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rRNA annotations
45S_pre-ribosomal_RNA

5'_external_transcribed_spacer

misc_feature;site_of_initiation_of_transcription

repeat_region;mononucleotide_(perfect)

repeat_region;mononucleotide_(perfect)

repeat_region;trinucleotide_(compound)

18S_ribosomal_RNA

internal_transcribed_spacer_1

5.8S_ribosomal_RNA

internal_transcribed_spacer_2

repeat_region;CG-rich_region

28S_ribosomal_RNA

repeat_region;CG-rich_region

repeat_region;CG-rich_region

repeat_region;CG-rich_region

repeat_region;CG-rich_region

repeat_region;CG-rich_region

repeat_region;CG-rich_region

3'_external_transcribed_spacer

repeat_region;variation_in_X04886%3B_trinucleotide_(perfect)

terminator;Sal_box_1%3B_transcription_termination_motif

repeat_region;mononucleotide_(perfect)

terminator;Sal_box_2%3B_transcription_termination_motