTAGTGAGGTGGCATCACAGGCAAATTTTCATACTTGGG 
>N_61 
CGTGAATCTAGAGCTCCCTCAGGTGGTCAGCCAACATTAAA 
>N_62 
GTAATTTTGGGATAATTTATAGGTTTTTTTATTTATGTGTA 
>N_63 
AAAATCAGTTCTGCTAGGGAAGGCTTTGAATTGTGCTTAGT 



	 92	

>N_64 
TCACCCTGACAGAATTGGTGAGGGTAAGTCTGACCAACCAC 
>N_65 
GGGTAAGTCTGACCAACCACAGGGCTCTGGAGGAAAAGATG 
>N_66 
TGAATGTAAAGTCTGTGGGAAGGCCTTTATTTGTATTTCCA 
>N_67 
TAAATTTGCAGAATATGGGAAGGTCTTTAATTGTGGCTATC 
>N_68 
TCAGGCATGACCAACTCCCTAGGGTGGATTATATTAGAAGT 
>N_69 
GCTGTGTGGACCACTGGGTCAGGATCAGGCACAGGAGCATC 
>N_70 
CATTCCCAGCACAGAAAGCCAGGAAAGGAATCTCACACCTC 
>N_71 
ATATGAGTTTCACATAGGCCAGGTTGACCAACATACCCTGT 
>N_72 
ATCTCCAAAAACTAAACTTAAGGACTCCATCAGAGGCTGCC 
>N_73 
AGGATATAGGCTCAGGATAAAGGCTTATCTCTGTGTGCTTC 
>N_74 
GCCATGGCTACGGTGGGACCAGGAGACGTCCCAAGTCTCGG 
>N_75 
TTCTTGATTGCACTACACCCAGGAGACCCCACACTCTTTGA 
>N_76 
TGAAGAAGACCCTGGCCAGCAGGAGGAGAATTTCCTCCCTT 
>N_77 
CTATCAAAGGTGGATTTCAAAGGGGTGTGCATTTTCTTTAC 
>N_78 
GCCTTTGACCTTTCTGCTTAAGGACCAAACCTTAGCACCTA 
>N_79 
GGATAGGATGCAGCCTCAGAAGGGCCCCGTGCTAACTGATG 
>N_80 
CAGTGGTCACTCCTAAAGCCAGGAGATGGAACCAGGTTTCC 
>N_81 
CTTTGTATCGCCTAGAGAGCAGGTCTGTGTGTTTGTGTGGC 
>N_82 
GGATTGGGGATGGGCTGGGGAGGACTGAAGTGTATTAGATA 
>N_83 
ACCCCAGTACAAGGCAACACAGGACAATGAGGTCATTGGAG 
>N_84 
GAGGGGATCTCCTGGGGCAGAGGCAGGTGTGAAATTCTGGC 
>N_85 
GTCCTGAGAGAGAAAAAAGTAGGAGAAAGTTTGAAGCCAGT 
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>N_86 
GGTGGGGGAAGGGCTATGGGAGGGAAAGAGACTGAGGCATA 
>N_87 
CAAACCCGGGTTGCCCCAACAGGGCTATTTGTGTCTATCTA 
>N_88 
CATGTGTCCAGGAGACATGGAGGTCACAGGCCAACTTCCTG 
>N_89 
GTGGCACCCATCCTTTTTTAAGGAACTTTCTAAATAATGTA 
>N_90 
CTCTCAGGCCTCCTCGATGAAGGACTTGAACAGGTGTTTGT 
>N_91 
CCATCTAATGCCTTTATTAAAGGCTATCCTCCAGCCTTGTC 
>N_92 
GAGGAAAGGAAGGAAGCCCAAGGTTGAAGGCAGGGCTGATA 
>N_93 
TGACAATGATAAAGAGGAGAAGGGGAGCCAGAGTGGCACCC 
>N_94 
GTCAAAGGTAAACTCTAAGGAGGCCTTATGGAGGACTTAAG 
>N_95 
CGGCGTGCTGCTTCTCACATAGGCAAAGGTAATATTTTTAG 
>N_96 
GAGCCCCTTTTTTAAAAGGCAGGCTAGCCGCGAACTCAGCC 
>N_97 
GGGGACCAGAAACCAAAGCTAGGAGTTACTGAGGGCAGGTC 
>N_98 
AGGTGAGGAGGAAGCAGGGCAGGGTGGAAGGAGGCACTCCA 
>N_99 
TGCTGGGAATGATGTCTGCCAGGCCTCACTAGTGTCAGGTC 
>N_100 
TGTGCAAATCTTGGGTTTTGAGGCCTCATTTGTAAGGTGCC 
>N_101 
TCCACCTCACCATATACCAGAGGCTGGCCTTTAAAAGTTCC 
>N_102 
CCTCAAGTGCTTCAAAGCAGAGGGAATAAATATCCTGGTCG 
>N_103 
TGCATTTTAGCCTGGTGAAAAGGGAGTCTCCCTACTCCTTT 
>N_104 
CACCATGTGGGTCTGAAAGAAGGAAACTGAGTTTGTCAAGG 
>N_105 
ATGGCTTTACCTACTTTTGAAGGAGAAAAGAGAAAGAGGAG 
>N_106 
TCCCTGGAAATTAGGTATACAGGAGGGCAGAAGGACAATTT 
>N_107 
AAAACCCCAAAACCCAAGAAAGGTCCTGTGCCTAGAAATCT 
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>N_108 
CTTCGCAGGAAGCTTGTCCAAGGTGGCAGATCTTCAGCCTG 
>N_109 
AGACACTTCCTCAGCCTAGAAGGGAGAAGGTGAAGAGGCTG 
>N_110 
TGGACACATCTGCTCCATCTAGGCCGTGTTTCCCAAGATCC 
>N_111 
CGAAGCCATCAATGATGAATAGGAGACGGTCAGGAGCCTGC 
>N_112 
GTTCTTCGTCTGGCTCAAAGAGGGTCTCCATTTGGATAGGA 
>N_113 
CTGTCTTTCTGGAGAGAGAGAGGCTCATAAGACTTCAGGAG 
>N_114 
CGTGAAACTCAGAAAGCTGCAGGGTTCATAAGGCCTCTCCC 
>N_115 
CTCCCTGTCCTCGCTCCCACAGGTCCTTCCTGTGAATCCTC 
>N_116 
TCACACAGACCTATATATGTAGGTAAAGCACCAATGTGTGC 
>N_117 
AGTTTCACAGCAGCCCTCTGAGGGTCTCTCTAGCCATTTGT 
>N_118 
TGGACATCACTGCCAGCAGCAGGGTCTCCACGGCACCCAGG 
>N_119 
GTGCAGGCGGCGGTCTGCCAAGGTGAGGGCGATGATGAGCA 
>N_120 
AAGCATGAACTCCAGGACGGAGGTGTGGTTGGCTGTGGGGA 
>N_121 
AAGGTTGACATAACACAATCAGGAATTCAAGATCAGCCTTG 
>N_122 
CACAAGGCTGGACGAGGATGAGGGATCAAGAGTCAAGAGGA 
>N_123 
GAAAAGACGAAGAGAAGAGGAGGCAAGAAGAAGAACTTTTT 
>N_124 
AGGCTAACTTGGTTGCTTTGAGGGGATTAGTGGAAGAGACC 
>N_125 
GGTGGGGGTTCTGTCCTAAAAGGTGGGTAAACACGGAACCA 
>N_126 
ACCTGTTATTTATAGACTATAGGCTTCTGTGAGCCTGTGGT 
>N_127 
GAAACCCTGTCTCTAATTTAAGGGAAAAGAAAGAAAGAAAG 
>N_128 
AAGCAGCCGCAGCCGCCACTAGGCCCCGCCCAGCAGCAGCA 
>N_129 
TGGCTCAGTCGAGTTCTTTCAGGCCCTTAAATCCGACTTTT 
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>N_130 
TGGGCACGTGGGTATGAGGAAGGACGGTGGTACTTGGACCC 
>N_131 
TACCTGGTGCTTATACCTGGAGGGACTCAGGAGGGGAAAGT 
>N_132 
TGAGCAGTCTTCAATTCTCCAGGTCTGAGGTAGGATTGGGG 
>N_133 
TGGGGTGGGTGAAGCTTGAAAGGAGGGGAGAAAGAAAGCAT 
>N_134 
TTCACAGGGCATAAAGTATGAGGAAGTTAGAGTCTTGGCTA 
>N_135 
TGTGGAGTTAGGTGGACTCCAGGCCCACTTCCCCCTGTCAT 
>N_136 
TCTGCTTCTTTGACATTACTAGGTATATATGGATAAATAAA 
>N_137 
AATGAAGGACTCCAAGAGAGAGGTGAGACTCAGATTCTTCA 
>N_138 
TTTGATGACAGAAGGGGCGTAGGACTAAGACAACCTTGGCC 
>N_139 
GCGCCTTCTAGCGACAGGAAAGGAGAAATACAGAAGCAGGG 
>N_140 
GCCGTGTGCTGTGCACCGTTAGGTGCCTTGCCCCTGTCCTT 
>N_141 
TTTGCAGAAAGGGGGCGCTGAGGCAGAAGGTGGTCCACGAG 
>N_142 
TGGGTTCCTGGGTCTGAGGGAGGAAGAGCCAGGCTGGATTC 
>N_143 
GAAATAATTTCCTAAGAATCAGGCCTTACCTTGTAGGGTAG 
>N_144 
GCCCAGAGAAGGTACCCTTCAGGGAGACAGGGAATGGAGGG 
>N_145 
ACAAACCCAGGGTGCCAGGGAGGGGTGTGTGTTGGAATGGA 
>N_146 
TGGAGGTGTGGGATTGGGATAGGACATCCCGAAATGACTTC 
>N_147 
AGCTCAATGACAGGTATGTCAGGGAGCCTCAAAGCCGTGGA 
>N_148 
AGAACACAAGAAGAGGAGGAAGGGAGGGAGTCAGTAAATAG 
>N_149 
GGAGAGAAACCTCAGGGTGTAGGTGCTTGTTGTTGTTTAGC 
>N_150 
GGTGCTTGTTGTTGTTTAGCAGGTCAGATCCCAGTACTGGG 
>N_151 
GGAAGAAGAGGAACGGGAAGAGGAATGCCATCAGAGCCTGG 
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>N_152 
GTTCCAGTTTAGAGACTGGGAGGTGAAATTTATAGACCAGA 
>N_153 
AAAGAAAATGAGTTAAAATGAGGTTTAGCCAAGCCTGGTGA 
>N_154 
TTAAGACTTGATCCTTAGGTAGGCTTTAAAATATTATTAAA 
>N_155 
AATTTATATGTTGACAGTTAAGGAAGTTTGTAAATATATAC 
>N_156 
TTGTTTCCTGGATTTTCCAAAGGGTGAAGCTCTTCCTAAAA 
>N_157 
CTGCTGTATGAGATGTTGGCAGGACAGGTAAGGCAAAGTAT 
>N_158 
CCAGGAAAACGCCTGGGCTCAGGGCCAGATGGGGAACCCAC 
>N_159 
TCTGCTCCCCGCATCCTTCAAGGCTCCTCCTACCTCCACTT 
>N_160 
CACTTTGCAAGTACGTGTGGAGGAGAGCAGGGAGTGAAGGG 
>N_161 
CTACAGCCCCAGTCCTCGTCAGGGGGATATCCCATCCTGGC 
>N_162 
GCCGCAGAACCAGACCACCGAGGTCAAGATGGCGCTGCACG 
>N_163 
GGGGAGCAGGGACGGGGCACAGGCAGCAAGAGGGTTTGTGG 
>N_164 
CAGTGCGTTGCGTTGTTTAGAGGACTAGAGCGTGGCTATGT 
>N_165 
TAGTAAAGCGCAAACCAGCAAGGGCTGCCTATAGTAGTAGC 
>N_166 
CACCACATTCTGAATACTTCAGGGCAGGGTTTCTGTAGAAT 
>N_167 
TACATATGTGTGTGAAAGAAAGGAAAGAAAGGCTTCATTTG 
>N_168 
GCACTGAGATCTCAGATAGCAGGCATTGGGTGGGGCGAGGG 
>N_169 
GACTGCCAGTTTGAAGACAGAGGTGGGGCGGGATCGGAGTT 
>N_170 
CGTGGGTCCTGGAGGAAATGAGGGCTGGGCCTCTTGGGTTT 
>N_171 
TGAGCCCGCCCCTTTCCCTTAGGTCCCTCCCCACCGGTTAA 
>N_172 
GTGCCAAGGAAATGCTAGTGAGGGACTGAGAGTGTATTGAG 
>N_173 
GGGACTGAGAGTGTATTGAGAGGGCAGAGTACCAGGGCTTC 
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>N_174 
CTGCACTGGCATGTGCACGTAGGCGCGCACACACACACACA 
>N_175 
CCAGAATGGCTGAGTTTAGAAGGACAGGAAATGTTTGGTCC 
>N_176 
GAGCACACGTGTGGGGCACTAGGCCCCGTTGCCATGGAGAC 
>N_177 
AAGTTGGAGAGATACTAGAGAGGCACAGTTGGAGACGTATG 
>N_178 
ACTCCCCACCGTATCCCTGGAGGCTGTGTCACTCACGTGCA 
>N_179 
ACTCTGGCCTGGCCAGGCACAGGGTACAGAGCCAAATACGA 
>N_180 
TTCCAAAGTTCCCCGTGGGAAGGCACTGCTGATGGAGCAAT 
>N_181 
CAAAGGAGGTTAATGTGTCAAGGCTAGCTGGTGAACGCTGC 
>N_182 
GTGGTTCTTTGTTTTGAGACAGGTGGGCAAGGAGCAGGTTG 
>N_183 
GGTGGGCAAGGAGCAGGTTGAGGCTATGAATGACCTTCAAT 
>N_184 
GTGTGTTAAATCTCTATGTCAGGATCCTACTTTCACATCAA 
>N_185 
CAGTTAGTATATATGTTACCAGGGTCACAGAATAAGGATGG 
>N_186 
CGGACTACAATGGGCAGCTCAGGGAACTCTTAGCCCTAGAA 
>N_187 
AAGATGATCAGTGGGTTCTTAGGAAGTGCTATGTTTTCGGA 
>N_188 
AGGGTCTTCTCGGAACACTTAGGGTCGCCCCTCCCCTAACT 
>N_189 
GAAGATCAACCACTTCCCGGAGGACACGGACTACGACCACG 
>N_190 
CGCCTGGGTAAGGTAGATTTAGGTTTAGTCTTTTAGCCTGC 
>N_191 
CAGACTGTGAGTAAAGTGGGAGGCAAGAAGGGGAGTTTCCC 
>N_192 
AAAGGCGTCTGGGGAGGGGCAGGAGATCTGAGACACTTGGG 
>N_193 
TGAGCTTGCTTAGATTCTACAGGATGGTTTAGACTCCCTCA 
>N_194 
GAGTTTTGACTCTTGGAGGCAGGGTCTAGATTCCTGATGCA 
>N_195 
ATGCAGGTGAGACTTAGACCAGGTGGGCAGGACTTAAGACT 
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>N_196 
CCAACACCAACACGCTCAACAGGAAAACCACGCCCGTGTAG 
>N_197 
AGATTTCAGGGGAGGGAGGGAGGGCCCGTGGTGTTTTTTGC 
>N_198 
TGGGGTAAGTTAAGAGGCAGAGGTCCCTTGTTGGAGGCAAA 
>N_199 
GGGCCATTTTTTATTCATTCAGGCACTCACCCACTAACGAC 
>N_200 
AAGACAAGGACAATGACTCTAGGATGCTGAAGTCCAAGTGC 
>N_201 
TGCCTTAAATGACCTCCAAGAGGAAAGAAAGCAAGACAGTC 
>N_202 
CACATAAAGTTTTAAGGAGGAGGAGGAAGTCAGCCATATGT 
>N_203 
CTGGGTCTCTGCTGTAAAAAAGGCCCCCAGGGACACACAGG 
>N_204 
AAACTGATCTAATGACCCTGAGGATTCTGGCCATAGGGGCC 
>N_205 
AGTCCTCCTCCCTCAAGACCAGGAGCCTATACTGAAGCTCT 
>N_206 
CAGATCTGTGTCCCACAGTCAGGGAGAAAGAAACTTTTGTC 
>N_207 
GCGAACCACCAAGAAAGGTGAGGACATCTCGGATGGTGACA 
>N_208 
GGACATCTCGGATGGTGACAAGGGAGGGCTGGGAGTAGGAT 
>N_209 
CCAATTTGGAAGGTGACGGTAGGTTAAGAATGTGGACATCG 
>N_210 
CTTTGTTTTGTTTTTAAATAAGGATTTAATGAGACCAAGCA 
>N_211 
CAGGATTTGAGATTCATGAAAGGCAGATTCATGTCCTGCAT 
>N_212 
TTGCTGAGGACATGAAGGAGAGGTGAAGATTTTTTTTCATA 
>N_213 
AGACTGAAGACGGACCCCTGAGGAGCTGACAGTCTGCCCGT 
>N_214 
GATAACAGATGATCAGTTTAAGGCCAGTGTGGTGGTGGACA 
>N_215 
TGTTTTCACTTCGCCCTTTGAGGATTTTGAGTTTGGCTAAG 
>N_216 
GCGCCACCTAGTGGCAGGATAGGCGGCGACCCAGACATTCA 
>N_217 
TTCTGGCCTTCAGTCAGGTAAGGGGATAAACACCTCTCATT 
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>N_218 
ACAAGTTTAGGTGGCTGGCCAGGTATAGCCTCGCACTTCCT 
>N_219 
GTACAGTAGTTGCAGATGAGAGGCCTGCATGCTTGTGAGAG 
>N_220 
AAGGTCACAGGCAAAGATTTAGGTCAAGTTTGCTGGGCATG 
>N_221 
ACACACACTCTCGCACGCGAAGGTGAACTCACCTATGTGCA 
>N_222 
CATGGAATTATAGGTTATAAAGGTTTGAGGGAGAGGGTAAA 
>N_223 
AAAACAGGCTGGAGAGAGGTAGGGCTGAGGAAATGGGGTGC 
>N_224 
ATTCTAATTATAAAACTAAGAGGATGAAGTTATAAATACAA 
>N_225 
CTCATATACATAAGTAAAATAGGATTTTAGTGTGTGTGTGT 
>N_226 
ACAGCCATGAAGATTTAGGTAGGGTTGTATCCATAGATCAA 
>N_227 
TCAGGCAGAACACAGATCAAAGGAGAAAGATCTACACCTAG 
>N_228 
CTGGGTCATTACTTCTCTTCAGGGAAGGGACACGAGCCTCG 
>N_229 
AAGATGCTCAGGTCAAGACTAGGCCCATGGCTCAGGAGTAT 
>N_230 
GAGCATCTTTCCTCACCAAAAGGACCAACCAGATCTGACTT 
>N_231 
TGTATGGCCTCTGACACTGTAGGTTCACCTTTTCTCCTGTG 
>N_232 
CAACAGTGCCACCTCCCTGCAGGAGACAACAGGAACCTCAA 
>N_233 
GGAGACAACAGGAACCTCAAAGGAAGAGATTCAGACTGTTA 
>N_234 
ATGCATGCAGAGATTCTTGCAGGCAAAATACCCATACACAT 
>N_235 
AAAAACACCAACAATGTAACAGGAAGGAAGGAGAGGTGAAG 
>N_236 
TCACGTGGGAGGTTTATTATAGGGGGAGTATAGAGAGGCTG 
>N_237 
TTCAAAAGAAAACAATCCCCAGGCTTCTTGTTAAAATAAGA 
>N_238 
CCTGTTTAAAGTGGAAGATGAGGCTGGATAATCCTGGCAGT 
>N_239 
ACATGGTGAGAAGCAACAGGAGGGATACATTGGGCCATGTT 
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>N_240 
CTTTGTTGACCTCACTGTCAAGGTGCTATATCTAGATGGCA 
>N_241 
AGCAAATAAATACTCAAGTGAGGGGCCAGTGACCCTCTCTC 
>N_242 
CAATCTAAGGAATTAGTCAAAGGGTCTAAGGCCTCTTTCCT 
>N_243 
AAGAGATTTCCTTCCCTTTGAGGACCTCCAGCCATATAGGC 
>N_244 
CTAAGTCATTAAACCTGGTGAGGCACAGCTGGTCCCTTGTC 
>N_245 
CAGCCCCTCACTGGCTTTTGAGGTCTCTATTGTTAGATGTT 
>N_246 
CAGGCTGAGGGTCCACCCTGAGGAGGGTGGATCCACCTTAA 
>N_247 
GGAGGGTGGATCCACCTTAAAGGAACAGGAATAATAATTAA 
>N_248 
TATGCAGGACGTTTGTATATAGGATTGTCCTTACTCTGTCC 
>N_249 
CTCTTCAGTTTTGCTGGGGCAGGAGACCATCAAAGGCAGAG 
>N_250 
CAGCCATGGCTGGGGGTATGAGGCTAGGGGCGCTTAATAAA 
>N_251 
TTGAAAGGTGGGTCTTTGACAGGTAAGAGAATAGGGGCTGA 
>N_252 
GGAACAGAGGAGTCAGGTGGAGGCTCCTGGGTAACTGTGTC 
>N_253 
TCAAAATAAAAAGTAATGAAAGGGCTGAAAAATGTGGCTCA 
>N_254 
AGATGGCCGGGAGTAAGTACAGGTTTGGAGCTCGCGGGGAT 
>N_255 
AGTCAAAGGGTGGGCTGGCCAGGGTAGGGTAGGGTAGCAAT 
>N_256 
GGCTGGGCTGGTGGGGTCTAAGGTTGCAGTTGTCCTTTGGG 
>N_257 
ACTGAAAATCTTATCTTCTGAGGGAGTACGTAAAAGATAAG 
>N_258 
GAGTTCCATGTAAAGCAAGGAGGCAAGCCACCCAAGTCAGG 
>N_259 
GGAACAGCCTACGAAGACCAAGGCACTAGGAAAGCGGTAAG 
>N_260 
GACTCAGTCAAACAGTGCCTAGGACACAGGCTAAAGTTCTT 
>N_261 
CTCCTTCCTCCTTCTTACTAAGGAGGTGAACTAAAGACTCA 
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>N_262 
GCAGCAGAAGAAGAGGAAGGAGGAAGCTATGGAGAAGAGGA 
>N_263 
TGTAGTGATGGGACCAGTGGAGGCAGCTCCTGAGTACCGAG 
>N_264 
TTTGACCCCCTTGAGCAGCCAGGCTTTGCCACCTCGTACGT 
>N_265 
ATGAATGGGGCTCAGTGGTGAGGGACAGATACTGGAATGGA 
>N_266 
CTTGTTGCAGGTGTGGCTGGAGGGCTCACCAACCTCTCTAA 
>N_267 
AGTGGTGCTTTGTGAATGCCAGGGGCAATCAGGGGGGCTGT 
>N_268 
GTGAAGAACATGTCTTGGGGAGGGCACACTGTCAGGTGGTC 
>N_269 
TGATATATAGATGTTGGCTGAGGGGACAGTTTACATGGCTG 
>N_270 
CTAGGTGGGCTACGAACTAAAGGATGAGATTGAGCGCAAAT 
>N_271 
TGTGGCCTTCACTCCACTCCAGGTACCATACCCTTTTCTAC 
>N_272 
GTCAAAAATCTCCCAAACTGAGGGAGACTTCAGGGACTGTA 
>N_273 
TCTGGTTCTCATCTAGAGGGAGGCCTGAGCTTCCCAACTTC 
>N_274 
AGGAAGTTGTGGTGTGGTGGAGGCAGCCTTCCATGCTTTGC 
>N_275 
AGTACCAGGCTTCAAAATTAAGGTTGTACCCCTTCATCAGG 
>N_276 
AAGGGCAGAAATGAGGGCTCAGGCTGTTTCTAGCATTGCTG 
>N_277 
GAGATTGAAAAGGCAGAACAAGGCAGCTTAGCTGGCTGAGT 
>N_278 
ACAGCACTCCAAAAATTCCCAGGATCTCAGGAGGGGGTTGG 
>N_279 
TTGGGCCAAAGTCATATGATAGGGTCCCGAATCTTACACCT 
>N_280 
CCAGGCAGAGGCCAAGTTGTAGGGTAGCGCAGGTATTACAG 
>N_281 
TAATAAGAGGGTGGTCATGGAGGAGTCAAAAGCCTAGTCTT 
>N_282 
AGTTGGGGTGTGGAAAGCTGAGGAGCTGAGCAGCTGGGTGT 
>N_283 
GGAAGTGGTGGTGGCAGCGGAGGGAGCAGCAGCAATAGTAA 
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>N_284 
CAGCCCTGAGCTGCCTCACCAGGGAAAGCTGGGGGGGGGGG 
>N_285 
TTCGGTGAGGGGCTGGAGAAAGGGCTGGGGACCGGGACTCC 
>N_286 
CATTCTAATTGCTAAGATTCAGGGAGAGGCTGCAGGCCCTA 
>N_287 
GTCTGACAGTGCAAGCTTGTAGGACAATTGGCTTGGTACTT 
>N_288 
AGGGAAGGTGGCCTGCAGGGAGGAAAGCAAGAACAGAAAGT 
>N_289 
AAGACCATTCAGGAAGCACCAGGGGCTTATCTGCAGGAGGA 
>N_290 
GAAGCTTTGGGAACAGTTTAAGGAAAAACCTGCAGAAAAGC 
>N_291 
AATTCCGTACGGGCCTATGAAGGGTTATAGGGAAGACATTC 
>N_292 
TCTCAAAGCAAGCGCTCAGAAGGAAGGGAGCATACACAGAG 
>N_293 
CAGCACTTCCGATTGGCTCGAGGATGCTCCCGCCCCATGGT 
>N_294 
GCTTTTGTGAGGTATGTCCAAGGACAAGCCTGATCTTAGTT 
>N_295 
GGGATGGGGCCTGCTCTAATAGGGGCAGGGCTACCAGGAAG 
>N_296 
TTGAGTGTAGCCCTCTAGTGAGGCAATGAACTTGAACACAG 
>N_297 
GCCAGATCTCCAGAGGAAAGAGGGAGATATCTAGGAAAGAG 
>N_298 
GAAGAAATGACTCCTGGGGGAGGGGGTGGGTTTCCCCTGCC 
>N_299 
GCTGGGTGGGGAAGGCGACCAGGCCATGAGTGTGTGGAATA 
>N_300 
TTTCAATGACAGATGCCACCAGGTTGAGAAAGAGCAGGAAG 
>N_301 
CCACACCCATGCATGATCTTAGGGACACACACACACACACA 
>N_302 
CAGCCCATCTCTCAGACACAAGGGTGCAGGGTTCAGGCCAC 
>N_303 
AAGCCACCCCCCTCAGACCCAGGAGTTCAGACTCGGGTTCT 
>N_304 
AAGGGATTCTTGCTGGGTAAAGGAAACAAACAAACAAACAA 
>N_305 
GCCCCAGCCCCAAGCAAGCCAGGGCTAGAAAGTGGACCCAG 
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>N_306 
GGAGTGTGTCAGCCATGGAAAGGAGCACAAAGCCCATGCAC 
>N_307 
ACACATGTCCCATGATCCCCAGGAGGATAGCCGATAGTCTC 
>N_308 
CCCAACAGCTTCTTCCTGGTAGGTCTTCCCCGTTTCTGGAA 
>N_309 
CAGATTGAGGACTAGTCTGCAGGTCCCACCACTCAGGCCAC 
>N_310 
TGGTCTCATAGTCATACTCCAGGGAAGCTGCAATCTCCGGA 
>N_311 
GGGGAGATACAACCCTACCAAGGAGTGATCTACAATTTAGG 
>N_312 
GAGGGGTGACAAATGCAACAAGGGGCAATCTGTAGGTACCA 
>N_313 
TAAAACCAAAGCAAACCAAAAGGCGAGGATATCTAACTCAG 
>N_314 
CGACTGTTGTAGTCTGGGCTAGGCACTGAGGACCACTCACT 
>N_315 
GAAGAAGAGGAGATAGGAGAAGGTCCAGGCAAGAGCCAGGG 
>N_316 
TAAGAGAAGCTTCTGGAAGAAGGAAGGCACTTCAGCCAGAG 
>N_317 
TTCTGCCTCGGCAGATCCACAGGCGGTTACGCCACCCAGCC 
>N_318 
TTAGAGTTAAAATTTGGGGCAGGAGGGAGGGAAACTTTGGA 
>N_319 
TCTCCCAGGGGACCTAAAACAGGACAACAAATATGCCAGAA 
>N_320 
AGAATTGAAAGATTAAAAGTAGGGAAGTTACTGATGATAAG 
>N_321 
TGAGGACCCCATCCCACTTCAGGACCTGGTCTCTGCAGGCC 
>N_322 
TGAGTAAGAGGGTGGGGCGAAGGTGGCTGGAAGTTACAACA 
>N_323 
ATATGTCATTAAACATGTCTAGGAAAAGTTAAAAAACACGT 
>N_324 
AAAGAAAGTAATGAGAATATAGGATTGTACATGCCAGGAGC 
>N_325 
CTGTACTAAGCTTGGCCCTAAGGTTTAGCACTGTGGATGAG 
>N_326 
GTGAGATGTGTCATACGGGCAGGGGTCTAGGTCTCTGTGAT 
>N_327 
TGGGCATGTTCAGGGAAGGAAGGAAGGGGTCTTTGCAACAC 
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>N_328 
CAGAACATGGTAATGTTCACAGGCATTGCATAGATTCTGAG 
>N_329 
GAATGAAGATGAAGATGAAGAGGAACAGGATGAAGGCCACA 
>N_330 
ACACTCCAATGAGAGCCTTCAGGTACATATGCAGTCCTGAG 
>N_331 
AAGAGAACAAGAAGAGGACGAGGATTAGATGCAAGCCCAGG 
>N_332 
CCTGAGACTGTGAGCTCCACAGGGGCACTGGCAGATGACAA 
>N_333 
ACTGAGAGGGAAGGAGTGAGAGGGAGCTGTCCTAAAGAGAA 
>N_334 
CCCCATGAGAGCCTGAGCAGAGGCTAGGTCCCTGACTGAGT 
>N_335 
GCATGTTGTAGTGTCACAGAAGGGATGAAGAACTTGCCCTT 
>N_336 
CCAGTAGTGTCCTGAAGAAAAGGAGGAGTCAGTTAAATATC 
>N_337 
CAGTTTTGATGTTTCTGAGAAGGATCTTCCTGTATATCTGC 
>N_338 
AATATTTCATTGTTTTGGGAAGGGTGTGGATTCTGTTTCTC 
>N_339 
CAAGGTTAAAGAGTCCCTGGAGGTCCCATCTCCAAACCCTC 
>N_340 
GGGCACTGGCAGATGACAAGAGGTAGAAAGATGAGTCTTGA 
>N_341 
GGTCCATTGACCAACACAGCAGGCTCACGGTCTCTCCTGAG 
>N_342 
GGAGCTGTCCTAAAGAGAAGAGGCATGATGAGAGGCTAGCT 
>N_343 
CAGAGAAACACTGCAGGGTGAGGGTCATTCCAGGGTCCATG 
>N_344 
TCTTGCAATACTTTGTGGGAAGGGAAGACTCCTAGGAGCAG 
>N_345 
TCACAGGGCCCACAGAGAACAGGGCGTGGTTCTTCCGTGTA 
>N_346 
TGGGTGTCCAGTAGTCTTCTAGGAGAGAAGGAGGAGTCAGT 
>N_347 
GATATTGACCTGCATTTCTCAGGTCTACATTTGAGAATGAG 
>N_348 
CACCCACAGGACTCACACACAGGTGGTGTTTTCCACCATCA 
>N_349 
TATGAAGAAAAGAGCATTTCAGGTCAGCTGCAGACACACTC 
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>N_350 
GCAGTCGACCCTCTGCCATTAGGTCTTACACAGATGGCGTT 
>N_351 
ATGGGGTTAGTGGTCCACACAGGTTCAAGTTCATTTGAGTT 
>N_352 
TCAGAGGGCTGCCATCCTACAGGATACCAGTTAAGCATCTC 
>N_353 
TGCTGTCCCTGGAGAGGAAAAGGTTCTACTCTTTCCTGTGC 
>N_354 
GGTGGATGTCAGACTCATAGAGGATCTTAGTATTATGCCCC 
>N_355 
AGGTGAAATGTTTCTTTCTTAGGATTATTATGGGGAGGGAA 
>N_356 
GCCTTGGTGAGTCAGCAGAGAGGGCTTCTTGGACAGCCCTA 
>N_357 
AGTATTTGTTGGAGATCACTAGGTACTGTCCACAGGTGTGG 
>N_358 
TAGATTCCTAGGAGAGAAGGAGGCTGTCTGTTACATGTTCT 
>N_359 
GCTTGTTGTTGTGTCACAGAAGGGATGAAGAACTTGCCCTT 
>N_360 
CAGTAGTCTTCTAGGAGAGAAGGAGGAGTCAGTTAAATGTC 
>N_361 
GCAGGCCTCATTATTCTCCTAGGCTCTGAGGTTCCCACAGT 
>N_362 
TTTTTTTCTCTTTCTGGCTGAGGTTTTTCTTGATGTGAGCT 
>N_363 
AGTCACACCATCCTCCCCATAGGCAGGAAGAGATGCTGCCC 
>N_364 
TTAGATTAGTTCCCAGCTACAGGGTGGGTCTGTCTATGGCT 
>N_365 
ATATTGTTTATTTGAGAGTGAGGAGAAGAGGTTGGCAATGG 
>N_366 
GGGATCTCCTCTATCAGGAGAGGTAACAGCTTCAATCATCA 
>N_367 
GTAGGTGCCTGAGAGATGGGAGGTCACAGCACTCATGGAGA 
>N_368 
CTTGGACAGCCCTAGAGGGAAGGTGACAGCTAGAGACTGAG 
>N_369 
TCTGGCTGTACTCTGAGGATAGGCTTAGGGAGGGACCCTGC 
>N_370 
TTGGTGGATATAAAACCCTTAGGGCATTGTGTCTTGTTCAT 
>N_371 
TACAGACTTCACAAGGCAATAGGTATCAATTGTAACATTTG 
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>N_372 
CCATGGCTACACTGAGAGCGAGGGTCTGACAGGGATCCTGT 
>N_373 
GGGACCTCCTTTTTCAGGAGAGGTAACAGCTTCGACCATTA 
>N_374 
GTAGGTGCCTGAGAGATGGGAGGTCACAGCACTCATGGAGA 
>N_375 
TGCAGGGTGAGGGTCATTCCAGGGTCCAGGATATGGCCTTG 
>N_376 
GAGGGGCAGGCCTGTGGCAAAGGGCTTAGGGCCTCAGAAAA 
>N_377 
TTGTGGGTCCTATAATAAACAGGGCTTGGTACTGTCTACTA 
>N_378 
CAGTAGTCTTCTAGGAGAGAAGGAGGAGTCAGTTAAATGTC 
>N_379 
CAGTTTTGATGTTTCTGAGAAGGATCTTCCTGTATATCTGC 
>N_380 
TTGTCTATATGAGTTTTTGCAGGTGAGGATGACTCCTGTTG 
>N_381 
CTCCCTCACTGTATCATATCAGGGCTTTTGAATATATTTCT 
>N_382 
AGGACTGCATGCTTTCCAGGAGGTCTGCTGCCACAAGGAAC 
>N_383 
AGTGTGGGTTCAGGAAACAAAGGCTCCCAGTATGTGGAGGG 
>N_384 
ATGGGAACCAGTCCCTGCATAGGATCCTATATATGTCTGTG 
>N_385 
TGCCCCATGAGCTAGACTGAAGGAGCCTGAGTCCCCCACCA 
>N_386 
GGCTTCTTGGACAGCCCTAGAGGGAAGGTGACAGCTAGAGA 
>N_387 
GCTCTGAGGTTCCCACAGTGAGGGTGGGCATTCCTGTTAAC 
>N_388 
ATAGCTTTCCATCTTTATAGAGGCGGTACTCATTGGCTCCA 
>N_389 
GTTTTCCACCATTACAGCCCAGGCATGGCTCCTGGATATGA 
>N_390 
ACAAGCCAAATTTACTCTGTAGGTTTCAATGTTTGGTGTTT 
>N_391 
CTGATAGTGAGATGAGAGAGAGGTTACTTTGTATTTTCCCC 
>N_392 
AAAGAACACCCAATGGCAGTAGGCTAATACACACACCCAAC 
>N_393 
GGTGGATGTCAGACTCATAGAGGATCTTAGTATTATGCCCC 
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>N_394 
AGGTGAAATGTTTCTTTCTTAGGATTATTATGGGGAGGGAA 
>N_395 
GCCTTGGTGAGTCAGCATAGAGGGCTTCTTGGACAGCCCTA 
>N_396 
AGTATTTGTTGGAGATCACTAGGTACTGTCCACAGGTGTGG 
>N_397 
TAGATTCCTAGGAGAGAAGGAGGCTGTCTGTTACATGTTCT 
>N_398 
GCTTGTTGTTGTGTCACAGAAGGGATGAAGAACTTGCCCTT 
>N_399 
CAGGGCTGTGAAGGTGCAGGAGGACATGGCAACTCCCCTCA 
>N_400 
ACACCATCCTCCCCATAGGCAGGAAGAGATGCTGCCCTCTC 
>N_401 
CCTGAGAATAGTAGAAGAAGAGGAGTAGGATGTATCTCTAC 
>N_402 
CGCAGATTTCACAAAGCAATAGGTATCAATTGTAATATTTG 
>N_403 
CCATGGCTACACTGAGAGCGAGGGTCTGACAGGGATCCTGT 
>N_404 
TCCCGGGACAGATTCTATGCAGGGGAAATGTTTGTTTCTTA 
>N_405 
AAATGAGAAGTGTCATTAACAGGATCTGGTTGTTAGGCTGC 
>N_406 
TGTGGTTAGGCTGCACTGAGAGGGAAGGAGTGAGAGGGAGC 
>N_407 
TTAGAGCCTGAGCAGAGGCTAGGTTCCTGATTGAGTCTGTT 
>N_408 
AAGGTGACAGCTAGAGACTGAGGTTTTATTCTTACCAAACA 
>N_409 
CACCTGTCACCACCAGCTCCAGGGTGTCACTGGGCTGTGAC 
>N_410 
CCTCATTCTCCTTGGCTCTGAGGTTCCCACAGTGAGGGTGG 
>N_411 
GAGCTACAGAGCCTTTCTGAAGGGATTGGGTACAGGGTGTG 
>N_412 
GCTAGCTTTGGGGTTGGTGGAGGATGCCAACTGCATGGTTG 
>N_413 
TACAGACTTCACAAAGCAATAGGTATCAATTGTAACATTTG 
>N_414 
AGCACCTGAAGATGCTCCTAAGGGTGGATGTCACAGAACTC 
>N_415 
CCTTTTGAGAGACCAGGTGGAGGATTCAATGGTTTCTAGGA 
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>N_416 
AGTGAGTGAATATTACATGAAGGATCATTGCTGGTATCCTG 
>N_417 
GCCTTGGTGAGTCAGCAGAGAGGGCTTCTTGGACAGCCCTA 
>N_418 
AGTATTTGTTGGAGAGCACTAGGTACTGACCACAGTAATGG 
>N_419 
TAGATTCCTAGGAGAGAAGGAGGATGTCTCTTACGTGTTCT 
>N_420 
GCTCTGAGGTTCCCACAGTGAGGGTGGGCATTCCTGTTAAC 
>N_421 
ATAGCTTTCCATCTTTATAGAGGCGGTACTCATTGGCTCCA 
>N_422 
GAGCAGGGCTGTGAAGGTGCAGGACATGGCATCTCCCCTCA 
>N_423 
GAAAACTCACCCTTGTTCTCAGGCTCCTCTGGGGTCTGGGT 
>N_424 
GCCATGACGTCCCCTCCCAGAGGCTGTAGCAGTCCTCATAG 
>N_425 
GGAGGTGGTGGAGGAACTTTAGGGTATAAAGGGAAGCTGGC 
>N_426 
GGGGAAAAAGGGGCCAAGGCAGGTGTTATTAGAAGCAGCCG 
>N_427 
GCTTATTCTGAAGCATGTGAAGGCCAAGAAAGCTCCATATA 
>N_428 
AAAGGGTAATCTTTAGGCAAAGGAATATTTGACCTTGTTAC 
>N_429 
CCAGGAACCAGCTATATATAAGGAAGGGAGATTTATCTCCT 
>N_430 
TTTTCTCCCACGGTTTGTTGAGGTTTGTGTGTGCTTGGGGT 
>N_431 
CATACTCACTCCTGGAAGAAAGGTCTCTTTTCAGAATTTCT 
>N_432 
CTCAACTGTGTATATGGAGAAGGCCACTATGCCTGTCAAGA 
>N_433 
CAGAAATAAAGGAAAGGGGAAGGGACCTGAGGTCTAGAAAT 
>N_434 
AGGTGGTAGGGCCAATAGAGAGGGCTTTCTGTAGACTCCTA 
>N_435 
CCTCTTTCCCCGTTCCATACAGGAGTTGTAAAACTAGTAAA 
>N_436 
ATATGATGTCTTGGAACTCCAGGATGTGGACTGCAAACGGA 
>N_437 
TTTGTTATGAACATTCTTACAGGCATTTCTAGTATATCTGT 
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>N_438 
GAACAAAGACTGAGAAAAGAAGGAGCCTCCATCTCTGGGAA 
>N_439 
TTAAAGTGGGTTTTTTAAGAAGGCTTCAAATACATGCAACT 
>N_440 
AAAGCATTGTTTTAACAATCAGGTTTGGGAGTTGGGGGATC 
>N_441 
TTACACAACTGGGGATGTAAAGGCAGCTGGACAATTACAGT 
>N_442 
TGAGAAACACCTGAAAGGGCAGGGCATGGAAAACAAGAAAC 
>N_443 
AGAAATAACAAAGGCGATGGAGGCAAGGAATCACAACTATG 
>N_444 
CTAGCTAGGGTCAGTGAAGCAGGAAACCTGGATAGAAACTA 
>N_445 
CAGCCTGGCCACAGCTGTCCAGGCTACGGCTATCAGATGCT 
>N_446 
GAAGCAACTCGACCATAGCCAGGAGTTAGGAAAGTCACTGC 
>N_447 
GGCCAGTGTGTGTGAGTGAAAGGAGAGTGCGTGTGGTGTGT 
>N_448 
TCACTGAAACAGAGGTGACAAGGACTTTGGTTTTAGTGGAA 
>N_449 
ACAGTCACTGGGATCAGATGAGGAATTGCAGCCCAGCTGGC 
>N_450 
AGCACTCGGCGGCTGGAGAAAGGAACTCTCTGAGGCTCTCT 
>N_451 
CTGGCTCTCTTAGCAGCCGCAGGGTATTTAAAGCACTCACC 
>N_452 
TGACAGTCCTGTGGGTGAGAAGGTTGAGCTCTTCAACAATT 
>N_453 
TTGTATAGTGAGGCAGGGGCAGGGGGACATGTGAGTGTCAG 
>N_454 
AACAGGAGTACAAGAGTTGAAGGGAGGAGGGAACATAACAA 
>N_455 
TGAGGCTGAAACATTCCAAGAGGAAGCAGGCTGCCCCAGTT 
>N_456 
CTATATAATATCTAGTCCTGAGGCCCTGTTTCAAGAAAAAT 
>N_457 
CTGAGGGAGAGATTGGTCCAAGGGAAGGTAGATAAACAAGA 
>N_458 
AACTGAAATAGTCTTTCTGCAGGGAGGTGGGAAGCTCATGA 
>N_459 
GCTGCTTATTAAAAGATCCTAGGAAAAGAAACACCCTTAGA 
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>N_460 
GTCCTGTGAGGATCTGATTCAGGCTTGCACTGGGTTAAGAG 
>N_461 
AATAAATAAAACAAAAAGGAAGGCTCAGACACGCAGAGAGC 
>N_462 
ATGCTGTTTTTTGCTTATACAGGGAGCTCCAACTTCATTTT 
>N_463 
TACAGATGTGTGGGCATCTCAGGGGTACCTTCACTTAAATA 
>N_464 
GAAAGAGGGTCCCCTAGAAAAGGGGCCCTCCAGAGCTTCTC 
>N_465 
TAGGGTATAATGTCTGATGCAGGTCAAACTAACAGACCTGT 
>N_466 
GACCCCTCTCTTCCCAGATAAGGAGAGCTGGGATCCTAGAC 
>N_467 
TAAGGAAAGGTCCGCTCTTGAGGTCCCAGGCGAGAAGGACC 
>N_468 
GGGTTGTTAGGGTGCCAGAGAGGGTTGGGATAGAAATGTGG 
>N_469 
CAACAGGCCTGGGTCCCAGGAGGGTGAGGCTGGTGGTGGAC 
>N_470 
TACCGGGTCATAGTTAGTTAAGGGGCTGAGACCTAGTGGGG 
>N_471 
TAGGGTCTAGGGCATTTAGGAGGAAGGGGTAAGGAACACCT 
>N_472 
GCCTAATGATTCCTAAGACAAGGCTGTAAATGCTGAATGTC 
>N_473 
TTTGTGAGCTGATCACTATTAGGACTGATTGATAACCTTTA 
>N_474 
ACCAGGGTTCCACTCTGGGGAGGTGTGAGTTAAATCTGGGG 
>N_475 
GGGCTTGTCTGAGGACAGGCAGGCAGCTTGTGTCAGGGTGT 
>N_476 
CTATGTGCTGAACCTGACCCAGGAGGAGACAGGGCTCAGCT 
>N_477 
TGGTGTTTCTACTCCACATCAGGCCAACTACGTGCCTCTGA 
>N_478 
CTCCTAGTGTTCTTCTCGCAAGGTCTCTGCTGGACAGTAGC 
>N_479 
GGCTGTGACACTTGGCATTCAGGTTACAGAGGTTCTGCTGG 
>N_480 
GTCAGCAGGGGAGAGAGGGCAGGCTCCCCAGGGAGGGGACA 
>N_481 
TCCCCATTTCTCCTTAGCACAGGGGATTGCTGAGGTGGCAC 



	 111	

>N_482 
CTATGGCACTAACTTGGAAGAGGGCTGATTTGAAATAAAAG 
>N_483 
TATTTGCTTGTAGTGCCACCAGGGTGATATGAAGGGGGAAG 
>N_484 
AAGGGAGGTCGCTTGTGTTCAGGGCGGCCTCAACCTCCACC 
>N_485 
GGAACACAGCCCATTGCAAGAGGAACAAGACACAACGGGTC 
>N_486 
CTTTGTTCTTTCTTGCCAAGAGGCTCCTAATTTAAAAGCTT 
>N_487 
AGTCAGGCCGGGGCTCCTACAGGGCAGGCATATGGGCCACA 
>N_488 
CCACGAGACACTTTCGGAGAAGGTGTGCAGGCTTGGGCTGG 
>N_489 
GCAGGGCGCAGCGTGGAAAGAGGTGAGGTGCTTAGGGTGTG 
>N_490 
GACAGTAAGGCAGCGCTGAGAGGGTGCTGATGTCAGGCCTC 
>N_491 
TCTGCTCTTTTCTACTGCCCAGGTGCAAGGCATCCGGACGG 
>N_492 
CTTAAAGTGGTCTTCAGGAGAGGGTCCTCAAAATTAGCGGT 
>N_493 
GGGCCTCAGTGTTTGGGGTGAGGGAAGCCACTTAAAGACTA 
>N_494 
GTAACGCAACAGCCTCCCGCAGGGCGACACACAGTTGGTGG 
>N_495 
GTGGACTAAGAAAGCTCTACAGGGCATGTGCAAAATTCACT 
>N_496 
TGCAGTTGACAGTCACCCACAGGAGGTGGACCACATGGAGA 
>N_497 
AGCTGGCTGGACTGGTTCTCAGGCTGGAGGAGGGTGGAGCC 
>N_498 
GAGGGTGTTTGGGGGGTGTGAGGTATGTGTGCTGTTCCCGG 
>N_499 
TACTGGGAGCCTGTAGAGCCAGGGAGGAGGGAGCACTGTCA 
>N_500 
TGGAAAGGAAAAAGAAGTTAAGGCCTGGAACAAAATCTCCC 
>N_501 
AAGCTGGCCCACCCTAGCCCAGGAGGACAGAGGGGCAGCAT 
>N_502 
CACATATAACTACCCTCTTTAGGGAGTAGTATATCTGGATT 
>N_503 
ATCTTATGTCCCTGGGAAGTAGGAGGGCAGATGTAAGTTGA 
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>N_504 
TGGGTCTGGTAACAAGAACCAGGGAGATGAATGTCCTGGGA 
>N_505 
TTGGCCTCTGGTTTCTTTTCAGGGACCCTTTCTGTGCCCAT 
>N_506 
CTTTCTGCAGAACAACATACAGGGACTGGCTCTATGTTTAC 
>N_507 
CTCAGGTCACTGGTCTCCGGAGGTCTTGTTATAGGCGAGGC 
>N_508 
CTGCCTGTCACATCCGGAGAAGGACATGAGAGCATAGTGAT 
>N_509 
CCAGGATGTCTGCCATAAGCAGGGACATAGGTGAGACCCCT 
>N_510 
CCCAAATACTCAACCCAGATAGGACCCCCATGGAACCCAGT 
>N_511 
GCCCTATCCCAACCAGAGACAGGACTGTCTGCCTCCCAGGG 
>N_512 
AGGGACTCTAGACCTGAGAGAGGATTCTAAGCCTGTTAGTG 
>N_513 
ATGAAGTCAGCCCCACTCCAAGGCAACCACAGTGGAACATA 
>N_514 
TTACCCAAATAAAGTACCAGAGGAAGGACACTCTCAGCACT 
>N_515 
CCCAGCACTTGTCTGCAACGAGGAGATTGGAACCACAGATG 
>N_516 
GTGAACAACAGGCTGACAACAGGCTCCAAAGGTGGAACCTT 
>N_517 
AAGCGAAAGAGCGCTTAGGTAGGTGTTAGGGGCAAACTTTT 
>N_518 
GGTGGTTGCCAAAGGGAAGCAGGTGACCATCTCATGTGAGG 
>N_519 
AACTAGTGCCTCTAATTATAAGGTTTGGTGAAATCAAGTAA 
>N_520 
ATGGGCTTCTACACCTGACTAGGCTTTTCTTTCTTTCTTTC 
>N_521 
ATTTGACTTATGAGATTTCTAGGTTTTCATTGTTATATATA 
>N_522 
GTAGTTTAGGGTTAGAGTCAAGGTTACCATTCCAAAAGAGG 
>N_523 
CGGGCACTCTGTCTGCACCCAGGTTGCTTTGATGCATGTTC 
>N_524 
AAATGTGCACATAGAGGACTAGGTGTGTGGCATGTTCAAGA 
>N_525 
GTGGCTTAAAGCCCTAGGCTAGGCTTCCTTTGAAGCCTTGT 
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>N_526 
CTGCAAACTCCTTTTTAAGGAGGGAGGCTACAATGAAGGGC 
>N_527 
GGAGATAATCTAGTGAGCAGAGGGAAGCACATTTTCCTTTT 
>N_528 
TGAATTCAGAGACACCACTGAGGAAGTCAAGACTGAGACCC 
>N_529 
GGAAGTCAAGACTGAGACCCAGGACCAAGAGGTCATGTCAT 
>N_530 
GTATATACAAATAAACATAGAGGCACAAAAACAAACACTAA 
>N_531 
AAGAGGGGGAGGGGATACTGAGGTCTGGAAATGATCATGGC 
>N_532 
CACAGTATAACTACTCTACAAGGAAGTACCACGCCCTGTTC 
>N_533 
CTTCACTCTGATTTCTATGTAGGTAATCTCCAAAAACCAAC 
>N_534 
ACTCACTGTGACGAGTTAGGAGGGCATATGTAGGGGAGACA 
>N_535 
CCATGCTTCAGAGACAAGGGAGGAAACACAGACAACAAACC 
>N_536 
AATCATGTGACACAAAGGAAAGGTTTATTTCCAGTGATTTC 
>N_537 
GCCACACCATGCATAGCATCAGGTACTTGAACTCAAGTGCA 
>N_538 
TAGGTCCCAGGTCAGAACAAAGGCAAGTCTTCCCCCAGCCT 
>N_539 
AAGTTTCCACAATACAGAAGAGGGATCATTTACTCACTAGT 
>N_540 
CATGCAGTGGTGAAGCAGGCAGGGAATCCTTTGCCAGGCAT 
>N_541 
CTTGGTGAGTCCTTCATTAAAGGGGAGTTGAATCAAGAGCA 
>N_542 
TTCTTATGGGTTCATTTTAGAGGTCCATCTGAGAACATCCA 
>N_543 
GGGGAAAATGATTCCATAATAGGCCACTGTGTGCAGGGGTA 
>N_544 
ACCCATCGGAGACAAGCAAAAGGATAGGAAACAGAAGGAGC 
>N_545 
CTGGGTTTATCCACAGCCTGAGGTAACCTTGGGGGAGAATG 
>N_546 
TTGGGCATTTGGAACACCAGAGGGGCAGAGAAGAGCATAAA 
>N_547 
AAAAACGCATGGAAGTACAGAGGGAGAGAGATTTATAGCCA 
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>N_548 
AGCCTTGTGGAGACAGCCTAAGGCAGGAAGGTGATTTAGGT 
>N_549 
CAATGAATCAGGATTACAAAAGGGTAAGTGAAAGTCTAAAA 
>N_550 
CTGAAACCTCTTAGGAGATAAGGCAAATCTACCTACACTTC 
>N_551 
GAGGTATGCATACCTATATAAGGATAATAAACTGTTAAATA 
>N_552 
TATAAAAAACTAAGTTGGGTAGGGGCGTTATGCTAAAGAAT 
>N_553 
AAGACCAAAGTAAATAAGGCAGGAAGTGAGGTCGGTAGACA 
>N_554 
AGGGCTCAGCCCCTCTGGAGAGGCAGTGATATTCATAGGCT 
>N_555 
ATTACATCATCCATAGAGTCAGGCTGCCCAGATATGACTGC 
>N_556 
GGCCAGGGCAGGGAGAGTCAAGGTTTCAGTTCCCTGGAACT 
>N_557 
TCAAAGATGATTGGAGCCAGAGGATCTCCTTGCCCACACCT 
>N_558 
AGAGTCACATCCCTGCCTTGAGGGACTGCTGAGCTGGGATG 
>N_559 
TGGAAGTAGGAAGTAGGCAAAGGTGGGATTATATTTCATTG 
>N_560 
GAGTACATGAGCAAATCACAAGGAATCACAGTTTGCTGAGT 
>N_561 
TCATCGGGAGACACCTAGGTAGGATTCTAGGAACGAAGGAC 
>N_562 
AACTCATCATCTGGAAGGAAAGGTGAGAGAGTAGGCCTCTT 
>N_563 
CCTCTTCTGTTCGTCTTTGAAGGTCTAAGTCCCCCAAGCAT 
>N_564 
AGATATCTTTAGGATATGAAAGGATATGAATATAAAAGTTG 
>N_565 
GTTTGATGATTGTCTTAGTTAGGGTTTCATTGGTGTCTCTT 
>N_566 
GAAATGTTGAAAGTAGGTGTAGGGTGCAGGTCTATATTCCT 
>N_567 
GCAGGGCATGTGTCTCAGGCAGGGCATGTGTCTCAGGCAGG 
>N_568 
GCAGAGCATGTGTCTCAGGCAGGGCATGTGTCTCAGGCAGG 
>N_569 
GCAGGGCATGTGTCTCAGGCAGGGCATGTGTCTCAGGCAGG 
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>N_570 
AAGAGGCTATTAAAACTAGGAGGTGTGGGCTGAAGAGATGG 
>N_571 
CACAGGGAGAGGGCTCTGTGAGGGACACCAAGCTGGAAGGG 
>N_572 
TCAGCATGTCTGATGAAGGCAGGCTGATTGAAACTAAAGAG 
>N_573 
TGCCTCTTCATCACCAGCTCAGGGCTATAGAACTATCCTAG 
>N_574 
CATGCATATTGTTCTTAAAGAGGATCCTGGACACTTGGTCT 
>N_575 
ATGACGTTGCCTCCTGGAACAGGAAAAGAGAACACACATCT 
>N_576 
AAAAAAAGAAAATGTCAAGAAGGCATTTGTTACAAGAACCT 
>N_577 
GACTGAGCATTCTAAGTGCTAGGAAAACTTACCTATTTAAC 
>N_578 
TAACCCAGAGAAGAGAAGAGAGGCGAGAGATGGAGGAACCA 
>N_579 
GGCGAGAGATGGAGGAACCAAGGCTGGGTGAGAAAGGAGGA 
>N_580 
CTGGAGTTTTCTGAATGTGCAGGTGTCTCCTGCCAGCATTG 
>N_581 
CCATTAAAGCAGGTAGCAGAAGGCTGAACTGCCTGCCCACA 
>N_582 
TTTTCCTCTGCTGCCAAGAAAGGAGGAAAAACCTCTGCTCT 
>N_583 
GAAGATGGAAGAGGGAGGGTAGGTAGAATCTAGAGCCAGGT 
>N_584 
AGGACTCAAAGATATATTTAAGGAGGAGCTCTTCACTCAGA 
>N_585 
AGTCTGAGGGAGGAGAGCTGAGGTCTGGGGTCCTGGACCTG 
>N_586 
GAAATGGGGATTGTTTTGAGAGGTGACAGAATCATGTGAGA 
>N_587 
AGGCTGACTGTTCCTGTAACAGGCACTGATTCCATTCTTAT 
>N_588 
AGGAAGACAAACGAAGAGAAAGGAGTAGAAATTAAACCTGG 
>N_589 
GAGAAGGGCTAGCTAGCATCAGGGTCTAAGGAACCAGGCTG 
>N_590 
AGACTGAGGTCTGGATTCAAAGGGTCTGAGGAAAGCATTCT 
>N_591 
CTGATCCGTGAGGACATCCAAGGGGCTCTGCAGAACTACCG 
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>N_592 
ACGCCGAGCTGCGGGAGGTAAGGGGCTTCCACATGGACCGA 
>N_593 
CTCAGACTGGGAGCGGGTAAAGGGCAAGATGGATTGATGTA 
>N_594 
TCCACAGGGCCGCCCCTGGGAGGACCCAGTGGAAAAACAGC 
>N_595 
GCAGGTGAGGCAGAGCTGCCAGGGGAGCACTAAGCTCCCGC 
>N_596 
CAGTATATTCTTGCTTCTCCAGGGAAAAGTGGGGGCCAGAT 
>N_597 
AGTGGCAGTAGATGCCATAAAGGATCTCCCAGCCTGGGTTC 
>N_598 
GCTATAAACAGCCTCCTTATAGGCTAAGTCCACCTGCTGTC 
>N_599 
AGCTGAGAGCAGAGCAGGGTAGGGTGGGGCATGGGGTGGGA 
>N_600 
CAGTGCTGGGCAGAAGGGACAGGCCTTAGAAAGCCAACTTT 
>N_601 
AACCAAGGCAGACAGGAATGAGGGATTTTACAGGATGAGCA 
>N_602 
TGGAAGGGGACAACTGGGGAAGGCCAGAGGGTACAATTCCT 
>N_603 
TCTACTTCCCAGAGGCTAGCAGGTTGCTCAGACCTCCTCTC 
>N_604 
GAAAGAAGAAATTACAGGGGAGGGAGATAGGGCATGGCGGC 
>N_605 
AGCTCTCCTTGATCAACATGAGGTACTGACTGAGAAAGCCA 
>N_606 
TACAATCATTAGCCAGACGCAGGGTCATGTGAAAACAAACT 
>N_607 
GCAGTCACAGAGAATAGAGCAGGGAAAGCCAGGACCGCCCT 
>N_608 
CATTCCTAGTCATGAAATGAAGGGTGTGCGCACATGTGTGT 
>N_609 
GCACACATACATGTACTTACAGGCATAGGAAGAACTAAATT 
>N_610 
ACTCTCCCTGATTCTGAGGAAGGAATCCACAAACTAGGCCA 
>N_611 
TAAGGTAAGTCATAGTACTGAGGCAACTTTTCTGTGTTTGA 
>N_612 
AGAACTGAAACCAGGGTACAAGGGCATCTTACGTTCCTGGA 
>N_613 
TTCCTTGGGGCTGAGGTAACAGGCACACTCATAGCAGCTAG 
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>N_614 
AATGTCCAGGTACCCACAGGAGGCAGCCACATGCAGAGGCG 
>N_615 
CAGAGACACAGTTGTGGGCCAGGGGCATATTTCCCAAATTT 
>N_616 
GCATGAAGTCATGGAAATTTAGGCTGCAAGAGGGGGGCCAC 
>N_617 
AGATCATGTAGGCCTCAAGGAGGAGCTTCCACATGACACTT 
>N_618 
AGGAGGGAGAACTGGGATGTAGGCTCTTGTGTGACTTATCT 
>N_619 
GAGGTGGATCAGGGCCGAGGAGGGAGGATGCCCGAGTGGCG 
>N_620 
AGCACGGCACGGGCAGGCGGAGGGACGGCGGGGTCGGACGC 
>N_621 
AGCAGATAGGTTAGAGAATGAGGCAGCCGGCAGGCCGGCAG 
>N_622 
AATGGGCTCCCTAAGGCATCAGGTAGACCAAGGGCCGACGG 
>N_623 
CCTAAAAATCCAATTTGAGAAGGATAAAAAAAACATTTTGA 
>N_624 
CCCCATGTAGTCGATGTTCAAGGGCTTTTTCCTCTCAGACA 
>N_625 
GAAATAAAGTATTCTCCTATAGGGAAAGGACAGACACCTAC 
>N_626 
TACCCCCAGGGTTTTCATGAAGGAAGCATAGAAGGGCACTT 
>N_627 
CCAGACCTCTAAAAGCCCAAAGGACCAAACGCCTGGACAAT 
>N_628 
CTGGGCCAGACTGGTTATCCAGGAGCTTATCAGGTGATGGT 
>N_629 
ACTGGAAACAGTACAGGAAAAGGAGGCTTAATGACCCAGGG 
>N_630 
TCACCCTACCACCCCTTTCCAGGGCCTTGGTCCTGCCCCCT 
>N_631 
CGTCGGACAGGAGCAGGCGCAGGCTGCGGTTCCCCAGCCTG 
>N_632 
CTGTTGAGGTCTCCACCCCAAGGCTACGAAGATTCACATAC 
>N_633 
GATTCCTGGAGGGTCCTGGAAGGGTGTCCCTGGTGACCTTG 
>N_634 
AGCTCCAGTTGGGTCAACCAAGGTGCCCAGGATCTACACCC 
>N_635 
TTGGCACTGGAGACCGACTGAGGACAGGACACACAGAGGTG 
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>N_636 
GTTCATGTTACATGTTTTGGAGGTGCATTCACCCAGGACGT 
>N_637 
GAGGGTTTGGTTGCAGTGTGAGGGGCGAACCCAGCCACCCG 
>N_638 
GAATTGCTGCAAATCTGGGGAGGTGGGCCCACGAGGCAGAG 
>N_639 
AGACACTGGACCAAAATAAGAGGTGGAGCTCAAAAAAGCGT 
>N_640 
TCTCGCTCTTACTGAAGCCCAGGGGCCTCAAATCCCAGGAC 
>N_641 
ACTGACCAATTAACGTGAAAAGGTGCCGCTCGCTATGAACT 
>N_642 
ATCGTAACAGGTTCAAGTACAGGACTTAAGGTCAAACATAT 
>N_643 
GGGGAGCAGGGAGAGGGATAAGGGTCTAGGAGCAAGGGATC 
>N_644 
GAAAGGACAAAAAGGTACCCAGGAGCTTTTATTCCTTTGAA 
>N_645 
GGAGCTTTTATTCCTTTGAAAGGAAAGACTTCCTTCCTTTC 
>N_646 
CTCCTACATCCATTTTCTTCAGGTTTTTAGCTTCCAAGACA 
>N_647 
AAGTGGAGGGCAGCATATTCAGGTGGAAGTAGAGTGGGGCA 
>N_648 
AAAGTACAGGGATCCACAGAAGGAAACCAACGTGTGAACAG 
>N_649 
GTGCTCTCAGGGATAACTCTAGGTCCCAATGAACAGCTTCC 
>N_650 
TAGTGATGTCTGCTATGGACAGGGAATAGACATAGTGAGAC 
>N_651 
AATACCAAGGTCACCTCATTAGGCGTTCTGATTCACTAGGT 
>N_652 
GCTGGGTTCCGGGACCCCAAAGGGAATCCTTATAGGTAATA 
>N_653 
TGCAGGGGTGTACAAAGGGAAGGATTGAGAGGCTCAGCTGT 
>N_654 
CCTGTTGCCAAGGCAACGGGAGGGACTGACGCACAGAAACG 
>N_655 
ATCCGTTAGCCACCTTCGGGAGGACAGTTTAATAAATTATA 
>N_656 
ACATATCTGGGCTTCAGCACAGGTCCAGATCTGGCCTGGGT 
>N_657 
TCATACAGATGTGCTAGGTGAGGGGTCAGAGGGTCCTTGTG 
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>N_658 
AAATAAGACTTTTTAAAATTAGGCTGAATATGGTCAAACAT 
>N_659 
GACCCACCAGGATGAAAAGCAGGAGGATGCCCACAATGGCT 
>N_660 
ACCCCCAGATGGGCAGGACCAGGTCAGGAGGACCCCATATC 
>N_661 
CCCAGAAGTGCTGATGCAGGAGGTGATGTTGACAGCAGCTG 
>N_662 
TACTAAGTAAAGAAAATGAGAGGAATCAATAGGATCCATCC 
>N_663 
TGGGAAATTTCTACTTGCTGAGGAATGATAATTTTTAGGAA 
>N_664 
TTACCCGCCATTGTGGGGAGAGGGGATGTGGTGGCTTTCAG 
>N_665 
GTAGGTGAGGCCCTGCAGGGAGGACTGATCAGGAGGCTCCC 
>N_666 
GACCATGAACCCAGTGGTAGAGGTAGGGTGACTCAGACCTA 
>N_667 
GAAGAGAGAGAAAGATAGAGAGGGGAAGGGAAGGGAGGAAG 
>N_668 
ACAAAGGGATCAGAGACCAGAGGAAAGGCTGCAGATATGAT 
>N_669 
ACTGATTAAGATCGAGAAAGAGGGAGGTTAGAGAGATGACT 
>N_670 
TAGGATCTCATCTTTTGTCAAGGACAAGGTTAAAGGTAGGG 
>N_671 
CTTAAACTTTGACCAAGGAGAGGAGGATGGGGATGGGGTAT 
>N_672 
GTTCCTGAGTCAGAGGAGGAAGGAATCAAGCTCAGGGGGTC 
>N_673 
CTAATAATGACAAGTACACAAGGATGACTGTAGCTAAAGCT 
>N_674 
TTCTTGTGCATGTGGGTGAAAGGGTTATGCTCATAAGTTAG 
>N_675 
GACCCTAGATGTATAGGTAGAGGAACTCCTTTTACCCCCCT 
>N_676 
GAGCTCTGGTCCCTGTGTCAAGGAATTTCCTGGTGAGGCAC 
>N_677 
TTACAGGGACAGACACAATAAGGTTCTAGCTTGTTTGCTTA 
>N_678 
TCTCTGCTAACACTACAGACAGGCCACTATACCCACCCAAT 
>N_679 
CCAGATGAATGCGGATAGGCAGGTAAAAAGGTTGGTAAAAT 
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>N_680 
CCCAGAGGACCTAGGGAGGGAGGGCTCCATATAATGAAAAG 
>N_681 
GCTGGTCCACAGGAATCCAGAGGAGGAAGTAAAGGGAGCAG 
>N_682 
GTTCCTCAACCATCCCCCTTAGGGATGCTTCATTGTATGTC 
>N_683 
GCAGCAGTGCTGGAACCCTCAGGGCATGGGGTACCCAGCAA 
>N_684 
GTGGGTGACTTTCTTAACCCAGGTCTGTGAGGTTTTGGGAA 
>N_685 
CACTGGCTGGCTGCCCTGCCAGGCACCATACTCTCCATCTG 
>N_686 
ATCTGTTTTAAAAAAAACTGAGGAAGCAATTTACCTTGAAG 
>N_687 
TTCTGACACCACTGTCTGTGAGGGGCTCTAATTACACCAGT 
>N_688 
CGCCGTCGTTAAGAAGCAGGAGGCCAAGAAGGTGGTCAACC 
>N_689 
GAGAAGAAAGCTGCTGGCAAAGGCGACGTCCCAACTAAGAG 
>N_690 
CTACTGCATCATCAAGGGAAAGGCCAGGCTGGGGCACCTGG 
>N_691 
TGCCAAGCTGGAAAAGGCAAAGGCTAAAGAACTCGCCACTA 
>N_692 
CATGAGCCACATTCCAAGTCAGGCCTCACCAGATCCACTGT 
>N_693 
TCCCATCCCTTGTACCAGTAAGGTGTTGGGCACATCCAGCA 
>N_694 
CCGGGGACGCAGGGCATGCAAGGCACCCATACTAGACAGTG 
>N_695 
CAGGAGATCCATGATGGCTGAGGTACCAATGTGCCGCAGCA 
>N_696 
TGAGGCTGTCACCACTCTGCAGGAAGCCATAGAGTCGGTTC 
>N_697 
GGAAGCCATAGAGTCGGTTCAGGAGGGACTCATCTGCACCC 
>N_698 
GGAGGGACTCATCTGCACCCAGGGCATCGTTGATCTGGGGC 
>N_699 
ACTACCCAGGATGTCATCTAAGGCCCTAGGAGACTACAGCT 
>N_700 
AGTCTAGATCACAGTCCATTAGGTGCAGGTTAACGAGGGCT 
>N_701 
TGGGATAGAGATGTGAGCCCAGGGAAGGACCTGCTCCTGGG 
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>N_702 
AAAAATCCAATGACAAAACTAGGTAAGAGGGGAACAGAATA 
>N_703 
ACTTTATCAGTCTCAGCTTAAGGCCTGGTGAAGTTCTCAGT 
>N_704 
TGGACCATCCAGGGCCTACAAGGAAAAGCTAAGTGGCAGGC 
>N_705 
GAACAGGACAGCCACTAAGCAGGACTCAAAGAAAACACATG 
>N_706 
TTCAGGGTCTTCCCATTCTCAGGCTCCTTGCACAGGGGCTT 
>N_707 
TTGAGAATTGATACAAGATAAGGAAAAATCACTCCCACACC 
>N_708 
GAGGAGGCACCAGGTCACTCAGGGCAGGCTGGCTGGGGACA 
>N_709 
CTGCCAGGACCAGCATATGGAGGCCAGACCAGCGAGCCTGC 
>N_710 
GCATGGTGAGAAGATGACAGAGGCAGGGTATATGATTTGAG 
>N_711 
TGACACCAGCTGTTCCTCTCAGGAACCTGCCAGTCTCTATA 
>N_712 
CACCTAGAAATTGGAGACAAAGGCAAAGAGACCTTTGGAGG 
>N_713 
GAAACAGACCAGCAGCAGGCAGGCTAGCTCCTTAAAAGGCT 
>N_714 
AGGAAAAGGTAGGCCCGTGCAGGCATCTGCAACTTTCTAGA 
>N_715 
GAAGAGAAAGTGATCTCTGAAGGTCACTTGGCCAGAGATCC 
>N_716 
CCTGAGTAGATAAAAGTACCAGGGACTTCCACTGACCACTC 
>N_717 
CACCTTAAGGCCTCCGACGCAGGGCTACCTCCGCCACTGTC 
>N_718 
CACAATGCCCCGAGCGCGGGAGGACGCAAGAAGACAGGCTC 
>N_719 
CGTTTTAGAGGTCAGCTGTAAGGACTAGATAAATGCATGTA 
>N_720 
CAGTGTGGACATGAGAAGAAAGGATGACAGAAAGCAAGGGA 
>N_721 
AGAGAGAGTGCCTGGGAAGGAGGGAGGCAGGAGGCCTGGGG 
>N_722 
AAAACTGTCCTGCTGGGCACAGGGGTGGCCAGCTTTAACCC 
>N_723 
GTTCCTGGGATGATGAGGTCAGGATCGACAGCTGCTAGCAG 
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>N_724 
ATGTATGATCTTTCTTCCGAAGGCAACAAGGATTCTGAGAA 
>N_725 
GAAGGACGGTCCTTGACCCCAGGGCTTGTCCACCTGAACAT 
>N_726 
AGCGGAGAAGCAGCAGAAGCAGGGATCATGTCAACAGGAGG 
>N_727 
CACTTCCCTACCCTAGGGCTAGGTTATCCTGTGTCTGTCTC 
>N_728 
CAACCTTGCAGAGATGAACAAGGAGTCCCTGTATGTCCTTG 
>N_729 
CAGGGTATTCATTTAGAGACAGGGTATGAGAAGAAAGGCTG 
>N_730 
CTCCTCCCGTGTCTTTGAAGAGGGGCGCCCCAATGGGGCTG 
>N_731 
GTTCGGCCACGCCCCTGCGTAGGCCACGCCCCTTCTCTGCT 
>N_732 
ACTCGGGCTCACTTTTTTCTAGGCCTCAGTTTCCCCATTTA 
>N_733 
TAGGGTGCCTGCCATAAAGAAGGCTATGGCTTATATGGAAG 
>N_734 
CTGTTTTTAAACAATTTTAAAGGAGTTGGAAGAAATATGCA 
>N_735 
GAAAGGGTTAACTGTGGGGAAGGGCCGGGAGTCCCCGGATG 
>N_736 
TACAGCCGCAGGCAGGGTGGAGGTGCAGGCTGGGTGGAGGT 
>N_737 
TCTTGAACTTTGGAAGGAGAAGGGGCCATGTACCTGCACTG 
>N_738 
GGGTTCCTGGGACTGAGAAGAGGCACCTTCCATAGCTGAGC 
>N_739 
GGGAATGTGCTAATGGAAGTAGGGTCTTTATTTCCCAGAGT 
>N_740 
AGTTTGGTCGAGGATTAGAAAGGTCCTGAACCAGTTGTCTG 
>N_741 
CTGAAGAGCAAGGGGAGGTTAGGGGAGTGGACAGAGTCGGG 
>N_742 
GTGATTTCTTGAATATATGTAGGTGTTTATGAGAGAAAGGA 
>N_743 
CCTTGCCTGGAGCCAGCCCCAGGCCGCAGAGTAGCCATGCG 
>N_744 
TGAACACCTGTGTCTGAGGGAGGAAGGCTAGGGGCTTTCAC 
>N_745 
CTTCCACCGGCGCAAGATGCAGGGTAAGGGTCTCAGCAGAT 
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>N_746 
AAATTTCATGGCGGGTCTTCAGGTAGGAAAGAGAGCCTGAT 
>N_747 
CCCAAATCCCGAGACTCTAAAGGTGATGATGACGTTCGGAG 
>N_748 
GAGGCAGGTCTGGGGGCTGAAGGGTGATGGGAACAGGTCCT 
>N_749 
ATCTGTAGTTTTCCAGCAAGAGGTGACCTTGATCACTACGG 
>N_750 
AAATAGGATATCGGCACAGGAGGGCATCAAGATCAGAAATC 
>N_751 
GTGCAGGTCCTAACAGAGTCAGGAAAATTAACCCTGAAAGG 
>N_752 
AGCCTGCTGTCCGGGAGGTGAGGCACCCAGGGTGACTTCAG 
>N_753 
GTTTTTCAAAGCCAAAATGTAGGCTTTTTCTATAGCAGCTG 
>N_754 
CCCTGCAGGGATAGGGCTCCAGGGGCCATACCCAATGGGGG 
>N_755 
GTGCTTCTGATCACAGGGACAGGTGGGTACCAAGATACTGC 
>N_756 
AAAGAAAGAAAAACCCTAAGAGGCAGAAAGAACCTGGGTTT 
>N_757 
CCACGATGAGGATGGTGGAGAGGCTGCAGAGGCTCAGGCGT 
>N_758 
TGGAGGTACCCAGGGCACAAAGGATCCCCGACCACAGAATT 
>N_759 
CAGTTGCTCTGGTCTGAGGAAGGAGGAGATGGGGACCCTTT 
>N_760 
GGAGGAGATGGGGACCCTTTAGGCACCTTTGGGCTGGCAGT 
>N_761 
GATTGCAAAACTGAGACGAGAGGAATACAGGAAGTTAGTAA 
>N_762 
AGGCCTCCGAATTCCGGAAGAGGCAAAGTCCAGGCTGAGTG 
>N_763 
GGGCAGGGTGTGAGTGGGGAAGGTGATAGTGGTTATAAGAT 
>N_764 
CCATCTTCAGCTGAGGAGTCAGGAGTCTAAATCCTTTCCCT 
>N_765 
GAGGGGTGGAAGGATCTGGGAGGACTTGAGGGAATAAGAGA 
>N_766 
TAGGCTGCTTGCCTGGCATGAGGCCCGATGTCCCGTGAGAA 
>N_767 
TCCCCACTTTGGGCAGTAGTAGGTATTAATCTCTTTCTGTC 
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>N_768 
ACAACACAAGAGATATATACAGGATGAGGGGAGAGAGAAAA 
>N_769 
GGATGAGGGGAGAGAGAAAAAGGGGGAAGAGGAGGGAAGAT 
>N_770 
CTCATTGGTCAACAAAGGGAAGGGGGAAAAATAAGACCCCA 
>N_771 
GCTGTTTGTTACGCCGGCCGAGGGGAGGCGCGGCGGCTGTG 
>N_772 
AGGAGGAGGAGAAGCGGGTGAGGGGCGGCGCGGGGCCCGAC 
>N_773 
AATTCCCTCCTCGAACCCGTAGGATCTTTCAGGTTTCCATC 
>N_774 
CCTAAGGCAACGGGACCTGGAGGCTGCATTCCGGGCCCTGA 
>N_775 
GAAAGTGGGGTTAGTGACACAGGACAACCTAGTGGATTTGA 
>N_776 
CATCAACCATGGTGAGGGCAAGGCTGGAGAGGGGATGGATG 
>N_777 
TGGGGGGCGGGGGGGGGGGCAGGCGAGTGCATGAGACACGG 
>N_778 
TACTGACCAAAACGGAGGCAAGGGTGTTATGGGGAGACAGA 
>N_779 
TTCCCAGATAGGGAGTGCAGAGGTAGTTACAGATATGGGAG 
>N_780 
AGAATGGGAAATAGCCACAGAGGCAGAAAGGCAAAGAGCAG 
>N_781 
ATGAGCTCCGAGAGACAAAGAGGCGTCTGCAGCAGGGCTTG 
>N_782 
GCTCTACAGTTGATGGAGGTAGGGGCGGTCAGATGAGGTGG 
>N_783 
TCAGCTTGACTGGGAAGATGAGGTGGTATGCCTGCGAGACT 
>N_784 
GACCTTGGAGGGTGATAGATAGGAGCCATGGGATCCTATGA 
>N_785 
CATGAGTCCCAGGAAGTAACAGGTTTCTGAGGAACTACAGA 
>N_786 
AGCAGCAGAGGCTAAGAGACAGGGTGTGGCCCTGGGATCTT 
>N_787 
CCATGGGGTAGGTGGTAGACAGGTCATCAAGGGTGGGACCA 
>N_788 
TGTAAATTCTAAGAGATCTAAGGCTCCTTTCTAGCCTCCCT 
>N_789 
GAGGGACATGGGACCAGTGAAGGCACAGCATGATGAAAAGC 
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>N_790 
GTGGCACAAAGACAAAGTGGAGGGAGGGGGTGACCCAGGCT 
>N_791 
GGGAGCAGCGCTCAAGTGCAAGGTCATATTTTGCCCGGGAA 
>N_792 
TACACGGAAATAGTACTCGCAGGGTTGTGTGCTCTTTCCGC 
>N_793 
CAGGGCTCCGTGGGGCCTAGAGGGCGCCTCGTGCTTCCACC 
>N_794 
ACACTTACCAGCACGAAGACAGGGCTTTGAGTCTCAGACTA 
>N_795 
GACCCCCAGCTCTGAGGTTGAGGCCACCTTAGGCCACTGTG 
>N_796 
TAGTGGCAAAGGGCAGATGCAGGGGCATGGTCTGGGCCCTC 
>N_797 
AATCAAAAGCAGGTTCATGTAGGTGGCAGAGGGTGGGTATT 
>N_798 
ACTGGGAAGAGAGGCAAGAGAGGGAGGTTCAAGGACCTCAA 
>N_799 
CTGATTTTTCTAGGAAAATGAGGAGCACCCTACCAAAAAAG 
>N_800 
TGGGGGTATTTCCAGCACGGAGGGTTCTGTTTTTGGTGTCT 
>N_801 
TAGTGGGATCATCCTGCGGGAGGTGGGAGACAAGGTAGCTA 
>N_802 
AGACTTCCTCCCCCATTTCCAGGGGGCTCAGGGAGCTGGGG 
>N_803 
GCAGGTATTCGGCCATCTGAAGGGTCTTCTGCATCTCTCCA 
>N_804 
GGGTCTTCTGCATCTCTCCAAGGATGGGAACCCACTTCGGA 
>N_805 
GAATCTAAGACAACTTCTTAAGGAGATATATGTATATGTGT 
>N_806 
ATGCTTCCCCAGGCTGAGGCAGGAGGGCCCAGGGGGATCAC 
>N_807 
GGAGGGCCCAGGGGGATCACAGGTTGGTCTGGGGCTGCCTG 
>N_808 
TAACTCAGAGAAGGGGTCTTAGGTCTAAGGATCTTGGGATT 
>N_809 
CTGGTGAGAAAGAAGCTGTGAGGGGAACCCCAAGCTCTCCC 
>N_810 
TGGACTTTACGGTCTGGAGGAGGAGGGATGGATGGAGCCTG 
>N_811 
ACCTGGTCTGAGAGGCGCTCAGGGACGCACGCAGCTGAAGA 
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>N_812 
CAGGTTAGATGAGGTAGCTGAGGACCAAAAGAAAAAGGAAT 
>N_813 
ACCCCTTTGAGAGGCCCCCCAGGGGCCCTCCTCAGCCCCTG 
>N_814 
GAGTCATCGTGGGGGGCCCAAGGCTGCGTCAGTGAGGGGAG 
>N_815 
TCCCTCTGATCCAGGCTCTCAGGTACTTGGCCAACCAACCC 
>N_816 
GCATATCACGAGGTGTCCCTAGGATGTGGGGATCTAGCCAG 
>N_817 
GGTCCAGATGGTGTTGACACAGGAAATGGTCAGCAGCTGCC 
>N_818 
CTGGCTGGCTGGAAGCTAGGAGGGCAATCTTGGGTAAAACA 
>N_819 
GCCTCTTTGGACATTGGGTTAGGAAAGAAATGGAGTCTGCA 
>N_820 
CCCACCTCTTCTCCTAAGTAAGGAGCTACTTCCTAGATAGA 
>N_821 
TTCTTGTGAACCCCTTGCTGAGGGGATCCCTTAGCAACAGA 
>N_822 
GTTGCTAGGTTTCTTTGCAGAGGCCCCAGAGGTCTGGGGAG 
>N_823 
ACCCTTGGGTCTGAGGAAGGAGGGCTAGGAACTCAACCTCT 
>N_824 
AATCGACTCTCTGAAGGAAGAGGGCTGGGGTTGGAATGTCT 
>N_825 
GGGCTGGGGTTGGAATGTCTAGGTTTGTGGGAGGAGGGCTG 
>N_826 
CATGTCTCAGTCAGGTCCGGAGGATGAGGTGGTCTGTGGGA 
>N_827 
GGATGAGGTGGTCTGTGGGAAGGCAAGGTGGGGTTAGTGGC 
>N_828 
TGAGATGGCAAGAAAGAAGCAGGAAAGCTGGAGAGAATTTA 
>N_829 
GCGCACGCGGCGGGAGCCGGAGGAGGAGGGCTGGGGCGCGC 
>N_830 
CGCCAGGCGGGCAATCGCCGAGGGTCGTAGGCCGTAGTCAC 
>N_831 
TTAAGCAGTGCCAGATGACTAGGGCCAAATTTCAGGGTGGC 
>N_832 
ACCTCGAAATCTACTAGACAAGGGCGCAAAACCGTTTTTTT 
>N_833 
GGCAGCTGGTACTAAACCTGAGGGGCTGCATGCAGGCCTGG 
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>N_834 
TACATGCAGGAGGTCAGAGGAGGATGGTGTCCTGATTGTTC 
>N_835 
TTTTAGGCAGTTGTTGTGCTAGGAACCTAGTACCTCTGAAA 
>N_836 
CAATAAAAAAATATTGCCATAGGCTAACCTCTCAAGAAGGC 
>N_837 
CAAGTTAAAAACATTAGTACAGGAAAACAACTTTGAATTAA 
>N_838 
TAGCCCTTGGGTGGGGAGGCAGGGAAGTCCTTCCCCAGTAG 
>N_839 
TTTTGTCATAAGCACCTGAGAGGCTGAATCCTATTTGTCCC 
>N_840 
ATTCTCCACATTGGAGTTCTAGGCACGGAGGGAAAAGGAGA 
>N_841 
ACACCCATGGGCGGGCCGCAAGGCGCCCAAAGCCCTCCCCA 
>N_842 
GGCGCCCAAAGCCCTCCCCAAGGTTCCGAGGGCTGCCTGGG 
>N_843 
GTTAGGAAGCCCTCAAAATCAGGTTGGTTGACTCCGAGGGC 
>N_844 
CTGTGCCTGCACCCCTGGGTAGGAAATAGACAGGAAGCTCT 
>N_845 
TTTTTTAAAGAAAGAAGAGAAGGGAAAAAAAAAAAACAGAA 
>N_846 
GGCATGTCCAGCACTTAGGCAGGAGGACATCCTGGGCCACT 
>N_847 
AATTCTAGGCATGTGCAGTGAGGCCCAGCCCTGCCTCTACC 
>N_848 
ATTGGATGAGAGGGAGACAAAGGCAGGGCAAGTGCTCCCCA 
>N_849 
GATATACATACTCCAGGAATAGGCCAGCGGGTGGTTTATCA 
>N_850 
AAATCCTGATGAGTCGTGATAGGACATGACTGATGTGTCTA 
>N_851 
ATGAGGTGAGCATGTTGTGAAGGATTCTGGGAAGCAATGAG 
>N_852 
TGGTTGGGAGGGATCTTGGGAGGCAATGATGATGCCATTAA 
>N_853 
TGCTATGCCATCATGAAAGGAGGACACTGGGTGGCATTGAT 
>N_854 
AGGGATGATGGGATGGGACAAGGCATTGTCGTAGTGACATC 
>N_855 
AGGCCGCCGGAGTGCATGCAAGGGCAGCGTTCCGCGCGGCA 
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>N_856 
TAGTGTGGAGTAGTGCAGGGAGGGGCTGGGCGGCGGCATAG 
>N_857 
CCTTCCCCATCTCATTGGACAGGATCGTGGTTGAGGATGAA 
>N_858 
CTTGCACTCACCGAGGTTGGAGGGCTTCATGGTGTTGTAAA 
>N_859 
AGTTGAGAGCTCAGCCACATAGGTGCAGGGGTACTGATACT 
>N_860 
AAAGGCTGTGTCCAGTGTGTAGGACAGGGACTCCTTCTGGA 
>N_861 
AGGGACGTTGGGATGTATTCAGGTAAACATTGTTAGATGAT 
>N_862 
TCAGTGACCAGACTTGTGCTAGGCTGTGAACCTAGTCTAGA 
>N_863 
CGTGTCCCAAGGGGCTCCGGAGGATGGATGGAACTCCTAGG 
>N_864 
CAGCTACAATTATTGGACTGAGGGAAACACAGCCCTAGCTT 
>N_865 
GTATCACATCTGTGTTGTAGAGGACAGTTTCCTCTCAACTG 
>N_866 
AGGTCCAGAGCTGTGTGCTAAGGCGTAGAGAGGAGTCAAGG 
>N_867 
AGCAATCTGCTGAAGGCAGCAGGGAGCTCCGGAGGGACCAG 
>N_868 
TGTAGCCAAAAACAACTGCAAGGGAGGTCTCCAACACAGAC 
>N_869 
CAATGAAAATCCACGGAGGGAGGGCCTTGGCTGAGAGCTCG 
>N_870 
CTCCTCACCCCCAAAGCCAAAGGCAGCCCCTCCAGAGTTCC 
>N_871 
GCCCAAAGCCTTCTAGACTCAGGGTCCACCTCTGGTCCTTT 
>N_872 
TGGAAGTCCTGGGAGAAGCAAGGCCTAGGGTATTGGGCTCC 
>N_873 
GCTGACGGTTCCAGAATGAGAGGTCACCCTGGGAGTGCGGG 
>N_874 
CAGACAGTGTATGGGTGCAGAGGCAGAGGAAAGTGCCTGGA 
>N_875 
CCCCTTACAGGGCGCAGCCGAGGCGCGAGCTGATTGGCCTG 
>N_876 
CCGAGTCCAGCAGCAGTCTGAGGACTCAGCAACAACACAGC 
>N_877 
CGTACAATCTTTATATGAGAAGGAGAAAGCGGGGCTGGGGA 
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>N_878 
TACAGAAGGAGCTAGATGGCAGGTCCCAGCTTCAGTCTGTG 
>N_879 
CTTGATTTCTCCTGTCCAAGAGGGAGTTGTTGTAAATGGGG 
>N_880 
AGAAGGAGATGGGTCTTTGGAGGTTGAGGAGAGGGGGTGCC 
>N_881 
GAACCTGATACAGGAAACACAGGCCAGCATAGATCTTATCT 
>N_882 
TGGGGACTCAGGACAGGGAAAGGGAGACTGCTACATGACTT 
>N_883 
TCTCCTAAACCCAAGGATGCAGGACACAAGTACACACAGGA 
>N_884 
GGACACAAGTACACACAGGAAGGTGAGACCTGCCCTGGTCA 
>N_885 
CCTGTTCCTATGTGATATGCAGGAGATATGCAGGGGTTAGT 
>N_886 
TGCACACGCCACCCCCAGGAAGGGGGACGGAGGCGGCGGAG 
>N_887 
AGAGGAAGACTATGGGCGGAAGGCAAGTGAGGGTAGCGAAG 
>N_888 
GAAAATCCCATAAGGAAACCAGGTACTTTGTATACTAATTT 
>N_889 
GCACACAGCTCTCGGGGTCCAGGCTCAGAGACCCCAGGGGC 
>N_890 
TAGGAAGGCAAGGGGCAGGGAGGGGAGGGGGTGTTCCGCAC 
>N_891 
GTGGTCCAGCTCAAGGTCCCAGGCCCCCTTTTCTCCTGTTC 
>N_892 
CCATCCCAGGCCATGCAGGAAGGTTGAGTGCCTCAGTTTCC 
>N_893 
CCCTCCCCGACCGGGGCCACAGGTGAGAGACCGGAGGGCGC 
>N_894 
AGAAAGTGCTGGGAGCTGAGAGGCATGGGCTATGTTGAGTT 
>N_895 
CGCTGTTGCAAACCCCCCTAAGGAAGAGCCCCCACAGCATG 
>N_896 
GGACTGCCCCAAAGCCTTCAAGGGTTCCTCAGCCCTCCTCT 
>N_897 
CCGCTGCGATGGCTGCGAGCAGGGCTTCAGCAGCGAGGAGC 
>N_898 
CCAGCAGTGTCACGTGGAGGAGGCGGCAGCCGGACGCCCAC 
>N_899 
TCCCCAGGCTGAGGTTGCGGAGGTCACCTGTCCCCAGGAAC 
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>N_900 
GGTACAACTACAGCCTGCACAGGAAGTGACTACAGTCCAGC 
>N_901 
CTCACCTGAAAGGTAGGTAGAGGAATATTATTAATTCAAAC 
>N_902 
CAGAGCCCCACTGGGTATGGAGGCACCTGGCCTGCCACTGT 
>N_903 
TGTGCCTGCCAGCTGCAATGAGGACTCTAAACTCAAGTAGA 
>N_904 
TTCTGGGAGTGGGTGGGGCCAGGAGCACAGTGTCTCCAAGC 
>N_905 
GGGGTGTGGAGGAGGAGAGGAGGCCCTCCGAGACTGTCCCC 
>N_906 
CGATGCTGCTGTGGCCTGCAAGGAGCTGGGCTGTGGGGGTG 
>N_907 
TGGGGCCGTGTGTGATGGTAAGGGTGTATGGGTGATGTCAG 
>N_908 
GCCTGGTGGCTGGACCCAGCAGGTGCTCTGGCCGGCTGGAG 
>N_909 
GGGCTTGATTGACCACGTTCAGGGCTGTTCAGAAATCACAT 
>N_910 
CTGGGAGCTGGGTTGCGGAAAGGTCCGGCCCCGAGTAGGCA 
>N_911 
GAATACGTAGATAGGGCAATAGGGCAGACTGACCTCTGACC 
>N_912 
CAGACCTCCCCATGAACACCAGGACCCCCACACAGCCGTTT 
>N_913 
CCACCACAGAGGAGGAGGAGAGGCCTCTGAGGGGAGATGTG 
>N_914 
CACGACTCAGAGGTTACTGAAGGTGATGGAGCCTGGCGCCC 
>N_915 
CTGCACAAGATTCAGTTGCCAGGGGAACTTTATTTGCAGAG 
>N_916 
ATTCATTTGGTTGCTGCTGCAGGCTGGGCATTGCTCAGAGA 
>N_917 
ATAGAAGTACAGAGAAGCCTAGGGTTGTGAAGTTCAGAGCA 
>N_918 
ATAGAGCGAAAACCAAGAAGAGGCCACAGCCAGGCAGCTCA 
>N_919 
CTCCACCAGGGGCTGGTCCCAGGGGAAGTAGCCAGTAAGGA 
>N_920 
TCCAGACTTCGCCTTCTCCAAGGCTTGTCTGATCCCTTTCT 
>N_921 
GGCAGAGGCACTGGGGGAGCAGGGGTTGGGCTGCCTTCAGG 
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>N_922 
AGGGCTACTCTGTTACAGTCAGGGTCGAAGACTAGCACATT 
>N_923 
GTCTGCTCCCCACTTGAGGGAGGCAGCCAGATATTCTCAAC 
>N_924 
TGGTATCAGCTGGCCCTTATAGGCACCCCTTATTTAGACTC 
>N_925 
CCAGGGGCTGGAAGTGCTGAAGGCCAGAATCCAGGGCTGTT 
>N_926 
TCCCACATGCTCAGGAATTCAGGCCTCGGCTTCTCTTCCTC 
>N_927 
ACAGAAAGGTCAGGCTGGAGAGGTGTCCACCTGGGCCACTG 
>N_928 
GCATAAGTTAAGTCAGGGGTAGGGGGCTGGCCCAGGTGAAA 
>N_929 
ATTTAAAAAAAAAATGAGGCAGGTGGGCTTGCAAGATGGCT 
>N_930 
GTGAGGCTGTGGGACCCTGAAGGTTTCCAGGGAAAGGCAAT 
>N_931 
CTGGTACTTGGGCTTCCCTCAGGAACATGGAGCCTATTGGT 
>N_932 
CGGAGGCTGGGGCGACTGTGAGGCCTGGGTCTGGAGTTCCT 
>N_933 
CCCTGAGTTCCGTCCGCCCGAGGCCTTGTCATCCTTCTTGC 
>N_934 
GCGGCGGTGCTGGCGGAGGTAGGAGGCCAAGCGGAAGGCCA 
>N_935 
TGGATTCCTGGATCGGAAGGAGGAGGGCTGGGGTCTGGGCT 
>N_936 
TAGGCGAACTAGACTCTTGCAGGTAGACGCAGCCTCTGAGT 
>N_937 
TGCCGGCTGTCGGGGGATCTAGGTCCAAGAGGGGGTCTATC 
>N_938 
GAGTGAACATCAATGATACAAGGAGTGCACCTCTATGATCG 
>N_939 
TATTAATTATGTTTGTGTTGAGGGCAGGGCGTGCATCTGTG 
>N_940 
TACATTTGTGGGCAAAGAAAAGGAGATGAGAGGGGTTGATG 
>N_941 
ACAAGCCTGTGCTACCGTTCAGGAAATGGATCAATCTCTTT 
>N_942 
TAAATTTTGTGGTGGAGGTGAGGTGGGTGGCTCCCATTCAT 
>N_943 
TTGGGCAAAACTGTTTTTAAAGGAACCCCAGCAGGGAGAGA 
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>N_944 
ATGGTACAGTACGATTCTGTAGGGAGTGAAGATGTTATGCC 
>N_945 
GAGCCATCTCTCTAGGCCCTAGGGGACATAATCTAAGTCCA 
>N_946 
TCTGGGTTAGTCCAACCTAAAGGGCCAGTCTAATCTAGTGT 
>N_947 
CAGGATGGGGGAAGATCAGTAGGGTCAGACCATTCTGCAGT 
>N_948 
TGGCTGGCAGGTGTCATTTGAGGGGTTCCTGGAGGAGTCTA 
>N_949 
CTGGGTGGCACCATTTTTCCAGGCAGGGGCCTGGCTTGTCT 
>N_950 
TGGTTGCTCCTGCTCCCTCCAGGCCCTCTCCTCCACTGGAC 
>N_951 
CTGTCAATGACCTGGCCAGGAGGCAGCTGAGGGAACGGGCA 
>N_952 
GTGGAGTCTCGGAATCCCTTAGGGCAGGCAGAGCATCGGTA 
>N_953 
GCGATGGGGGCAGGAACCACAGGCAGCGAGGAGTCTTCCAT 
>N_954 
TCCACGTTGTTTTCTTCAAAAGGTGTTCTCAAGCTCTCCCT 
>N_955 
CTGGGCCACTCGCGCCTGACAGGCACGCGTCGTACCGGACT 
>N_956 
AGAAGGGTGTGAGCTTGAGAAGGCAGGGCTGAGATGATGTT 
>N_957 
GTTAAGAGATCTTTTAATAGAGGCTTGCGAAGCTGAGCCTT 
>N_958 
ATGCTTTCAAGGTGCGAGGCAGGACTACATACAAGTCATTA 
>N_959 
GTAGGTGTGACCCGTCTGAGAGGCTGGAGTTCCAAAAGTAG 
>N_960 
TAAAGAACCTCTCAAGTGCCAGGGCCCCCCACGAATCCTTT 
>N_961 
GGATTATAGGTCTGGGTGACAGGTGGCAGCGGTTGCTCAGA 
>N_962 
GGGCTTGAACTCAACCTGCTAGGCTTATTGAACAAATGCTT 
>N_963 
CTTCTGGGGAATGATGTCCCAGGGCAGACAGGGAATCCACA 
>N_964 
ATAAAAGGTCCTGGGCTTTGAGGCGTGAGGGGGAGACATCC 
>N_965 
CAGTTTCAAACCCAAGGCGGAGGCTCCTTCCTCATCTTCAT 



	 133	

>N_966 
TTCCTACCTCCTCAAGCACCAGGCAGCCCACGCAGCGGCCG 
>N_967 
GAGCCTCACACGCCACCGCCAGGTGCATCGGCTCCAATTGC 
>N_968 
GGGAAGCGCCTTGGCCGGAAAGGATCCCTGACCAGGGTGTT 
>N_969 
ATGAAGGGTTGGGAGGGCACAGGTGGGGGTCTGGGTGCTCT 
>N_970 
GGATGGGGGGTGGGGTGGGCAGGGGACAGACGCGGCTTGTA 
>N_971 
CACTGGAGGGTAGGCATCCCAGGACCAGTGCAATCCAGTTG 
>N_972 
CGGTGTTGGTGCCGGAGCAGAGGTGCCAAGGCCTTAAAAGC 
>N_973 
GGTGTGACAGGGCGACCATCAGGCACCAGGACCTGGAGAGC 
>N_974 
ATTTTAAAAAAAGAAGGAGGAGGAGACTCATGAGCTCAGGT 
>N_975 
CCGTGTATGTGTCTGTATGGAGGGGGGAGGGCGGTTAGAGA 
>N_976 
ACTGGCCATTTGCCTCTGGTAGGCATCCATCTTGGTACCCA 
>N_977 
CTGTATAAGAATGAAAGGCTAGGGGGCACTGTGATCTCATC 
>N_978 
TCAAGGCACAGCCATCATGGAGGGGAGTCAGGACAGGACTC 
>N_979 
TCATGGAGGGGAGTCAAGACAGGACTCAAGGCACAGCCATC 
>N_980 
ATCATGGAGGGAGTCAAGACAGGACTCAAGGCACAGCCATC 
>N_981 
CCTGGGGCAAATCTAAATTAAGGAATGAATACGTTCCATAC 
>N_982 
TTACGGGTCACTCAAAGCAAAGGAATGGCTCTTGTGAATGG 
>N_983 
GGGTGTGGGTCGGAGCGGTGAGGCGACGAAAGCGACACTCA 
>N_984 
GATGCCAGCTGTATCTAGAGAGGAGGGGCCAAGGTTAGGGG 
>N_985 
CGGTGGGTGGAGGTGAGGGAAGGGAATCCGAAGGATGTCTG 
>N_986 
GGGAATCCGAAGGATGTCTGAGGTTATGACCTGAGTCGGTG 
>N_987 
AGGGCTACGAGATGTCCTGAAGGATGGCTGCTAGGTGACCT 
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>N_988 
CATTCCAGAAGCATATTCAGAGGAAGCATCCCTGCACTGCC 
>N_989 
ACATTCAGTCTTCCTCTGCAAGGATGGTTTAAGTCATGCCT 
>N_990 
CATGTATTAATCAGCTACTTAGGGATCATTAAAGGAGACTC 
>N_991 
GCCCAGCTCCCACTTCGGGGAGGGGCTTTACTCGCCCACGC 
>N_992 
TGGGACAGGGGAACGCTTGCAGGATGGACCCCCTACCCCAA 
>N_993 
AGGGGCCCTGCCAGCACCCCAGGATTTCTGAATGATGCAGT 
>N_994 
TATCCAGCTGAGCTGCTGGCAGGCTTTCTCATTGCTAACCA 
>N_995 
CCAGCTAGGCCTCCTTAGCCAGGAGTAGCCCATCTGCATCC 
>N_996 
GGCGCTTGCGCAGCAGGAGCAGGGGCGGACAATTTAACGCG 
>N_997 
AGCCGAAGGCCCGGACGGTTAGGATTGTTGGAAGTGACTGA 
>N_998 
CAACGAGAATAAACAAGGTGAGGGCGCCGGGGTTGTGGGGT 
>N_999 
ATTAAACTCCTTCCTTGTCAAGGCAAGGAAATTTGTTAAAC 
>N_1000 
CCACCCTGCTTTTGGCTTTGAGGGAGTGAGGTAGCCAGGGG 
>N_1001 
GAGATCGAAAGCGCAGGAGCAGGAGCCGAGATCGGCGCAAC 
>N_1002 
GTTTTCCAGTGATAAGGGTAAGGGGTAGTAGGGATGGTCTG 
>N_1003 
CCTATTTGGGGCCTAGGTTGAGGCAGTTTACTCTCGGTGTT 
>N_1004 
CTTGTATACTTGTCAGAATAAGGGGATTTAGTGTGGCCTCC 
>N_1005 
GGACATCAACGTCACAGATCAGGTGAGTCTGAGTAGCTGCT 
>N_1006 
TAGTTGGGTGTAAGAGGCACAGGCTTGAATGGAGGGAGGCT 
>N_1007 
CACCTTGGAAGGTGCTGCTGAGGGGTTGCTGGTGTTCTTAT 
>N_1008 
CCCAAGTTCTGGTTTTAGATAGGTGCCTGTCCTAGGCAGAT 
>N_1009 
GCAGGAGTATGAATGAGATGAGGCCAGGATGTTCAGCCATT 
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>N_1010 
AGCCTAGGGTTTTCTTGTAGAGGAGTGGAGCTTCACAGATA 
>N_1011 
TATGCCACTCTTTCTGATTCAGGCTGGCACCTTAATGGAAG 
>N_1012 
ATGAATGCTGAGTAGATGCTAGGAGCCAACCTTGTTCACAG 
>N_1013 
TTGCTTAGGATGTGCTTCCCAGGTTTCTGAGTCTCTGGTGT 
>N_1014 
TGAAGTAGGTAGTTGGTGTTAGGATAGTGCGTCTTTAGATG 
>N_1015 
CATTTTCTGGCCTGAATTCAAGGTAAAGAGCAGCCTTTCCT 
>N_1016 
CAAGTTATTAAACTTCCATGAGGCCATTGTCTACATTCATT 
>N_1017 
GATAGGGTCTTAAGGAGTCCAGGCTAGCTTTGTGCTCTGTA 
>N_1018 
TATGTATAGCAAAGGAGCTAAGGGCATGGGCTAAGGTCAGC 
>N_1019 
GTGGCTGAGATTATGCTGCCAGGGGCCTAGAACAGTGTGGT 
>N_1020 
TGAATGTAGGCAGCTGCCCCAGGGCCCAGACGCTTCCTCGG 
>N_1021 
GTGGGGTCCAGGATTTATATAGGGGTTTCATTTTTTTCATG 
>N_1022 
AGGGAGGAGCTGGGGAAGAGAGGAGGCTGTAATGCAGGACT 
>N_1023 
GTCGGCTGCTCGCTTTGTGGAGGGTGTGTGGTGTGCATGCC 
>N_1024 
CTGGGGGTACAAGTATCACTAGGTCATGCACCTCAGCAGCA 
>N_1025 
GCAGCCCCCACACCAGCCTCAGGGGATCCCTGGAGGCCTGC 
>N_1026 
GATACCCCCAAAAAGTAGATAGGATGTGCCTGGGCGACTGC 
>N_1027 
TTAGGGACCGTTACTTGCTGAGGAGTGGCCACTGGCACTCA 
>N_1028 
CCATGGTTGTATTTGAAGACAGGATGATTAAGTTGACATGA 
>N_1029 
CATAGCAGCTTTCATACCCAAGGGTTATTTTCCTTATTGGG 
>N_1030 
ATGTGTGCACCTCCACGCCCAGGGTGGCTACATACTCCTTC 
>N_1031 
CGGTGCCGCCGTCGCCCACCAGGACGACCTTGAACTGGACC 
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>N_1032 
GACTGAATCAAGATATGCACAGGGTGTTAAACATATACCAA 
>N_1033 
TCCCTAAAGATCAACAGTAAAGGAGAAATGGTGGGGAAGCT 
>N_1034 
ATGAATTAAATTACGTTGAGAGGATGGAGAGGATATGGGGA 
>N_1035 
TCTTCTGATCTCTCTTAAGAAGGATATATAAAATTGTAATC 
>N_1036 
GAACAATGGCTGGTAGTTTTAGGCCCAAATGCCCAGCTATG 
>N_1037 
GACCTCATGTTAGGTTCCCTAGGTCCCTACTTTCAGCTCAC 
>N_1038 
TAATGGCAGTAATGCAAGGAAGGCTTCTTTGACTATAATTT 
>N_1039 
TCCATACAGATCCATGGTCAAGGCCAGTAGACAATAATCTT 
>N_1040 
GATAGTTCTTTTTTCCCCAAAGGTATTAGTGTTCATTTTCA 
>N_1041 
AACAGGTAAGTTATAAATCAAGGGCCTTCATTCTGCATCTC 
>N_1042 
GTTCAGAGAAATATCCCCCAAGGTCGTGAGCTATTCTTGTT 
>N_1043 
CTGATCATTCTGTAGGAGAAAGGGCATGGGAAGTTAAAGCA 
>N_1044 
TTGTCCTTTTCATGAAGACAAGGAGTGCCCTAGTTGGGTCT 
>N_1045 
TCATATGAACAACTTACTTTAGGTTCTATTCCTAAGGACAA 
>N_1046 
TGAGTCTAGTGTTCTTAAGAAGGTATAAAACAACACATGAA 
>N_1047 
GGCATAGCTAACAGTTTTGGAGGTGTTTTGTTGTTTGGGTT 
>N_1048 
TGTCAAGGTTTGTGCTCTAGAGGTCGCCTTCCTAATGGAGA 
>N_1049 
CTGTTTTATTTTATGGTGCCAGGGACTGCCCGCCCCCATCC 
>N_1050 
GCCTGGTGCATAAAACATTAAGGGGAGTAGAATATTAACAT 
>N_1051 
GGAAGAAATGCCTGCAACACAGGATGAGAGCTTTGCAAAGG 
>N_1052 
GGACATACTCAAGAGTGGGGAGGTTATATAAAAATTGAGCG 
>N_1053 
TGGAAATAATCACTTCTGGAAGGTGAGGATAGTGGAAAGGA 
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>N_1054 
GGAGGAGAGGAAAGAGTGGAAGGGTAGAGAAGGATGGAAGG 
>N_1055 
AGCAGCCCTGCACATAGTATAGGCTGCCATGGTAGTCTTGA 
>N_1056 
ACTTTTACGTATAGGTCAGAAGGTTAACTGCTACTTCTGCT 
>N_1057 
AGGGAATCTCATTAAGATGCAGGGTGTTCCAAAGGGAGGTG 
>N_1058 
ACCAACTCGGTGACTGAGACAGGTATACTAGGCCTGTTATT 
>N_1059 
CCCAAGCATATAGAATAGTGAGGATGCTGAGAGACACTCAG 
>N_1060 
TCAATCTAGGTTGCAACCAGAGGAGAAAAATGGTTTGTTTT 
>N_1061 
TGACAGGCACATGGGGTATAAGGGCTAAACAAATGAGCAAC 
>N_1062 
AAGAATAACTTCAGCACATCAGGGATGTTGAAGCTGTGCTC 
>N_1063 
GTTTTTCATGGTGTTGAGGAAGGAACTCCAGACTTTATATA 
>N_1064 
CTAAAAACACAGACTTGGAGAGGATGTTAGGTTGGGCTTGG 
>N_1065 
AAACATGGTCTAAATTGCCTAGGTTTACCAAGCTTCATTCT 
>N_1066 
GTCTCCCAGATAATTCTCTCAGGAAAAGGAAAAAAAACAGT 
>N_1067 
GCTAATGATGTTGGACACTTAGGAAAAGTAGAGAAGCATCT 
>N_1068 
TTGCATTTGGAGTATTCATTAGGAGCTGTGTTTGATCTCAC 
>N_1069 
GCAAGTTCTGAGAGTTCTTGAGGCAGAATGAAGCATGAATG 
>N_1070 
GGCAGAATGAAGCATGAATGAGGTCAGTGCTGGTTTTCAAA 
>N_1071 
GCAAGGAGATGTCCTCAAAGAGGACCATGGCTTCCTTCACA 
>N_1072 
CTTGAATACGAGTCTCATTCAGGAGGCCAAATACAAATGGC 
>N_1073 
CAAATAAGAATTCCTTTCCCAGGATTAGATCTCGAATCACA 
>N_1074 
TGGTTCTATATTTGGCATTCAGGCTACTATAGCTTATTGAA 
>N_1075 
GGGACAGGCTTGATTGCTGCAGGCAACCAGTTCTTTTTTGA 
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>N_1076 
CTGGCTGTTGACAGGCTGTGAGGAAGTGGGGCAGCTCAGTG 
>N_1077 
GTCCCCCCAAAAGAAGATGGAGGAGAGGGGGCTCTCAGAAC 
>N_1078 
AATTTTGTTTGGGAATTCTGAGGAATCACTTAGAGCCAGGA 
>N_1079 
TACAGTTATAATGAAAACACAGGTTAAATTCCCATTAATTT 
>N_1080 
TGAGACAAGTGAAGTGGTGCAGGAGAGAGCCCTGGCTTTAA 
>N_1081 
CACAACTACATGTCTGAAAGAGGTGTCCTAGCCAGATCTGG 
>N_1082 
AGAGAGCACAAAGCACACAAAGGTAGTGGAAGTTTCCAGCA 
>N_1083 
TTTAGTCTCCAGATTAAATTAGGTGTTATTAAAGGAAATGT 
>N_1084 
AAGCAGATTTTTAATTTTGCAGGTGTCCAATTTTTACTCTT 
>N_1085 
TTTTTGAAAAGAAAAATGAAAGGGAAGTACCACACCCACTC 
>N_1086 
GTATTGTAGAAATATCGATTAGGTGAAAATTTTAAGTCAGA 
>N_1087 
TGACTATACCCACATAAGGCAGGCTCTGGGGAAATGTTAGG 
>N_1088 
CTTTTACGGTTTGATTTGAAAGGCCTATGATTGCATTCTTT 
>N_1089 
AAAAAAGACTATCTCCTCTCAGGGGGTTCTGTTCTTGTTCC 
>N_1090 
CATGTGCAAATGGGAAACTGAGGTTGGCTTTTGTGAAGTGC 
>N_1091 
GCCAGTAAGCCACAGCCTATAGGTTCTGCTCGAAGGATGGA 
>N_1092 
TTAGCTGCTTTTATTTGGTTAGGTGTTTGAAAATCTAATAA 
>N_1093 
GTATATATTTTCCAAATTGGAGGACAGTTAACCAAGATTGT 
>N_1094 
TATCAAGTTACGTGGTAAGTAGGTTCACAAACTCTTCAAGT 
>N_1095 
CAAAGTCATTTAAGGACTAAAGGGAATAATGGAAAGTGATT 
>N_1096 
AACATCTATTAAAATAATATAGGTGGCTGGGAGCATAAACA 
>N_1097 
ACTAGGCACTCACCTGGGGCAGGGTTCTTCCAGAAGCCTCC 
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>N_1098 
CACTGAGGATGTACTTCAGAAGGAAAGTCTCCAGCAGCAGC 
>N_1099 
TTCTCTGGTGGTGTCTGTTTAGGTGAATCATCATGGAGACA 
>N_1100 
TGGTCCAGGCCATGATGCCAAGGAATATGATGTCATGGGAA 
>N_1101 
CCAACATTTCCATGGTTTTCAGGGTTTATTCTGAGACAACA 
>N_1102 
GATATATTAGGTTTATTTCCAGGTGTGTGTGTGTGTTGCAT 
>N_1103 
AAAACATAATGAAATATTACAGGATCAATTTCAATAAGTCA 
>N_1104 
TAGGAGGATAATTCATTCTTAGGCTCCATTGTATCACACAT 
>N_1105 
TCTGGAGCTACTGAGGACATAGGGAACACTGTATTACACAG 
>N_1106 
CAAAGTTAGGAAACAAATTGAGGGCAACTGTCTTAGTTAGG 
>N_1107 
ATCTCAATGAAAGAAAAATGAGGAATAAAACAGTAATAATA 
>N_1108 
CACACAGAATACATTGAAATAGGGAACATATGGGAATAATG 
>N_1109 
ATTCCTGTAATGTCATAAGAAGGTAGAGAATGAGAGGTAAT 
>N_1110 
TTCTGAATGTCTATTAATTTAGGAAAAAGAGATGCTAGTGA 
>N_1111 
ATTATTACTTTATCCCCAAGAGGATTAGTAAAGTGGGTCTT 
>N_1112 
TCTGTGTTCTCAAGGTTTAGAGGGATTTTAATATACTTACA 
>N_1113 
ACATTTAAAAAATGTAAACAAGGTCAGCAGCTTAAAAGTGT 
>N_1114 
TTAGTTAAGGTAGTGGAAATAGGACTTATTAGTGCATAATA 
>N_1115 
AACTGAGAACTAGGAAAATAAGGAAACCTCTGTGATATTTT 
>N_1116 
AATTTGAAGTAAATGCAATGAGGTTTTCACCAAAAATTGTA 
>N_1117 
CAGTGATTATACATGAACAGAGGGAAGCACGAAGCCACAGT 
>N_1118 
CTTGTTCATATCAACAAGCCAGGCAAATACATTAACTGAAC 
>N_1119 
TTATACAGGGTTGAGAAAGAAGGTGGGGATTTTGGGTGAGG 
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>N_1120 
GTCATTCTCAAGCGAATGAGAGGTCTCAAAAATTGAGCCAG 
>N_1121 
ATCAGTGGCAAAGAAAGGGAAGGGAACTGTACAATGTGAAA 
>N_1122 
TGCCCAAGCTCCTTTTTTTAAGGAATATTTTTTCTAAGTAG 
>N_1123 
TTTGTACAAGTCCTTCGTGGAGGTAAATGAAGAGGGAACAG 
>N_1124 
CTGCATTTTATGATTTTCTAAGGTATCAGGTGCTGGACACT 
>N_1125 
GGATTGAGTTAGTAATGCTAAGGCTCATTATAAAGGCATCA 
>N_1126 
ATCCCTAAATATCAACAGTAAGGGAGAAATCGTGGGGAAGC 
>N_1127 
AACAAGAGTGACAAACTGGTAGGTGCTGAGGACACAGGTGG 
>N_1128 
TAAAGCAAAAAAAAAATGCCAGGGTAGCCTTATTTATAATG 
>N_1129 
TATTGAAATTACAGATATTCAGGTCTTGAATTATAGATATT 
>N_1130 
TAGGAACTAGGTGATAAGTGAGGAGATATGAAAACGTGTAT 
>N_1131 
CAAGAGAAACTGTTGTTTCTAGGCTTCATTCAGCTGTGGCA 
>N_1132 
CGTTGTGCTTAATGAAGAATAGGAACGGATGATCACAGTAG 
>N_1133 
TTCTCTTCCACTTTGAACCGAGGCAAAGATAAATACAACCC 
>N_1134 
CCTTTATGAGCTCTGATATCAGGCTTCATTCAGCAATCTGC 
>N_1135 
CAGGACTTTATGGGAGAGGTAGGCACTTCTTTGAGTCTGTC 
>N_1136 
TTATGAATCAACAGAATGCTAGGATCCCTCAGAATTTTTTT 
>N_1137 
AACAATATTCATTAAAAAAAAGGAGGTTGGGCAACTCAGCA 
>N_1138 
CTAATCTAAAGCTATCTATCAGGGTAATTTCCATACAGAAA 
>N_1139 
GGTGTTTTTTGTCTTAGGAAAGGGATACATAAAGTTGTTCT 
>N_1140 
CCATGACTGACCTGACATGAAGGGCACCATGAGCTGTCATC 
>N_1141 
AAGATTAGTCTAATTGGTTTAGGTGTAATTTCAGACTGTTT 



	 141	

>N_1142 
ACGTGTTAGGTGTATTTCCAAGGGGTACATTATACCATATG 
>N_1143 
GAATTCTCTATATATAGGCAAGGATATATATTGTGTAACCA 
>N_1144 
ATCCCTAAATATCAACAGTAAGGGAGAAATGGTGGGGAAGC 
>N_1145 
CACACAAGCAAAACAGTAATAGGCATAACATAAAATAAGTA 
>N_1146 
TGATTTCTTGGGTTATTCCAAGGTTTATGTGGTTTGAGATA 
>N_1147 
ATTGTTTTTTTTTTAATTTCAGGTTTTTTATTAGGAATTTT 
>N_1148 
AGAAATTTTGGACAAACACAAGGATGTTGCCCACAGTTCCA 
>N_1149 
CATCATGGAAATCAAAACTGAGGCCATCATTTTCTATTTCA 
>N_1150 
TTCAGTTGTCAGTGAATACCAGGTTGTATTAGCTACATAAT 
>N_1151 
TTACCTGGGTTGATGAAGCCAGGTCCAGATGGACACTGAAA 
>N_1152 
GTGGGAAGGAGAGATTTAAAAGGAAAATATGCTCTGTGTTA 
>N_1153 
TGATCTGATTAGGATTATGCAGGTAATGCATTCTGTGGTGG 
>N_1154 
CATATGAATATGCAAACAGAAGGAGCATGAATGCATTGGCT 
>N_1155 
GGTAAAGTGGTGTTGACATTAGGTGTAGAGAGGTACTCTTC 
>N_1156 
GAAAAGATCAAGAGATCTTTAGGTGTATTTCCAGGAGGGTG 
>N_1157 
AAGTTGGGGTTGCTGAGATTAGGCCAGCACCTGAACAGTTA 
>N_1158 
CAAAACAAAACTCTCCCACTAGGTCAAATAAAAATCAATGG 
>N_1159 
AGCAGAAAACAAGGACTCTTAGGATCTCTAAAGATCAACAG 
>N_1160 
ATACATCTCAACAAGAGACGAGGGTCCACAAGAGAAATGTG 
>N_1161 
ATGACTCTGCTCCATTTACCAGGAAGAAGTATGACAAACTG 
>N_1162 
TGCTCCTGAACAGTTATTGCAGGAACACAGCTCTGAATTCC 
>N_1163 
TTCAATGTCCATTTGTTTTAAGGCAGATCGTGACTCATTTT 
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>N_1164 
TGCTTTCTGTTGAGTTTTATAGGTAAAAAAGCAATTCTCCA 
>N_1165 
GTGATCTCTTCATGATAACTAGGGTATAATGAAAATTTGAG 
>N_1166 
TCTATAATGATCAACAGTAAAGGAGACATAGTGGGGAAGCC 
>N_1167 
GTTTTTGCTTCGAGCCACCAAGGGAAAAAAAGAACCCAAGT 
>N_1168 
AGAACATAAAAAGTGAAATTAGGATGGGGGTACAGAAAGAC 
>N_1169 
AGGAAATTAACATAAAGCACAGGCTTCCCTGTAGGAAGAAG 
>N_1170 
AGAACAGAACATTTGTTTCTAGGGTGGCTATTCAGCCCAGT 
>N_1171 
GGTTTGGAAATGTCAAGAAGAGGAGAATGAAGGTATTGGCC 
>N_1172 
AGTACTGTGCAGATCGCTAAAGGGGACCAGATATCAGAGCT 
>N_1173 
GCCAAAACACAGTCATTCAAAGGATTAAAGTAGATAATGGA 
>N_1174 
TAAGGTAGCAAGCAGCAATCAGGAGTCAATGGAATACCCTA 
>N_1175 
TTTGTATTGTGTGTCATGAGAGGACTGAATTGGTTTAGAGA 
>N_1176 
AAGAAAATTCGAGCCCATAGAGGGCTGCACCACTTTTGGGG 
>N_1177 
CCAATACCTTATTTTAGGAAAGGTCAAATGGAACAAATAAT 
>N_1178 
GGTAATATGCATGACAAATCAGGTCCCATCTGAAGTTCCAC 
>N_1179 
GCTCATCAGCAAAGTCCTCCAGGGGACTGTGCGTTGTCTAA 
>N_1180 
AAGAGACACTAAGAAATGTTAGGGGAGAACCAATAAAAGAG 
>N_1181 
TTGGATATTTGAGCATGTAGAGGGTAGAGATATATTTATAT 
>N_1182 
TTTCTTTTTTCTTGATTGTTAGGTAAATGCAAAGACTATCC 
>N_1183 
ATTGTTTGAGAGGCCCCAAAAGGTCTAATTAAAAAATACAT 
>N_1184 
GCAGGTCCAGGCATCCTTCCAGGGACCTGGATGGGGGGAAG 
>N_1185 
AGGAGTATCTGTGGCACCAGAGGCCTGCTTATAAGAGTTGG 
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>N_1186 
TCTTCATGCCCGTCTACCCTAGGGCCATTGGGTGTCATGGG 
>N_1187 
GCACAGTAAGAAATGTGACAAGGCAAATTTGATTATCCTGC 
>N_1188 
CCTCAATTTGATCCTCCTGCAGGAGATGCTTTTGCAGCTGC 
>N_1189 
TATGTAAATTCTGAGGAGAAAGGTGAAATTGCTGGTGTAAC 
>N_1190 
CCATGTCTACAGCCATAATCAGGGCATCAGTCCTCTCATTT 
>N_1191 
ATAGCCCAGTGAGAGAGACTAGGATAGCCCAGTGAGAGAGA 
>N_1192 
AACTAAAGATGACATCATATAGGAGAGTGCATGCATCCAGC 
>N_1193 
TGGCCATTCTAGCCATTCTCAGGAACACAGTGTTTTTACTC 
>N_1194 
GCTAATAAGGAAGAAAATTAAGGACTTTAGAACATGGGAGA 
>N_1195 
TCCAATGACCTGAAGGATGAAGGGCTGAAGGTTCTCTGTGG 
>N_1196 
ATGTCGGAGAGCAAAAGGTAAGGTGTGGAGAAATGGCTCCT 
>N_1197 
AGCATCCTAAGCAGTGTGTAAGGCAGAAGCAGAAAACAAAG 
>N_1198 
AATTCCATTTCTGAGAGCCCAGGCACCAAGACACTGGACAA 
>N_1199 
TTCCTGTACTGTTCTTGTCCAGGTAGTTGTCATAACTAACA 
>N_1200 
CAGGTGACTGGGAGGACTGAAGGCTCCTCTAATTGGTCTAG 
>N_1201 
GTGGATTTTGAAGTATAAGTAGGAATTGGTTAATAAGGAAG 
>N_1202 
GACATGTGCATGCCACACTGAGGACAGCCTCAGTCGCTGAG 
>N_1203 
CCTCATGAGACTCATGATCAAGGAATGACTGTCAAGGGCCT 
>N_1204 
GAGGAGAATGAGGGGATGGGAGGGGCCACAGTAGACCTCCA 
>N_1205 
ATGTATGGCATGAAAGCAGAAGGGGGAACTGTTTGTAGAAG 
>N_1206 
AAGACCGTGCTGGGAACAGGAGGCTACTTCACGCCTCTGCT 
>N_1207 
CTGCAAAGCAAGAGGGAAGGAGGAGGCAAGTCAGAGGTGAA 
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>N_1208 
GATGGGAGGGCCAGGTCTGCAGGCTAGGAAGTACTGCTGTC 
>N_1209 
TGGTCCAGTTTTAAAACCTAAGGAGGCCAGCCTAAAGCCAT 
>N_1210 
ATGTTCAGGCGCTGGCCTTCAGGGGCTAGATCAAAAATAAA 
>N_1211 
AGACCACGACAACTGACTGGAGGGCTGAAGCTGAAGTGACA 
>N_1212 
CAAGGACCTGCAGGGGGCAGAGGAGCATGCTATGTTAAGTG 
>N_1213 
CTGATGCTTGGAGGCTCTATAGGCCAGAACCTGTGCTCCAC 
>N_1214 
GGCCAGAACCTGTGCTCCACAGGACAGCAGGTTCTAAAGAG 
>N_1215 
GCCATGTTTAGACTTCTGTCAGGCTTACGTGTTGCTGACAG 
>N_1216 
GGCATGAACTTCGAGTTGTCAGGATTGTGCCAAACTTTTAT 
>N_1217 
AAGCCAATGCCGTCTGCTCCAGGTGTCAGACACACAACTTG 
>N_1218 
TGACACAAAAGGTGGCTCCAAGGATCCGGGTGGTGCTATTA 
>N_1219 
TGGGAGTGTGGGGCTCTTGGAGGGCAAGGGGCAGGAATCCA 
>N_1220 
CACAGGAAGACAGAGATTATAGGTGCTGAACAGAACAAAGA 
>N_1221 
ACTAAGGACTCCTTAAAACGAGGATGCTCAAGTACAACTGG 
>N_1222 
AGCAACAAAAAGAAATTTCAAGGGCCAGGCATGGTGGTGCA 
>N_1223 
TCACAGAGCCCAGGGTCACCAGGAATAGGTTTCTGTGTATG 
>N_1224 
CTAAGTGGGGGAAGGAAGGAAGGGCAGGACTTGAGCTGCAG 
>N_1225 
AACTGACAAAGAAGTGCAGCAGGTCACACAACACTGGAACC 
>N_1226 
CCTCGCACCCACCAGCAGGCAGGAGTGGTGACATGCCAATG 
>N_1227 
CATTCCAGAATATGTTACATAGGTGGCCCTTAGCCAGCCTC 
>N_1228 
GACATGAAGTAAACATGGTCAGGACAGAGAAAAACCTTGGC 
>N_1229 
CGCAGCTAGAGCAGCCCCTGAGGAGCACCCTGCTCCTTCCT 
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>N_1230 
CCAGAAGACTGAGTCCTCAAAGGAGAGTAGGAACTATACTC 
>N_1231 
TTACCTGCACTTGACCCAAGAGGCTTAAAGCTTTCCCCAGA 
>N_1232 
CTTGTACAGATTGGAGGTGGAGGCGGGAGGTCTGCTAAGGG 
>N_1233 
GCCCTGTGTCCGCCCAGGGGAGGAAGGCAACAGTCCAGGCG 
>N_1234 
TGGTGAGAGTCTGAGTCCTGAGGTGGCAGAGGTTGACAAGC 
>N_1235 
GGGAGAGGAGGGGCTGAGACAGGGAGAGCCACCATTGAGTC 
>N_1236 
GTTTTTTAAACTTGTGACAAAGGACTGATGCCAAGGGCTGG 
>N_1237 
GAGGGACAGAGAGGGCAGAGAGGTGGGACAGGATTAAGTTT 
>N_1238 
CGATACTGCAACTGTTGTCAAGGAGACGGATCTCCCACTGC 
>N_1239 
TAGGCGCTTAAAGGTCCTGGAGGCGGGTCTCCCAAGTGTGC 
>N_1240 
CGTACAGGACTCATCACAGTAGGGCTAATGGAAAGCCGCTT 
>N_1241 
CTAGTTTTTTTGTTTTGTTCAGGGTTTTTGTTGTTGTTGAT 
>N_1242 
AGTGCCCTCTTTACAATGTCAGGTACCTGGGCTCTGCCTTT 
>N_1243 
CGCTAGATTTCTAGTATCAGAGGTAGGATGTAGCCTTTTAA 
>N_1244 
GTTGTAGCCTTTTAATAGACAGGCAGCCCATGTCGCTGCAA 
>N_1245 
TCCTTGACAGGACCCCCACGAGGCTTCAGGCTCCCCGAGGA 
>N_1246 
TCTTTACCTGAGTGTGGGTGAGGTGTTATTTATAGGAGTGT 
>N_1247 
TGTTACAGCTCTGAGGGAGAAGGTTTCCCCAATGCAAATGT 
>N_1248 
CGATGCAGCAGGGCCACGTGAGGCCCTGGGGCTGCTCCGTG 
>N_1249 
AAGCACAGGGGCTCTTTCCTAGGTGATGCTGGTCCTGCTGA 
>N_1250 
TTCATGCTTTTCTGAGATAAAGGTTGCTTCAAATTTACATT 
>N_1251 
AACAAAAAACCCAACAAGACAGGCAGTAGGATTTCAGAACT 
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>N_1252 
CAGATGGGTCGTCAGCAATGAGGGCACCTCGGGATGTGACC 
>N_1253 
GCGTGAAGCTCCTTGCTAGGAGGCACAGAGGTGGGAAACCT 
>N_1254 
CGGCAAGGCATTCCGGCGTAAGGAGCACCTGCGGCGCCACC 
>N_1255 
CGCCTGCTGGGAATGTGGCAAGGGCTTCGGGAGGCGTGAGC 
>N_1256 
TGAGAAAGGGGGCTCAGGGAAGGAGCAGTGCCCCCACTCCT 
>N_1257 
TTGTGGGAGCTGAGCATCTGAGGCACAGGGGACTTGGGGAC 
>N_1258 
GTAATGGCATCACACAGTGGAGGGAGGTAGAGGAACCCCAA 
>N_1259 
CCCCCACGGCCGGCTCACAGAGGTTTTTCAGGAGCATATTA 
>N_1260 
AATGAAGAAACAGGTGAGAGAGGGTGTAGAGAACACTGGGA 
>N_1261 
GGCTGCTGTCCAGGGCAAAGAGGGAGAGAAAGGAAGAGAAA 
>N_1262 
GGGGAGTGTGCTAGCCATCAAGGCAGTGAGATAGCTCATTG 
>N_1263 
ATCAAAAATTAAAAATAACCAGGGAAAGCTAGTTAAATGGC 
>N_1264 
TCAGGAATCTATGCATACTCAGGTTGGAGGCCAACAAGATG 
>N_1265 
AGTCTGGGAAGCTGGCTAGGAGGGGATCAGGGCTTCCTGTC 
>N_1266 
AGGAACCTAAGAGTAATGTGAGGACTCTTGGGGAAGGTGTG 
>N_1267 
GCGGATGTGGGGCTGGGACTAGGGGTGGGAGAGGATTTCTC 
>N_1268 
TGCCGCCAGATAGCCCTGTCAGGTCAGGGCAATCAGTATCA 
>N_1269 
CCCGGGAGCAGAACCTGTAGAGGATCTTGCCCTTAACCAGT 
>N_1270 
TCTGGGGGTGATTTGAGAGAAGGAGCTAGAAGATGGGAGTT 
>N_1271 
AAAAAAGTCAAAGGGGCAGCAGGATGGCCAGAGGTAGACCG 
>N_1272 
CAGTGTTCTGTCATTGCGTCAGGGATCACTGACATCGGAAC 
>N_1273 
AATAGCAGGTGCCAGTGGGAAGGGGCAGTGGCTGGGCCAGC 
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>N_1274 
ATCACCAGCTGGCTGCCTCCAGGTCGCTGGAGGGCATCTAT 
>N_1275 
AGGCAGCCACAGAGGCCCAGAGGAACACCACAAGGAATGCT 
>N_1276 
GGTGTGTAACTGTTCCTTGAAGGAACAAAGACTTACAAGGT 
>N_1277 
TTCTGCTAAGCTCCTGGAACAGGGAGGGTTAGATTCCCTGG 
>N_1278 
TAAAGAGAATCTGAGTAGCCAGGATACCTCCTTTGATAGAA 
>N_1279 
TGGGAATACACGGCAGAGAAAGGCAAACTGCTGGGGACAAA 
>N_1280 
CCTGTAAGGTCAGAGTCATCAGGAACAAAGTAGCAACTGAC 
>N_1281 
TTATGAATAAATGTCGGAAGAGGCTCACGCACCAGGAGGTG 
>N_1282 
GTCAGGAATGGGGGCAGAGCAGGGAATGCAGTACTCTCAGC 
>N_1283 
GCAAAGGCTTGAAGGAACGAAGGAGATCAACACACACGTGC 
>N_1284 
TGATTCAAGTGACATTAAGCAGGTGAAAGTCTCCCTTTCAT 
>N_1285 
GAGGGAGGAAGGTTGACGAGAGGGAGGGGCAGGGTAGGGAG 
>N_1286 
GTCAGAACGGTTGAGGTCGGAGGGGAGACTGTCCTACGAAG 
>N_1287 
TGAACCACAGATGGGATGAGAGGCAGGCAGTTCTCTACTAA 
>N_1288 
CGTAGGTGAGAAGCGCAGGCAGGCTCAGGGGTCTCGAGTAA 
>N_1289 
CTGTCCTCACATCTGACGCGAGGCGGCAGTCTCGTCATTTC 
>N_1290 
GAGGCTAGTCTGAGCATGCAAGGCGTGCACGTTCCTGAGGT 
>N_1291 
CCAGGGACAGGTGACTGTACAGGTCCTAGTGGGAAAGGAGG 
>N_1292 
GGGTAGGATGTCCAAGTGTGAGGGAGGTTTCTCTGTATAGT 
>N_1293 
CGTGCCCTGTGGATTGGTTCAGGTGCCTTGTCCCCACCGGA 
>N_1294 
CAGGCACCTTGGCCTGGCACAGGTGACTGGGGACATCAGGG 
>N_1295 
GTGTAGGTCTTGCCTGCCGGAGGCCAAATATCATCGCCTTG 
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>N_1296 
GGGTGATAGAGCCATCAAGAAGGCGCTGGGGTCCTGGTGAG 
>N_1297 
CCAAAAAAGCTTCAGTTCTCAGGTGTTTGAACATCAGAATT 
>N_1298 
TGAAAAAAGAATTCTCTTAAAGGTACTTTTTTTCCTTTAAT 
>N_1299 
ACAAAAGGTTCCCACAGAGAAGGCAAAACATAACAAGAGTT 
>N_1300 
AGTCCCAAGCAAATCCAAGAAGGAACATTCAGGCAAGAAAT 
>N_1301 
TCACAGGGTCTTGTGGGACTAGGTATGGAATCAATGCTTTT 
>N_1302 
TTTACCTGATGGGCTAGCTCAGGCTTGGTGATAAATGTCTT 
>N_1303 
AAACAAACAGAAAATCCTTGAGGGGCTACCTCAGAAGACAA 
>N_1304 
CTGGGTTTGCTAGGTTGCCCAGGCTGTTTCCCCAAAGCAGT 
>N_1305 
TCAGTCTCACAAACTGTCACAGGCCCTGACAGTACTCTTGG 
>N_1306 
CCACAGGCATCTCGTACACAAGGTGTGGTCTGACACTGCCA 
>N_1307 
TGTTCTTAGAAAGTTCTGAAAGGCTCCTCTAGACCAAGGAG 
>N_1308 
TGGGAAGGGTTCTCCACCTTAGGGAAATTAGGGATGTTTTG 
>N_1309 
CTACTTTGGTCCAAAATATGAGGATGTTTAGTCATTCTTTT 
>N_1310 
AAGAGCCATGGATAGAGGAAAGGGCTACAACGGGAGGGCTA 
>N_1311 
GTGGATCTCTCACCTGACTAAGGTAGAGCTTCCCTTTTATT 
>N_1312 
TTGGCTACATTGCATAATCCAGGATATTCCCGGAGCTTCCG 
>N_1313 
CATCCTTTCATTTCAGATACAGGAAGCCACAGGAGAAAATG 
>N_1314 
AAGGGACAGTGACATCAAGGAGGCTCACAAAAGAGTGTGAG 
>N_1315 
CTTGCGCACACATAGCTTGTAGGAAACCTCCCAGCGTTCCT 
>N_1316 
GCAGCTAGCGGGCGCTTGTTAGGGAGTGGGAGCCCGAGCGC 
>N_1317 
TATATAAAGTTTCTCTGGGTAGGCCAGGCTGGAATGGGGCT 
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>N_1318 
ACTAATGAAAGCCATGCTACAGGTGAGTTTATGTCTGCTAT 
>N_1319 
CTTAACCTTAACTGCCTACTAGGTGACTAATAACTATGATA 
>N_1320 
GGTGACTAATAACTATGATAAGGTGTAGAGCCCACTCAGAA 
>N_1321 
TCTTTTTGTTTTGAAATGGTAGGAGGTGGTGCAACATGTTG 
>N_1322 
TAGAAACTGAAAGTGTCTTCAGGTGGAACAATTAGTATGTG 
>N_1323 
AAAAACCAGCTGGGCTCTAAAGGATTTCTCCGCTGGGGACT 
>N_1324 
CAGAGATACCAACTTCCTCCAGGAGATAAACCGCAAACAGG 
>N_1325 
TATTCTCCTTGATGGTGACAAGGTAGTAACAAATGCCAGAC 
>N_1326 
CAATCCTCAGACCCTCGCTGAGGGATGATCTGTTCGGATCT 
>N_1327 
TTCAGGCCAGCAGTCTGTACAGGAAGCCCAGGATCTGCTTC 
>N_1328 
ACACTTGGCAATAGCCTTAAAGGATAGTCAGCCTAAGTGTA 
>N_1329 
AAGAAAATTAACAACACTGGAGGTGTTTCTATGAATTTAAA 
>N_1330 
CTGCCTGGAGCATAAGAGACAGGTGGGTCATCATCTGTTCT 
>N_1331 
ATTTCCCAAGTGCCATTGCGAGGGATCACTCGCCCACCTCC 
>N_1332 
TTGCTTTCAAGTCCCAGCAGAGGGATGGTTGTGTGTACTGG 
>N_1333 
CAGCTCTATTTAGAAATGTCAGGGGATTCCAAGCTTTGATT 
>N_1334 
TTTCTTGGGAGATGTAGAAAAGGGGGTGGGGAGTCTCATTA 
>N_1335 
AAGAGACCAGAAAAAGGATAAGGATGGCCACCATAAGCCAA 
>N_1336 
CCAGCCCGGCCCAGTGCAGCAGGGGAGGGAGCATCCGGTAG 
>N_1337 
TTATAAAAACCAATTTTCTAAGGCAAGAATCATGGAAAGAC 
>N_1338 
AAAGAAAAGCGATGTAGCAAAGGGGTGTAGTCCTTGAAGTT 
>N_1339 
ACGTTGATGCTACAGGGCTGAGGATGTACTCACACAGAGTA 



	 150	

>N_1340 
CAGAGAACAGCAGACAACAAAGGGTGCTATAAAACATGCTG 
>N_1341 
GAAATGAAAATAAATTTACCAGGGACATATGTGAAAATAAG 
>N_1342 
CAGGAACTGTACTACACCACAGGGCACCGGCCTCTGTCACT 
>N_1343 
TAATGAGCAATGCGAACTGCAGGCTCTTTGTCTCAAAATAA 
>N_1344 
GGGAAGTTAAAGTCACGGGGAGGAGGTTCTTGGTTGATTTA 
>N_1345 
TCTGTGTTCCGTAGGTGCCCAGGATGGGAGCATTACTCCCG 
>N_1346 
CAAAGAAAGGGCTTCTGGGAAGGATGGAGGGGTTCTGAGCA 
>N_1347 
GAGCCTCCTTCCTGGGGGCAAGGTCCCTATCTTTATACAGA 
>N_1348 
CCTTCCCCTGTCCTCTCCCCAGGCTCCAGTCACTACCTCAC 
>N_1349 
CACTCGGAGCAGGAGTCTGTAGGAGATATCCAGAACTAGAC 
>N_1350 
GTTAATGACCTCAAAGCCTCAGGTGGCCTGAGAAGCTCTGG 
>N_1351 
TTCCAGAAGTTTCTAATAAGAGGATCATGGCATCGATCACT 
>N_1352 
AGGCGATAGGAGTTTCTGGGAGGTGAGTCTGTTGAGGCTTC 
>N_1353 
GATTCGTAATGGACACCCACAGGGAATGAATAAGATGTTTT 
>N_1354 
CAAAGCAATTGTGTGCACATAGGGCAGAAATGCTCCTGAGC 
>N_1355 
CTCAAAACCTTTATTTTATGAGGGAAAAATTCAGACTCAGA 
>N_1356 
TGACCTTGCTCATATGGGGCAGGATTTCCCATCCCCCTAAG 
>N_1357 
GCCTAGCCTAGTGAGCTTCAAGGGTAGAAAGAGACGAGGAT 
>N_1358 
TCAGAGCATCCACCCTGGGTAGGGCATGATGGCATCCACCC 
>N_1359 
TAGGTTATCAGGCCCTGGGCAGGACATCTGGAGATGATCAG 
>N_1360 
GAAGCTCAGATTTTGGACGAAGGGATGAGAGTTTAGAACTG 
>N_1361 
AGCTCTAGAATCTAGTTCAGAGGCCAGGAGAAAGAGAGATT 
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>N_1362 
GTCAGTGAAATCTTGCTCTTAGGGGGCTTACTAATTAGCAA 
>N_1363 
GTCTCAGTGGATGTGCGAAGAGGACTTTGCACCTGAATCAG 
>N_1364 
TAACAAAAAGTATTAACCAAAGGTGATACAATTTTCAGAGC 
>N_1365 
GATTCATAAAATTAATTTGTAGGGTTAATAGCAGTATTAAA 
>N_1366 
GGGTTAATAGCAGTATTAAAAGGACACGGAACAGAACATCT 
>N_1367 
GTTATCCTTTTTTCCCCCTCAGGATTAGTTTCTGAGATTGG 
>N_1368 
CACACACCCACTATTCTTGAAGGATTTCCTATACCCAAGCT 
>N_1369 
CAAGACCTAAGGGCTTTGTGAGGATGGATTTTATGGTTTAA 
>N_1370 
TCATCTACTGCTTGAGGAATAGGGAGGTCCATGCAGTGTTG 
>N_1371 
GGGAGGTCCATGCAGTGTTGAGGAGAACCCCTTGTCTGTGC 
>N_1372 
TGTTCTCCAGGAGGGTCAGCAGGTAGAGAGTCAGGAAGACA 
>N_1373 
TGGTCATGTTGGCCAACGCCAGGGACCTCTCCATCTGTAGA 
>N_1374 
ATGGAAGGAAGATCTATTGAAGGGACTGGGTATATTACAGT 
>N_1375 
AGTCTTCATCATCCAGGCTCAGGACTGATGCCAAAATTCTG 
>N_1376 
TATGTAACTCCAGCACTCCAAGGCTGACTGAAGTGTGAGGG 
>N_1377 
TATACTGTGAGAGAAGGCAAAGGCACGAGCTTAAACCAGCT 
>N_1378 
GCCCACCACTACCAGATGGGAGGCACAGGTGGAGAAGGCCT 
>N_1379 
ATAGCGGTCATAAGCCATGGAGGCCAAGAGGGTGCACTCTG 
>N_1380 
ACACAGTGGGGAGGGTCATCAGGGACCTGAAAACTTCCCTT 
>N_1381 
CCCAAGACCTCTATGTACTTAGGGTCTGTTGGATCAATTTT 
>N_1382 
TGGCAAGGAATTGGCTTCAGAGGAATGAGCAGTTTCCTTAA 
>N_1383 
AAAAGATGCTCTTGAGTCTGAGGAGCAGGAATGGTGAGGAA 
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>N_1384 
GCATCTCACCTGGTGGTTGGAGGGAGTAGGAACAGAGCCTG 
>N_1385 
TAGATGATAGGGTTGCAGAGAGGTGTGACCACTGTGTAGAT 
>N_1386 
CTACTATGACACAGCTAGTAAGGGCTGGAGCCCATCCCAAC 
>N_1387 
TCATAAATGATGAAGAGTCTAGGTGAGAGGTTTCTCACTTA 
>N_1388 
TGCACATTTTTCTAAGCAATAGGGATATCATCACTTATTCT 
>N_1389 
TCAGTGTTTACAGTAGCCAGAGGTAGAAGAAACTAGATTTC 
>N_1390 
TGAACCACCTCTACTTCTTCAGGGCTAATTTTGTGCTCTGT 
>N_1391 
TATGTGTATATATTTATGTAAGGGAACATGCATGTAATAAA 
>N_1392 
TAGATGAGGGGGTTAAGCATAGGGGTCACCATGGTGTATGA 
>N_1393 
CAGAAGGGTGGCATGGGCCCAGGATTCGCAGGTACTGTGTT 
>N_1394 
TCAGTTAACCCGTGGGATAAAGGGAGTGACCTCATGTGCTG 
>N_1395 
TTAGACTGTTCTCAGTCTCCAGGTATATAGTAAAATGTCAT 
>N_1396 
AGAAGGGGGGTGCGCGCAGAAGGGTATTATAGAGTGACATT 
>N_1397 
CCAGGGGGTGGGAAGGAAGAAGGAGTCCATGAGACTTCCCT 
>N_1398 
ATTGGTGTCCCAAACATGCCAGGGATTCTCGCTCCCTACCA 
>N_1399 
CAAATTGCCTCCTCCTGTCAAGGCAGAATGTCAGCTGCACA 
>N_1400 
GATATGACGGAGTAGCATTCAGGAAAAATAAGGAATATGAA 
>N_1401 
GAATTATGTGATGTAAGGGCAGGTTTTATAGAGGATGACAT 
>N_1402 
AAGTGTTAGTGAGAGACCAGAGGTAGAGGGGCAGTTATTTC 
>N_1403 
CTTGAAAAAGTAGTTTCAAAAGGGCAGGTAAGTTTTTCTTC 
>N_1404 
CAAAGTGATTACGTTATAAAAGGCCTCCAGATCACTCTGTT 
>N_1405 
CATCATGCCAGAAGTGCTGTAGGCCACATTCATCTTGAGGT 



	 153	

>N_1406 
CTGTAGCTGCTTTGTTCATGAGGAGGGAAAGTCATTCACTA 
>N_1407 
CATTATCCACTCTTGTACTTAGGACGAAAACCCAGAGCTCA 
>N_1408 
TGGGAGAATTCAAAGTGCTAAGGAAAGTCAACTCAGAAAAG 
>N_1409 
TCTCAATGATACCTTGGTCAAGGAAGGAATAAAGAAAGAAA 
>N_1410 
AGGTTTTATTCCAGGGATGCAGGGATGGTTTAATATACGAA 
>N_1411 
CAGAACAATTCGACAACAAAAGGAGATCAAGGGGATACAAA 
>N_1412 
AGTTGTTGGGTGGATGCTGTAGGTTTTTGTTACTTTGTTAT 
>N_1413 
ACCCAAGGCCATGAGGCTGCAGGTTTTATAGTTAGTGGATG 
>N_1414 
CTGAGTCAAAGGGCTCCGTAAGGACGAGGAACCTTTTCACA 
>N_1415 
AGCACTTAGGATCTGCTATCAGGACTGCTCAAAGGGAGATA 
>N_1416 
CTGTGTAGGACTCTCAGGGAAGGACAGGAGACTCTAGAGCA 
>N_1417 
CATTTAGAAGCAATGTCTAGAGGATAATTTACTAAAGCTAG 
>N_1418 
TGGAAGAGATGCTAGAACAAAGGATACAACAGCTCACAGAT 
>N_1419 
GCAGAGAATACAGGAACTCAAGGATCAGGAGGAGTGGCAAA 
>N_1420 
GGATCAGGAGGAGTGGCAAAAGGAGAGCTATGAAGCATGGG 
>N_1421 
AGTTCTCACCATGACCTATCAGGAATAATTCAAAGGGGACA 
>N_1422 
CTTGTTTGCTGCCACAAGCAAGGCTATTCTCATAAGGCCCA 
>N_1423 
AAAGTGCCAGGTGCCTTCCAAGGCATTGGTTTGCCACGTGG 
>N_1424 
ACTACAATACCTAAACCCATAGGCTCTCATAGAGACTGTCT 
>N_1425 
AGGGAGGTTTTATTATTCCTAGGAATAACTAGATTTTTTTC 
>N_1426 
TCACAGCTCCTAACTTGCAAAGGGTTACAGACTCTACCTCC 
>N_1427 
TCCAGGGTTTTTTTCTCTTCAGGTAGCACTAGTAGAAGACT 
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>N_1428 
GCTATAGCCAGAGGAGGTGGAGGTACAAGCCCTTCCTGCTC 
>N_1429 
ACAGACAGACAGACAGAGACAGGGAGAGAGCTACTGAATGG 
>N_1430 
GTGAGGCTGCACAGCCGCAGAGGCAATTTCCCATGCGGGAC 
>N_1431 
GGGGAGAGGGGTTGGTCACCAGGCTGCAGTGCCGGGGACAG 
>N_1432 
CAGGCTGCAGTGCCGGGGACAGGGGTTGGTCAGTCACCAGG 
>N_1433 
GAGCAAGTGATGAGAAGCACAGGGTTGCCACATGTAGGCCC 
>N_1434 
GGGTTGCCACATGTAGGCCCAGGTGCAAATGAAGCTAGATG 
>N_1435 
GGTGCAAATGAAGCTAGATGAGGAAGCTCTGAGGAAGAGGC 
>N_1436 
AGAAAGGTCATAAGTCACAGAGGAGAGTCATCTCTATTCAT 
>N_1437 
ACAGTCATGCCTGCCTTAATAGGGCTACACTGATGGCCATA 
>N_1438 
GCAGCTGGTGGCGCCGAGTGAGGCTAAGGGTTGGCTGAAGC 
>N_1439 
CTCGGCTGCCTACTTAGTCCAGGGAATTCTTATCTTTACTG 
>N_1440 
TGCCTGTTCCTAACAACAGAAGGAAGAAATGAATTTGACTG 
>N_1441 
GGGTGGGGGGAGACAGAAAAAGGATAGGCAAGGGGAGTAGC 
>N_1442 
TCAGAGCCAGAATCCAGCTCAGGGAAAGCAGGAATCCAGCT 
>N_1443 
GGTGGAGGTGAGCATGCTGAAGGAGGAGATGCTCTGGAGAA 
>N_1444 
AGAGGGCAAGTACCAGGCAGAGGCAGACCGGGCTTCAGGTG 
>N_1445 
ATGTCAGTAACTGGGCTGTAAGGAGAATACACACTTACCTA 
>N_1446 
TCCTCCAATCCAGCGCTTAAAGGTCACCAGCTCCTAAAACA 
>N_1447 
GAAACAATGTCTCTCACTTCAGGCAGCCACTGAATTGCCAG 
>N_1448 
ACACACACACACTAAAATTCAGGTAGCTTCAACTTCTAAAT 
>N_1449 
TTTTAACTGCTTAAAGGAGGAGGTATACATGAGGAGGGACA 
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>N_1450 
GGGCCTCCCACGCAGTGAGAAGGGTCACGTGGTGGTGGTGG 
>N_1451 
GTGACCCTGAACACAAGCCAAGGCTTTGCAAGTGGCTTGCT 
>N_1452 
AAGGTTCTAGGTTCTCCTTGAGGTTACTCAAGGGTGAGAAA 
>N_1453 
TTAGAACTTACATTTAATACAGGTAAGTGCTGTTCATGGGA 
>N_1454 
TGAAAATGTTAGCTGTAGTGAGGCTCACTAGCCAATGAAGA 
>N_1455 
TATAACAGTGGACAGGTGCCAGGGTCATTTTTCTTAAACAT 
>N_1456 
AAAAACATGGAAGATTTGAAAGGCCCAAAACTGCATATTTT 
>N_1457 
CAGAGAGAAAGGAAAGTGATAGGAAAAAACATCTAACTAAA 
>N_1458 
CAGACCTATCAGTGAAGGTGAGGAATAGGGAGAGAGAAAGG 
>N_1459 
AACACAGAAAGAAAGGGAGAAGGTTAGCACTGTGGTTGTTA 
>N_1460 
AAATAAGTATGCAGATGGCAAGGCAATAGGAGAAATGTCAG 
>N_1461 
CACGGAAGTTCACAGATCTCAGGCTGCCAGTGGAAAGAGAC 
>N_1462 
AAAAAACAAAATAAATCTTAAGGAAAGAAAAGAAAGAAAAT 
>N_1463 
CCACTCTGGCTCTTAAGAGTAGGAAAACCCGTTCATAAGAA 
>N_1464 
AATTATACATACACATGGTGAGGTGAGGGGGATAAATTAAA 
>N_1465 
TGTATGTGTTCATGTGTGGGAGGGCACATGTGTATGCATGG 
>N_1466 
AGGACCAACTACAACCACACAGGCGAGACAAACTAAGCCAC 
>N_1467 
GTCCTCTACAGAGCTGTGATAGGGTGGGGACCCACCCAGCA 
>N_1468 
GATTATGTGATGACACGCTGAGGTAGAGTGGTTTGGTTTGG 
>N_1469 
TTGAGGATTATAGGTATGTCAGGGGGAGAAAAATGTGCCCA 
>N_1470 
TCACCAGCAGGGATCTAGTTAGGTACTGAGCTTAAAATGTG 
>N_1471 
TGATGAGTCACTTTCTGAAAAGGGTCTAGTGGGGGTGACAC 
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>N_1472 
TCATAAGCATCTTCTCTGGCAGGAATCTTCCTTCCCTTATT 
>N_1473 
CTATGACGTTTCAGAGGTCGAGGAGCTGGCAAGCTATGGAT 
>N_1474 
AGCTCACTAAAGGTCGGGCTAGGCATGATGGTCTCCTCATC 
>N_1475 
CAGAGGAGCAAGTTCACCAAAGGCCTTCTAAGTCCAAATAG 
>N_1476 
CATCCTAAAACATCAAACACAGGCCCCTCAATGGAATCTAT 
>N_1477 
CTCAGTCAGTGCTGAAAATTAGGACAAAAAAACAAACAAAC 
>N_1478 
TCAGTAAAAAAAACTTAAGCAGGGCACTTTGGTGTAGTTTT 
>N_1479 
CTTGCAAGCTCCTCCCAAGTAGGGCTTGCTTCACGGAAAAG 
>N_1480 
TCATAGACCTGGATATTAGAAGGAGCTATGTACACATAACA 
>N_1481 
CAAAGATGCTGCCTTTTTTCAGGTAAACTTTATACACAATG 
>N_1482 
ACGTCAGCAAAGATGGCGTCAGGTGGGCAGAGCTCCCTGCT 
>N_1483 
AAGGCAACAGCTTGGCGCCAAGGCACGGAGTTGACGTCAAC 
>N_1484 
TAGAATAGCAAGAAATTGCGAGGAGAGCAAGCAGGTAGATT 
>N_1485 
GTGCTATACATTTTTTTTGAAGGGAATATTAGCCATTGCTG 
>N_1486 
TTTGCCACAGCCTTTCATATAGGAATATGGTTGGGATATCA 
>N_1487 
CCAGCAGCTCTCTAGAAGGAAGGCCCCCTTTTGTGTTTCCT 
>N_1488 
AAATATAATGTTAACTGTTTAGGAGGAGGAGACTCAGATAG 
>N_1489 
TTTAGGACATGGTCAAAACTAGGAGTTTGGCTCCCACAGCC 
>N_1490 
CAGTAAAGGGACTGAAATTGAGGAAGATGCTAAATGTCACC 
>N_1491 
CCGTCCCACAAAGCGTGCCAAGGCCTAGAAACCAGTGGAGT 
>N_1492 
GAGTTCATGAAGAGGTTGATAGGTGGATGAATGCACAGATG 
>N_1493 
TGAGACCCGAGAAGATGACGAGGACGGTATGCTGGTCAGAT 
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>N_1494 
CTAGGCCATGCTGGGTCCACAGGATTAAAACAGATGTGGCA 
>N_1495 
ATAGTTTGTCTTAGGGACCCAGGGCAGGAACATGGGTGTTG 
>N_1496 
ACAACACCCCAGGAGAGAGTAGGAGGTTTTTAAGCACAGGA 
>N_1497 
ATCTCCATATTTGCCTAAGAAGGCTGACCACCAACTTCTCA 
>N_1498 
AGCTACACCAAGCCTGCCTTAGGGCTTGGTTCCCAGAAGGC 
>N_1499 
AGATGAAGAGGGATAAAGTCAGGTGTAGGAAAATGAATGTA 
>N_1500 
TGAGGCTTTTAAGAATGCTGAGGGCCATCAGAATGAGGTGC 
>N_1501 
GGGCCATCAGAATGAGGTGCAGGAGATCTTGGCTTTATTTC 
>N_1502 
ACCCTTTCTGCTGCAGCAGGAGGAAAGTTTTGAGAGTCACT 
>N_1503 
TTTCCACAGCACTGCAGTCTAGGGGCTGAGAAAAGCTTCTA 
>N_1504 
GAAGAGAAACCATTTCAGATAGGTTCATTAGCCAGGATAGC 
>N_1505 
GTCATTTATCTGTGTGAGGAAGGCCAGCTTCCTTTGCACCT 
>N_1506 
GGGGAGGGGACAGGGCAGATAGGTTTGATAGAAAGGTTGGG 
>N_1507 
TTATTCTTGTGGGGTCTGGTAGGGGGAGGGGAGAGGGGATG 
>N_1508 
GGGGGAGGGGAGAGGGGATGAGGATCTCCTTCAAGGAACAG 
>N_1509 
CCCGGTATAGGCTGGTAACCAGGGCTTAGAAGCTTGGATTT 
>N_1510 
CTGCATAAGAGGTTGCCTTTAGGAACCAGACCTGGTGGCAC 
>N_1511 
ATATACATTGCCGCACAATTAGGCAAAGGGAGAGAGTCCTT 
>N_1512 
CCATATATATGGCTCAGGGCAGGAATCAAGTAAGAGAACAC 
>N_1513 
GTTCCTCTATCACCCCCATCAGGGCCTCCTCTTCTACTTCA 
>N_1514 
CAAAAAGCTGACTGGGTACAAGGGATGTTGCTCCACAGGTG 
>N_1515 
GGAGTCAGGAAAATATGGGGAGGGTGTAATGACACCCCCTA 
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>N_1516 
ACTTGGCCTCTGCTTTTGTCAGGAACAGACACTTGCTGCAC 
>N_1517 
GGAACAGACACTTGCTGCACAGGGGCACCTTATCCATCTTC 
>N_1518 
ATGTACATAAAAAGATAAGTAGGTTAGAAAATCTGCTCCTA 
>N_1519 
GAAACTTGTGCTCTTCAAAAAGGAGTCTTTGAACTTTGTTT 
>N_1520 
CGGGTGATGGATGCAAGCTCAGGCTGTTGTCATGGAAACCT 
>N_1521 
ATGTCTGCTGTTTCTCTGTAAGGAATTTGGTCAACAGCTTT 
>N_1522 
TTTTTCCCTGAAGAAAGTGAAGGATGTGAAATGGTGGGGTT 
>N_1523 
GCATCAGTCCCAGGCAAGCCAGGATGGTGAGTCCATTCTGC 
>N_1524 
TACTGTCTCAGCACTGCTTGAGGCAGAACCTCTGGAAGCTT 
>N_1525 
CAGAACACCTGCTGTGCATTAGGCACCGTGTCTGCTGTGGG 
>N_1526 
CATACATAGTACACACACAGAGGCAGAAACTGCACACAAGG 
>N_1527 
AACAAGATAGGCATGGGGATAGGGGGTACTCAAAGTGTGTC 
>N_1528 
ACCTAAGCCCCTGATGCACCAGGTTCTGGAGGGAAATTCTG 
>N_1529 
ACTCTCTGGGGAGTATGGCCAGGAGATATCCAGGTAAAAGT 
>N_1530 
ACATTTCTGACGAGAGATGTAGGATGTAGGGGGCTTTCTCA 
>N_1531 
CAACAGTTGATTCTTTAGGAAGGGCCATTCTTCACACACCA 
>N_1532 
GGGCCATTCTTCACACACCAAGGCTAACACAGAGCCTTGAT 
>N_1533 
AGAGGTTTGCAGGGGGGCCCAGGCAGAGTCAGACAAGATAA 
>N_1534 
AGGGAGGGGAGGAGGGAGGCAGGATGCTGTTTTGCCTCTTC 
>N_1535 
AGGACACCGGAAATTGCCAGAGGGCAGACTCAGACTTGGCC 
>N_1536 
TTTTATAGGGGATTAAATCCAGGCCCTCTTATATAATCAAC 
>N_1537 
CGAAGACACAGGAAAACTTAAGGTAGATAGCCGCAGGGACA 
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>N_1538 
TGGTTTTCTTTCTTGAGACCAGGGTCGTATTTAAAAGTTCT 
>N_1539 
GAGGGAGGAAGGAGGGGGAAAGGGAAGGGAAGAAATAAGTA 
>N_1540 
CACTAAAGTTGTTTTTTTTTAGGGGGGGGGAGAGCAGGCGT 
>N_1541 
TGGAGAGAGGTATCTTGTTTAGGTGGATTTCCACTGTGGGT 
>N_1542 
GCCCATCACCACTATCTCTGAGGGAGATTTTGCAACTCTGT 
>N_1543 
TGAAACCTAACGCAGACAGCAGGGGCTGGAGGGGAAGATAC 
>N_1544 
GTACACCAAACATAGAAATCAGGAATAACTTTATTCATTGA 
>N_1545 
TTATTACATTTATTTATGAGAGGTACTATGAGTGTACATGC 
>N_1546 
TTGTTCCACCTTTTGTGGACAGGAGCTTACTATATAGCCAT 
>N_1547 
TGGGACCCCAAGAGAACCACAGGGAGGAAGGGCTCTTCCCA 
>N_1548 
ATGAATGAATGATCTTGTAAAGGAGACTGACAATAAATTTT 
>N_1549 
ATAGAATTTCAGGTAAAGGGAGGAAGAAAGGATTATTGGGG 
>N_1550 
CCCATGTCCTCACACTGTGGAGGATTTTGCCATAATAAAAA 
>N_1551 
CTGGCCTACGTAACATACACAGGCACATGCATGGACACATG 
>N_1552 
GAAACAAAGCATCTTCCAGAAGGCAATTATTTTGCCTCATG 
>N_1553 
AGGGTTGACCTTTCTTACCAAGGGATTGCTCATTTTTCAAA 
>N_1554 
GTCTGAAAAAAAAAATAGAGAGGCCTGATTTAGATATCACC 
>N_1555 
CCAGCCCTACCACCGGAGAAAGGCAAGAAGAAAAGAAAAAG 
>N_1556 
TGGGAGGAAGGTCCTTTCTTAGGCTACTTAGAACTTTCAGT 
>N_1557 
CACAATGACTCAGTAATTAAAGGCACTTGTGTGCTACCCTA 
>N_1558 
TAAATCTTAAAAGAAAGGAAAGGAGAAAGAAAAAGAAAATC 
>N_1559 
AAAAACAACAATAAAAGAGAAGGCCCCAGGAGCCGTTCTTG 
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>N_1560 
CTTGTTTGTTTCAAAAGATGAGGAACATGTTTGTTGTCTGT 
>N_1561 
ACAGTGAGGGGGTTGTAATAAGGAAACATGGCCCAGTAAGA 
>N_1562 
TCCTGCATAGCAAAAATAAAAGGATGGCTGTTTATAGCTGC 
>N_1563 
CGGAGCCTGTAGTTTGATAAAGGCAGGATTTAGAGGCATAC 
>N_1564 
TGTAACAACTTAAAGCTCATAGGAAGCCACCAGCCCACTGC 
>N_1565 
AGAATCTCCACTGTGAATCCAGGTTGGCACTTTGAGCCTAT 
>N_1566 
AAGGACATAGGTATTTTTGAAGGGTCAGAACTTCCTACAAC 
>N_1567 
GACATAGTGTGACAATTCAGAGGTCCTTCAAGTTAAGATTC 
>N_1568 
AAAGTCTGAGGACTGACTGCAGGCCACCAGGCTTTCCCCGG 
>N_1569 
CATTCCACAGTGTGGATCCCAGGGGCTGAACTGAAGTCATT 
>N_1570 
TGTGCTGAGAGGAGGATTTGAGGAGAAATATCCTTTGTTAA 
>N_1571 
AGATAGGCAAACACTGAGTAAGGATGTTTCAGTCAGGGATG 
>N_1572 
CTTATTCTACAGTATAAGCAAGGATGTAAAAGGACCATTGT 
>N_1573 
CAAGGACTGAGCGAGTGAGCAGGGCCGACTGGAGCGAGCAG 
>N_1574 
AGGGCTGACCGGAGGCTGACAGGAGGGAGCAGAGATCCTAA 
>N_1575 
TTCAATTCCTAAAAGTGTTGAGGGAGGCTGCCATGCAGTTA 
>N_1576 
ATGTATCTGCTATCCCAATAAGGTCTTCCCTCTCCCTTAGG 
>N_1577 
ACCACGGGCGGCCAAAAGAGAGGAGAAAAACAAGGCAGAAA 
>N_1578 
TGAGAAAATGGGGTGGTTCAAGGTAGAGGATAAGTGTTAGA 
>N_1579 
GTGTTCAGTATGATGATTGAAGGAACATCATCGTTGCTTGG 
>N_1580 
GGCCTCAGCACTTTGGTTCCAGGGGACTGGAGTGCGAGGGA 
>N_1581 
CCTTTAGTCTGCAGCAGCCAAGGGTAGTTAGTGGTTTACCA 
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>N_1582 
AAGGGTCAGGATCCTAGGGGAGGCTCTTGAGCTGCATGGCA 
>N_1583 
AGTGCTGAATTCAGAAAGGCAGGGAAGGCTAAGGCATTCCA 
>N_1584 
AAGGTGGTCCTGCCATTTTCAGGCTGTCCAAAGACTCAGAG 
>N_1585 
GGCTGTCCAAAGACTCAGAGAGGAAGAGAGATCACACCCAC 
>N_1586 
ACCTTGGAGCTGTTAAAGCCAGGCGCCATCTGCATGTTGGT 
>N_1587 
GTATTTGGACTCCAACAACCAGGAAAAAAGTTGCTAACCTA 
>N_1588 
ATTCAACCAGGAAGAACTCCAGGGTTTGGGGTGGGTTGTGG 
>N_1589 
AGACAGTTGCCCACCTTCAGAGGAGTTTGCCATTTTGCTGA 
>N_1590 
AAGCAGGAGGATGAGGCAGCAGGATGGGGACAGTTAGAGGT 
>N_1591 
AAATCGGGCGTCCTCTGGGCAGGGGGAAATTTGGGCGTGTG 
>N_1592 
TAGATAGCCCAGGCTAGCCCAGGTTTCCCTGAAATCTCCAG 
>N_1593 
TGACCTGGGCCAGACAGTGAAGGCCCTCTTTTAAAAAGAAC 
>N_1594 
CAACAATAATAAATAGTAATAGGTATGTCTAAGCCATGATG 
>N_1595 
TGGCAGCATTCAGCAAGGGAAGGAAACTAGCTGGACCAGTG 
>N_1596 
GTTTTTATAATTCTTTTAACAGGTAGTTACTTCTCACGGGT 
>N_1597 
GTTCAAAGGTTCTAGCTCAAAGGTGTTCTCAACCTGTGGGT 
>N_1598 
TCTCCATTGCCAAGACTGGTAGGTGCGAAGCAGTTCTCTCT 
>N_1599 
TTATGGGGAGTGGGGTGGGTAGGAGGGGGTGATGACTTCTG 
>N_1600 
GCTGGTGCGGGCTCTGGTTTAGGAGTATGCAGCCATGTCCA 
>N_1601 
TACATCTAATTGGGGGCAGAAGGTATCAAGATAGGGTAGCT 
>N_1602 
GTCTGAGAGCATTATATTGCAGGTAGACCTGGTTGCAGTTA 
>N_1603 
CAGAAGTGAGGACATTTGTAAGGTGAGATGAAAAGGGCGTC 
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>N_1604 
GGTGAGATGAAAAGGGCGTCAGGGGCAGCCTCCTGGTTTTA 
>N_1605 
AGAGCGAGGTGTTTTAGGGTAGGGTTTTTGTTTGTATATTT 
>N_1606 
AAGTGATGACCTTCAAAGTAAGGAAGGCTTCAGGCCTGGCA 
>N_1607 
ATACAAATTGTCAGGACTCAAGGAACTGGTGTCTGATATAC 
>N_1608 
CAACTGTGTCTTCACAATGAAGGACCAGCCTTTCGGGTATG 
>N_1609 
TCAGCACACACATGCGAAAAAGGGGAAGACTGGGCAAGCAA 
>N_1610 
ATAGTTTTCCACAGATAGACAGGAACTTTGAAAGGGATCCC 
>N_1611 
CCACTCAGTGTATATTTCTCAGGTGGATGGGGAATCCATTC 
>N_1612 
GTTTCCGGGGCCTGCAGGGGAGGGCCGCAGGCAGACTCCTC 
>N_1613 
ATGGATAGAGGAGATGCCCAAGGAGGTGTCTACTCTTCACT 
>N_1614 
TCTCCTATTTGTTCAAATTGAGGTAAAACTGGCAAAAATAC 
>N_1615 
TTCATTTTTTAACGTTAGAAAGGCTTGGGTACCACCTGATT 
>N_1616 
CTGAGACCCAAGAAGACTTGAGGAGTCCTGGAAGTCCATCA 
>N_1617 
TCACCAGTATTCTGTACTCCAGGATGTTTGGAAATGATTCA 
>N_1618 
GTTCACCAACCTAATACAACAGGTAGGTGGGCAGAAGAAGC 
>N_1619 
TGACCACTGAGTCAGCCATGAGGAAGATGGGACAACATGCT 
>N_1620 
AGGTGGGGGTGGGATCTGGGAGGAGGAAAGAAATGACCAGC 
>N_1621 
CTGATTTCCTGATTGTTCCAAGGCCTATGGGACACTGGGCC 
>N_1622 
TCTCCAGTTAAAGAATTAAAAGGCAGGAAAAAGTCTCCAGT 
>N_1623 
GGCAGGAAAAAGTCTCCAGTAGGTAGCAGCAGGGAACATCT 
>N_1624 
ACAACATCAGCCTGCAAGAAAGGCCTTTATTAGAGATGATG 
>N_1625 
ACTTCCTGCTTCATCTAAGCAGGGCAAATGTACACCAGGCC 



	 163	

>N_1626 
ATGGCAAAAGACAACACATCAGGAACAGTACAACCTGTCTT 
>N_1627 
GAGGCTCTGCGGGATGCCTGAGGTAAATGATGGAAGTGTGC 
>N_1628 
TGTTACCTTGCAGAGGACCTAGGTTCCATTCCCAGCATAGA 
>N_1629 
CAAGACACACAAATACACACAGGTGAACACATACAACATTT 
>N_1630 
CAGAACTTCTCCTTAAGGTCAGGTTCAACCCTAGGGCTGAA 
>N_1631 
TACTTTAAAGTCAAACAAGCAGGAAGTGGGAGGTCCTGCCT 
>N_1632 
TGAGCCATACTGACGGGTCCAGGAAGTTACAAAGAACCTCC 
>N_1633 
TCCCAGCATTCTGGCCTCTTAGGTTAAATAGGATGGAAGTG 
>N_1634 
ACCTGAAGAACCTGTTTTCAAGGACTGCTTAGGGCACTTGT 
>N_1635 
TGAGTGATGTCAGTCCCAGAAGGTATAAGTCCTAATGTAAA 
>N_1636 
CTGAACTGCTCCAATGATAAAGGAATACAATGTCCCCAAAT 
>N_1637 
GTATGCACGCATGCATGCATAGGCTGTGGACATTTCTGACT 
>N_1638 
CGGCACAATACAGCATCTTCAGGGGCCAGACACAGAAGGTT 
>N_1639 
GCTGAGCCACCTCTCCAGTCAGGCATGAACTCTCTTAAACT 
>N_1640 
ATGATGTCCAATGAAGAAAAAGGAGCACAGAAAACAGAACA 
>N_1641 
GCTTTAGAAATTTATTGACCAGGTATTTCAAGTAAGGGTGT 
>N_1642 
AGCAAACTGCTGAGCCAAAGAGGGCAGTTTCTGCCTGGGAA 
>N_1643 
GGCGCTGAAGCACCTGGCTCAGGTAAGTGCCACATACTAGG 
>N_1644 
CCTTTTCAGAGCCAAGCTAAAGGCCCTATTGGCTTTCCTAC 
>N_1645 
TGGAGATGAATCTTCTTTTAAGGCATACATTTATATACATG 
>N_1646 
ATCAGATATGCGTGGGAGGTAGGGAAGGGCTGGAGTCTACC 
>N_1647 
TATGGTCCTCAGGACTAAACAGGTCCAGAGACATGCAAGTT 
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>N_1648 
AGTTGAATGCCATTGAAAATAGGGCTTATTTCTGAAATTTG 
>N_1649 
AGAGAGCCTCATAGAGTTCTAGGCCGTGTAACTTGTACTAG 
>N_1650 
GCGGCAGATTCACCTTTAACAGGAGCTACAGAGCATTGTAA 
>N_1651 
GGAGTCAGGAATCTCAACGCAGGCACAGAGGGCTCTCCCCA 
>N_1652 
AAGCAGTGTCCATTCCTCCCAGGAGAAGTACACAGCCACAT 
>N_1653 
TGCCAGGGAAATCCAAAGGAAGGACAGAGACAATTCCAGCA 
>N_1654 
CAAGAGTGTTGGTATCCCAAAGGTTCACCCAAGTCCCCTCT 
>N_1655 
ATAAAGTAAAAATATAACAAAGGGTTCTTTAATCTCATCAC 
>N_1656 
CAGCGCTCTAGAACTCAGGTAGGTGGGCGATCACTAGGCAC 
>N_1657 
CAGCTCCGTCTCCGTGACGGAGGAAAAACGCCTCAACTCTA 
>N_1658 
GTGTCTGTGTGTGTGATTCCAGGGTGCTATTGGTATGGAAG 
>N_1659 
CTCGTAAAGACACAGGAGTCAGGAGCTGAAGTTAAACACCT 
>N_1660 
TGAGCTACTCCAAACCCAAGAGGACACCTTATCTCTCTTTC 
>N_1661 
GAGAAGAGGACCTGGAGAAAAGGACTTCTTCCACTGGTATG 
>N_1662 
CACATTAATACTTCTTTTGGAGGAGGGGTAACATTTTTTAA 
>N_1663 
AAAAGCAGTTTTAATTAGTAAGGCTTTACTTGTCATACTTG 
>N_1664 
TAAAAACTTTGCGATGCTTCAGGTAGAGAAAGCTCAGAATA 
>N_1665 
AGGGAAAGAATGAGCAATCCAGGAGTATCAGCAGTTTTTGA 
>N_1666 
TAAGATTAATTTCCAGCTAGAGGAACAAAGCATTTGTGAGT 
>N_1667 
GATGGAACTGAAAGGTCCATAGGTAAGCTGAAGGATCTACA 
>N_1668 
GAAATTAACTGAACTTGTTAAGGCAGTAATAACATGATTTA 
>N_1669 
CACAGTGATGTAGTAGTGCCAGGTATTTAGTGCAGAGATTA 
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>N_1670 
GGTATTTAGTGCAGAGATTAAGGGGTTGTCCTACCACCAAT 
>N_1671 
TTATGAATGTCTAGTAATTCAGGAAAAAGCTGCTAGTGATC 
>N_1672 
CATTTTTGGGTAAAATGACAAGGGTTAGCAATTATGACTCA 
>N_1673 
TAGTGAGAGTAATCCTTTTAAGGGTGTCTTGTAAAAATAAA 
>N_1674 
GTTCCCAGAGTTGTTCTTATAGGGTTATCCGAACTCTACAA 
>N_1675 
AAGACACCAAAGACAATGGCAGGGACATGATGTTGGAATTT 
>N_1676 
CACAGCTTTGAACTCATAAGAGGTTAAAGCTATAAAATGAC 
>N_1677 
ACAAAGTGAGCAAATGCAAGAGGAGCATCATATGTCTGGGT 
>N_1678 
GATCCAGTCATGGTGATGGTAGGCCAGCTGCTCCACACCGA 
>N_1679 
CTCGAAGGAGCACACAGAAAAGGGGCAGCCTGAGAAAAGGA 
>N_1680 
AATATTTTCCAGCGATCTCAAGGGCAGCAAGAAAGCAGACT 
>N_1681 
ACTGGTGCTCTGGCGAGTGTAGGGATTGGGGTAGGCCACGA 
>N_1682 
TGCAAAGAATGACCTCCACAAGGTTTTCAAGGGAAAGTAGT 
>N_1683 
TAAACGTACAGATAATATTAAGGTGAGAATGATAGAATCAT 
>N_1684 
GTGTGTGATTACTCTAGGAGAGGAACCCAAATGAAACCAAG 
>N_1685 
GCTTTGTGGAACGATGGGCAAGGACCTCTTCAGCACAGGAT 
>N_1686 
TAGATATGGCGGCATGATTCAGGAACTCTCTACTTTATATC 
>N_1687 
AAGCGGCCTCTGCGAGGAGAAGGAATAAAGACGCCTTTATG 
>N_1688 
GAGGCGGGTGACAGGCAGGCAGGCGGGGCGGGGCAAGTGTC 
>N_1689 
ATAGTGACACCCGAGGCCCGAGGACGTCGGCTGGGGTGACA 
>N_1690 
CAAGATTTTATGGACACTGTAGGGAAGTTCAGTAGATATGA 
>N_1691 
TGGTGCTATGGTAGACAGGGAGGAAGGTGACCCAGACACTA 
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>N_1692 
TTTTATACCAGTTGAATGTTAGGAATATGATTGCAAATTTT 
>N_1693 
GTCTGCCTCTGTGCCTCCCCAGGAAACAGACAATAAGATCA 
>N_1694 
AAATACTCCAGATAGTTAAAAGGTAAGTTATAGAGAAAATG 
>N_1695 
CTGGAACCAGAATATGCTCTAGGAGCAGCAGACTTATGGAA 
>N_1696 
TTTATTACACAGTCCAAGTCAGGGAAACACAGACTCATGTT 
>N_1697 
GAGGCTGAAAATGAAACAGTAGGTTGCCACTCTGACTTTCT 
>N_1698 
GGTTGCCACTCTGACTTTCTAGGATATTCTGAATCCAGGAC 
>N_1699 
ACAATCTGCACTGCACACAGAGGATGGCATCTGAGAAGAAA 
>N_1700 
TGTCAAAATAAACATAATATAGGAACTTAGAAATTGTTTCT 
>N_1701 
CCTGAATTTAAGTACCACCAAGGTAAAGTGCATGGTAGATG 
>N_1702 
CAGCCTCCACAATCACCATCAGGCTCCAGTGGCCAGCCGGG 
>N_1703 
TGAGCTAATCCAAACCCAAGAGGACACCTTAGCTCCCTTTT 
>N_1704 
GAAGAACACTAGCATGCTGAAGGTCAAGAACTTGGCTTCAT 
>N_1705 
AAAAGCAGTTTTATTTAGTAAGGCTTTACATGTCATACTTG 
>N_1706 
TAAAAACGTTGCGATGCTTCAGGTAGAGAAAGCTCAGAATA 
>N_1707 
AAGGGAGGTAAATTGTAATTAGGATACATTATGTGAGGATA 
>N_1708 
CATATTCTCTGTAAAACTGGAGGTTCCCACATTCTGAAGAT 
>N_1709 
TCACTGAAGATGGAACTGAAAGGCCCATAGGTAAGCTGAAG 
>N_1710 
GTTGATTTCATCCATTGCAAAGGCCAATGCCAAAGCGTATT 
>N_1711 
CCATGAAAAGTGGAATGTTAAGGAAGAAGAAGACTCCCATC 
>N_1712 
TAGCAAAACTGGAGCTACTGAGGACACACAGGACACTTTAT 
>N_1713 
ACACAGTCCAAGTCATGCTGAGGCCGACTCATGTTTACAGT 
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>N_1714 
TCCTGACCCAGAACTCAGGGAGGTGGGCGATCACTAGGCAC 
>N_1715 
CAGTTGCACCTCCTTGATGGAGGAAAGACGCTTCAACTCTC 
>N_1716 
AGCTCGGGAAATTACCATAGAGGAAGAAAGAAAGGACATAT 
>N_1717 
TGGGTACAAATATACATCCAAGGATCCCTGCACTGGATGCC 
>N_1718 
ACATGAGTGACATGAGTAATAGGTAGCTGAGGCTTCTGTTA 
>N_1719 
TAATGTTCATAAAGATTTAAAGGAAATAAAACCAAGCAATT 
>N_1720 
TTCCATAATCTTCTGAATCCAGGACTACATTCCGCACTGCA 
>N_1721 
CTTGTCTTTCTATAACTATAAGGCATATGTCTAATCACACC 
>N_1722 
TTTATATAAGGTTAATTTCCAGGTAGGGGAACAGGGCATTT 
>N_1723 
CCCAAGAGGATTAGTGAAGTAGGCCCTTCTTAGAAAGGAGT 
>N_1724 
TGGGGCCATCTGATAGAGATAGGGATATTGTTCATCATCAC 
>N_1725 
ATGGGTGTAAAAGTTTTGCCAGGGATATTATGTCAGTTTAT 
>N_1726 
AAAACATAATGCAATATTACAGGATCAATTTCAATAAGTCA 
>N_1727 
CCAGGCAGGCCAAGTATCCAAGGACACAGTAGAATGCAGTA 
>N_1728 
TATTGATAATGAGTTTTAGAAGGTTCTTTTATGTTTTAGAT 
>N_1729 
GAGATGATAAATTAATACATAGGGACCTTGAATATGTAGAA 
>N_1730 
AAATGTTCTAATATCAATATAGGTTCCTTCTCTTCTATCAC 
>N_1731 
ATTCATTTGAGGTATGAAGTAGGATTTCATGGTCTTTTCAC 
>N_1732 
CATTTTTGGATATAATGACAAGGGTCATCAATTATGACTAT 
>N_1733 
GAAGTAGGTCCTTCTTAGAAAGGAGTTTACCTAAAATACAA 
>N_1734 
AATCATGGAGAAAATTAATGAGGAAAGACTTTTTATCTACT 
>N_1735 
ACAATAATATTGTACACTAGAGGTTGTGACTCACATAAAAC 
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>N_1736 
TCTTCATTACAGATATAATTAGGGATAGGGCTTTGCTTTTT 
>N_1737 
CTATGAAATAAATATGGTGTAGGTGTTACAGTTTTTCCATC 
>N_1738 
CCATGAGAAGTGTAATATTAAGGAGGAAGAAGACTCCCATG 
>N_1739 
CATTTATGATGTTATTAGAAAGGGGTTTGTGGAGTGTGTCG 
>N_1740 
CTAAAATGTCATGAGTAGCCAGGCTAAGAATGGTATTTCAA 
>N_1741 
AGGTTGTATATATTTGAGCAAGGATTATTTAGGTTATAAGA 
>N_1742 
TACCCTCAGTTCAAACGCACAGGTATGTAGTAGACCAAGGT 
>N_1743 
TATTGAGAACTAGGAAAATAAGGAATTTGCAGTATAATTTG 
>N_1744 
CAAGATTTAAATGTTTTAAAAGGGTCAGAAATTAGCCAACT 
>N_1745 
CACTCCTATGTAAGAGCATTAGGTGCTACACAGAGCTGGTC 
>N_1746 
TTGATGCCTTAGAAGACCATAGGAGGTCTGGAGGATCATCA 
>N_1747 
ACAAGCATGGAATAAGTGACAGGGAGGAGTGCTAGGTACAG 
>N_1748 
GTGTTAAGACTCCTGACCCCAGGCCAGACGTGTTTGTGAAG 
>N_1749 
GGGAAAGACTTAGTATACACAGGCCAGCTTTGAGAAAGATA 
>N_1750 
CTCTGAAATGATGGCAGGGCAGGGTCTTACAAGTAAATACA 
>N_1751 
GGACAGTGGAGGTGGAAAGGAGGTGGGGAAGAGGGGCATAC 
>N_1752 
GAAATTTGGAGATGCATAACAGGATTCAGCCCAGAAAATGA 
>N_1753 
TTATCTATGGAGGCATTTAGAGGCACACTTAAACTTCATCT 
>N_1754 
TTGGCTTCATTGAATGTGTCAGGCAGATTCTTGGCCAAGAA 
>N_1755 
AAGACACAGGTGGCTCTGTTAGGATGACCAATGAAGAAAAA 
>N_1756 
ATTTAGAAATTTTATTGACAAGGTATTTCAAGTAAGGGTAA 
>N_1757 
GTTTTTGGTTTTGTTGAAACAGGATCTTACCATGAAGTACA 
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>N_1758 
TGTTTTGGCTGGCTTTGAAAAGGACAGTCTATTTCAGGGTT 
>N_1759 
ATATAACTTGATTTTGTCCAAGGAATTCCTTTTGCAGTTTG 
>N_1760 
CTCTAGACTGCCTTTCTTTAAGGAAAAATGTTCAGAAACTT 
>N_1761 
CTAAAATGTCATGAGTAGTCAGGCTAAGGATGGTATTTCAT 
>N_1762 
TTCATTATAAATTAATTTATAGGAAATATCTTTGGCAAACT 
>N_1763 
CTAGCATCGTATTGAGAACTAGGAAAATAAGGAAATTGCAG 
>N_1764 
ATCCCAAGTATAGGTAATTCAGGTCTATCTGAAATCATACA 
>N_1765 
ATTGGACTTTGACTGGAAACAGGCAGAGTATATATAGGCAG 
>N_1766 
ATGACAGTAGAGGTCACCCCAGGACTCTCTCTCCAAGCACA 
>N_1767 
CCGGGCTCCACTGGCCTGCCAGGCCCTGGAGCATTGTCATC 
>N_1768 
TCTTCCTTTTATTAAGTCAAAGGCAGCTGGGCAGTGGTGGC 
>N_1769 
TGAAAAGGACAGTCTATTTCAGGGTGTTTGTGTAGAATTCC 
>N_1770 
GTTTGACATTAATAGTTTATAGGTGCTTCTTCTTATGTTTG 
>N_1771 
GTGTGTTGTGTTCTTTTGGTAGGTGTTTTTGTAAAGAATTA 
>N_1772 
CACTTTTGGATATAATGACAAGGGATAGCAATTATGACTAC 
>N_1773 
AAAAATGCAGATCCGAACACAGGTATGCAACACACACACAC 
>N_1774 
AAAGACCAAAAGGAAGGCAAAGGCCTTGCCAAGTACAAAGA 
>N_1775 
GATGGAACTGAAAGGTCCATAGGTAAGCTGAAGGATCTACA 
>N_1776 
CAAGATTTAGATATTTTAAAAGGGTCAGAGATTAACCAACT 
>N_1777 
CAATATAAAGGGTCAAAAGGAGGGCTTTATGTTAAAGATCA 
>N_1778 
CTGTGTATCACAGGGTTGCAAGGCAACAGGCAAAACATTCA 
>N_1779 
CACTGAGCTTCCTACCTCAGAGGGTACCAGGTTGTGAACCT 
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>N_1780 
GAGAGGAAGGGAGGGAGAGCAGGAGTCCACCAGGCCTCCTG 
>N_1781 
GGGCGGTGGAGGAGGGAAGGAGGTGGGGGAGAGGGGCATAC 
>N_1782 
GAGAGAGAGAGAGAGATTCCAGGGTGCTAGTGGTATAGAAG 
>N_1783 
TCTCATTTATATGTAGCCAAAGGTAAACAAAAATCTTTAGG 
>N_1784 
TGGAAGGCCAATGAAGAGAAAGGAGCACAGAAAACAGGACA 
>N_1785 
TGCACTAATTTTAGCACAGAAGGAAAAAATTATCTCTGTAG 
>N_1786 
GTTTTTGCAAGATTTTGTTAAGGATTTTTATATCTACAACT 
>N_1787 
ATCTTTGGTTTTGTTGAAACAGGATCTTACCATGAAGTACA 
>N_1788 
CTACTATAATGTGACCTTGAAGGGAAAAAGTCCAATAGGGA 
>N_1789 
TGGAAGGCCAATGAAGAGAAAGGAGCACAGAAAACAGGACA 
>N_1790 
TGTCATAAGTCATAGGAAGAAGGCAGAATATGAGAGGAAAT 
>N_1791 
TGTTTTGGCTGGCTTTGAAAAGGACAGTCTATTTCAGGGTG 
>N_1792 
ATATAACATCACTTTGTCCAAGGAATTCCTTTTGCAGTTTG 
>N_1793 
TGTTCCAGAAGTTTAAGGTAAGGGAGGAGATTACTGTTTCA 
>N_1794 
ACAACAAAGAGAGCAGCATGAGGTGTGGTACATGTGAAAAC 
>N_1795 
TCTTCATTACAGAAATAATTAGGGATAGGGCTTTCTTTTTT 
>N_1796 
TTACGAAATAAATATGGTGTAGGTATTACAGTTTTTCCATC 
>N_1797 
AGGAGCAACACACTTATGGAAGGACTGTCAGCAGAATTTAT 
>N_1798 
ACATGTTTTGAATCCATGGAAGGAAACCCCCCCCTTTTTTT 
>N_1799 
GTGGAACATAGGAAATTTGGAGGAAATAGTGGTATTGTTTA 
>N_1800 
ACATGTGTCTTAAACTTTATAGGATCTTCCCCAGCATACCT 
>N_1801 
AATTCCCTAGAGGTATTCACAGGAAAAAGGATTTAGAATTT 
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>N_1802 
GTATTAATCTCTACCTTAGTAGGCTTGTCTAATGTTACAAG 
>N_1803 
ATGATCATACTTCTATGAAGAGGAACTTCCGGAAGTGATAG 
>N_1804 
TTTTTTTATCCAATATTGAAAGGGTTGAGCTGACATCTGTA 
>N_1805 
GATTCCTATCATGTTCACAAAGGCAAAGCAAATTTCCTTGC 
>N_1806 
TGCCTAATACTTTTTTAAAAAGGCATTTATTCCTCATTCCA 
>N_1807 
AACTGAGAACTAGGAAAATAAGGAAACTTCTGTGATATTTT 
>N_1808 
CAGTAAAAACTGTTACTAGGAGGGCTTTATGTGAAGAATCA 
>N_1809 
TTTATTTCTCTAGTCAAAGGAGGTGTTTGTTCCATAGTTAT 
>N_1810 
GCCCATGTAATAACATAGGTAGGTAAATACATAGAATAATA 
>N_1811 
TGTTTATATTATTTGATAGAAGGGAGTGATAAAAGTAAGCA 
>N_1812 
TGCCACAGTGTAGATCAATAAGGCAAGCTAGACCTGTTATC 
>N_1813 
TCTATATTTTGTTAACAAGTAGGTTTTCTTTGTCCAGTAAT 
>N_1814 
GATAGAATTGGAGCAAGAAGAGGACCTGGAGAAAAGGACTT 
>N_1815 
CATGAAGACTGACTCCGGGAAGGGGTTGTTTTTGTTAATGC 
>N_1816 
CATATGAATATCTGTTCCAGAGGTTTAATTAAGGGAGGAGA 
>N_1817 
AACAGAGATCATTTTCACAAAGGCAAAGCAAATTTCCTTGT 
>N_1818 
GTGGAGATAAAAAGCTGTCCAGGTACTTCCAGAAACTTAAA 
>N_1819 
AAAAAAAAAAGTGGGCCACTAGGCAATGGGAATGAAATAAT 
>N_1820 
AGGAGCAACACACTTATGGAAGGACTGTCAGCAGAATTTAT 
>N_1821 
CGGTAAAGATTGAGTTTTAAAGGCTCAACAAGACCCAGAAA 
>N_1822 
AATAAAGTAAAATATAACAAAGGGTTCTTTAATCTCATCAC 
>N_1823 
ATGAAGAATGTGTTCCTTAAAGGGACATTGCTAATGATCAT 
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>N_1824 
TTCCAGAATTTTCTGAGTCCAGGACCTTAATCAGAACTGCA 
>N_1825 
AGTTGACAAAAATCCAAAGTAGGGAAAAGAATGAGCAATCC 
>N_1826 
GGGAAAAGAATGAGCAATCCAGGGATATCAGCAGTTTTTGA 
>N_1827 
TACTATTCATATAAGCTATGAGGTAGGATTTCCTGGTCTTT 
>N_1828 
TAATTAGGATACATTATGTGAGGATAACAAGTGATTGTCCA 
>N_1829 
TCCATGTTTCCAATGTTTGAAGGAATTTTGATACTTTTACA 
>N_1830 
AGTCATACCCAGGTAATTATAGGGCAAAATAAATCGGTCTA 
>N_1831 
GTGAAATAATCTTTCTCAATAGGTTTCTGAACTACTGCCAG 
>N_1832 
AGTCTTTCATAAGAATACAGAGGAAATTTGTTTTTCAAGTT 
>N_1833 
TGTGGTGAGGGCAGCAGAGCAGGAAAGGACAGAGGGTGTGG 
>N_1834 
ATTCTCTGTATACAAAAGTCAGGTCCTTAGGTGCACTGAGC 
>N_1835 
TTTGTACTTGACAGCAGAAAAGGAACATTTCCTTCATAGAC 
>N_1836 
AGAGTGTTTAGTTCTCAGAGAGGAAATGAAGCAAGGGAATG 
>N_1837 
CCCTTGGTGCTATGGTAGACAGGGAGGAAGGTGACCCAGAC 
>N_1838 
CTGTTATTGGCCTTCACAATAGGAGTGTCATGGTGCTTCAC 
>N_1839 
CAACACAGAATTGAACAGGTAGGCTGTATGTATATATACAT 
>N_1840 
TCTTACTTTTTTGAAGCCAAAGGCAGTTGGGCAGTGGTGGC 
>N_1841 
ATTCAAATGAGGTATGAAGTAGGATTTCGTGGTCTTTTCAC 
>N_1842 
ACAACACAGAGAGCAGCATGAGGTGTGGTGCATGTGAAAAC 
>N_1843 
TTTTTGAGTGCTTGACCAGAAGGTAAAGAGAAAACCACAGA 
>N_1844 
TGGAGCTACTGAGGACACACAGGACACTTTATTACACAGTC 
>N_1845 
ATGCCTTAGAAGACCCGAGGAGGTCTGGAAGATCCTCACAC 
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>N_1846 
CCAGAAGGTATAAGTCCTAAAGGACATGATACAAAAAAATG 
>N_1847 
CCCCTCTCATACATGCAGTCAGGTACCCACTGCGCTCCATC 
>N_1848 
GTTTTTAAAACTCATTGGAAAGGTAGGAGTGGTTGGCTCCG 
>N_1849 
CCTATTTTTACTTTGATTCCAGGCCAAAAGAGAGAGCAAGA 
>N_1850 
TCTATATTTTGTGAATAAGTAGGATTTCTGTGTCTAGTAAT 
>N_1851 
ATTTTTGGTTTTGTTGAAACAGGATCTTACCATGAAGTACA 
>N_1852 
AGTTGACAAAAATCCAAAGTAGGGAAAGAATGAGCAATCCA 
>N_1853 
TCCAGGTATTCATATGAAATAGGAATTTCTGAATGTAAAGT 
>N_1854 
ATCCCAAGTATAGGTAATTGAGGTCTATCTGAAATCATACA 
>N_1855 
CTTACCAACACCTGTTCCAGAGGTTTAAGGTAAGGGAATAG 
>N_1856 
CCACATTCGCTACACTGAAAAGGCTTTTCTCCAGTGTGTAT 
>N_1857 
ACAAGCATGGAATAAGTAACAGGGAGGCATGCTATTTACGG 
>N_1858 
TTAGAGTGTCATCAAGTCAGAGGGAATCTGACAGTGTTAAG 
>N_1859 
CTGTCCCTGGCACAAAGGCCAGGAAGCCATGTGTCCATGAC 
>N_1860 
TGCAGAAGACACACCCCATGAGGACCAATGCTCCCCAGGCC 
>N_1861 
GAAGCTTCCAAGTGCCATGCAGGCCAAATATCCCAGGATAC 
>N_1862 
GAAACAACACAAAATTGAACAGGTAGGCTGTATGTATATAT 
>N_1863 
CATGGTATATTGCAATTGACAGGTCAACTCTTATCCCCTAC 
>N_1864 
TATAAGATTAATTTCGAGGTAGGAGAACAGGGCATTTGTGA 
>N_1865 
CTAACTTCATCTTAATCCCAAGGTGTTGTGAGAGATTCCCA 
>N_1866 
ACTGTTCTTAATATATACCCAGGTAATTCTGGTGCAAAATA 
>N_1867 
TTATAATCATTTACAATTAGAGGTCAAAATTCTTGACACAT 
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>N_1868 
TGTTTTGGCTGGCTTTGAAAAGGACAGTCTATTTCAGGGTG 
>N_1869 
ATATAACATCACTTTGTCCAAGGAATTCCTTTTGCAGTTTG 
>N_1870 
CATTCACTACTATTCGTATGAGGTATGAAATAGTATTTCGT 
>N_1871 
CCAGTAGTTTAAGGTAAGGGAGGAAATTACTGTTTCATTAG 
>N_1872 
AAATGTATTTAAAGAAAGAAAGGAAGAGAGGAATTACAACA 
>N_1873 
TGGAAAAATATGGAAGAACAAGGTATTGGAACCCCATAACT 
>N_1874 
ACATAGCAATAAATTCTACAAGGTTTATAATAATATTATAT 
>N_1875 
GACATATTTGGTAAAAGATCAGGATTTCTGTTGATTTCATC 
>N_1876 
CAATATAAAGTATCAAAAGGAGGGCTTTATGTTAAAGATCA 
>N_1877 
AAATTTCAATTTAAGGGCAGAGGCTGAAAATGAAACAGTAG 
>N_1878 
TTATGAATGTCTAGTAATTGAGGAAAAAGAGCTGCTAGTGA 
>N_1879 
AAGGTGGGCCTTTCTCATAAAGGAGTTTACCTAACATACAA 
>N_1880 
GGAGTCAGGAATCTCAATGCAGGCACAGAGGGCTCTCCCCA 
>N_1881 
AGAGGGAGAGGGAGGAGAAAAGGTTTTCCCCCCGGAACTGA 
>N_1882 
TTATCTATGGAGACATTTAGAGGCACACTCAAACTTCATCT 
>N_1883 
CAGTGCCTCACTGAGGATTGAGGACAATATAACAGCTATAT 
>N_1884 
TAAAAAAGTTGCTATGCTTCAGGTAGAGAAAGCTCAGAATA 
>N_1885 
GCTACTATACATCAGGCAATAGGTAAAAATATTAAATTTCT 
>N_1886 
ATTCATATAAGCTATGAGGTAGGATTTCCTGGTCTTTTCAC 
>N_1887 
TCCAGAGGTTTAATTAAGAGAGGAGATTACATTGTCCAAAG 
>N_1888 
GATCGTCATCTGGGATGACAAGGCCAATCCAGTTCCAGTTG 
>N_1889 
AGGTGTTTATGCTATAATCCAGGATTCCTTCTACGATTGAG 
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>N_1890 
CCTTCTCTATTCCTCCATGAAGGTATCTGTCAACTTCTGGT 
>N_1891 
TTATGTAATAAATATGGTGTAGGTATTATAGTTTTTCCATC 
>N_1892 
TTCATTATAAATTAATTTATAGGAAACATCTTTGGCAAACT 
>N_1893 
CTAGCATCCTATTGAAAACTAGGAAAATAAGGAAATTGCAG 
>N_1894 
GCTATGGTAGACAGGGAGGAAGGTGACCCAGACACTGCAGA 
>N_1895 
AGAGAAACAGAAGGCCATTAAGGCAAGTGCCATTCCCAAGG 
>N_1896 
GTGACACATAGATACATATGAGGAGTATCTAACACTCATTT 
>N_1897 
TAATTTCCAGGTAGGGGAACAGGGCATTTGTGAGTCACAAA 
>N_1898 
ATGAAAAAAAAGAAATATACAGGAGACTAGAAATTGGTTCC 
>N_1899 
TTCCATTAGCCAATTAAATGAGGCATCAGATGAATTGTTCT 
>N_1900 
TTCATAAGTTGTACACCTTTAGGAAAATATATACAAATGAA 
>N_1901 
AGTCAAATTACTAACTCCACAGGCTGGATTGCAGCTTTTCA 
>N_1902 
TGGGTGTCTGAACTGCTGCCAGGATGAAAGCACAACTTAAT 
>N_1903 
TGGAGCTACTGAGGACTCACAGGACACTTTATTACACAGTC 
>N_1904 
TTTGGACTGGAAACAAGAAGAGGTTATATAGGCAGTTCATC 
>N_1905 
TGCCCCCAAGCGGACTCATAAGGTGGGCTTTTCTCATAAAG 
>N_1906 
TTGATGCCTTAGAAAAACCGAGGAGGTCTGGAGGATAATCA 
>N_1907 
TATACAAAAGTCAGGTCCTTAGGTGCACTGAGCCCTTTCCC 
>N_1908 
TGGCTCCTGACTCAGAACTCAGGGAGGTGTGTGATCACTAG 
>N_1909 
CATTCACCTGTAGCCTAGACAGGTCTGAAATTTGCACCACC 
>N_1910 
TAAGGCAAGTGCCATCCCCAAGGGGTCTTCATAGCTTAGGA 
>N_1911 
GGGGTCTTCATAGCTTAGGAAGGTGACACCTTTCTGAATAC 
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>N_1912 
TTGTCAATGTATTTCAAGTAAGGGTAATGAAAGAAGCTTTG 
>N_1913 
TATTGATAATGAGTTTTAGAAGGTTCTTTTATGTTTTAGAT 
>N_1914 
AGGATTATCAGCAGTTGTGGAGGTGTATTAACTCCGATTAG 
>N_1915 
TATAAGATTAATTTCCTGGTAGGGGAACAGGGCATTTGTGA 
>N_1916 
ATGTGTCTTCCTACCTCTGCAGGCATCTTAGGAATGTCTTA 
>N_1917 
ATACCTGTTCCAGAAGATTAAGGTAAGGGAGGAGATTACTG 
>N_1918 
AATCATGGAGAAAATTAATGAGGAAAGACTTTTTATCTACT 
>N_1919 
TTCCATTAGCCAATCAAATGAGGCATCAGATGAACTGTTCT 
>N_1920 
AGCACCAGGACAGAAGACTCAGGAATTTGCCTAATCTTCAT 
>N_1921 
AGATAGCTAGTCTGTCCTTGAGGTCCCACCGACTACTGTGC 
>N_1922 
AGTCTCTGTATACAAAAGTCAGGTCCTTAGGTGCACTGAGC 
>N_1923 
GAAGCCTGGATCAGATCACAAGGGTTGTAGAAAACCTCAGT 
>N_1924 
AGAATGCACTTCACTTCAGAAGGAAAGACTCTAGCAGCAGC 
>N_1925 
CCCACTGTGTTCAGAAAGGCAGGAAATGTTGCAGGAGGTGT 
>N_1926 
CTTAGGTATTAGTGTTAATGAGGTAAGCTGCCACATCGAGC 
>N_1927 
TGTCTTCTCAGCCTACAGAGAGGAAGAATGACCTCCTTCCC 
>N_1928 
TGGTGCTATGGTAGACAGGGAGGAAGGTGACCCAGACACTG 
>N_1929 
GTTTTTGGTTTTGTTGAAACAGGATCTTACCATGAAGTACA 
>N_1930 
AGTTGACAAAAATCCAAAGTAGGGAAAAGAATGAGCAATCC 
>N_1931 
GGGAAAAGAATGAGCAATCCAGGAGTATCAGTAGTTTTTGA 
>N_1932 
CATATGAATATCTGTTCCAGAGGTTTAATTAAGGGAGGAGA 
>N_1933 
ACTCAAACCTAAATACAAAAAGGCAGGCAAAGTCCATGCCA 
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>N_1934 
AAAACATAATGCAATATTACAGGATCAATGTCAATGCCATC 


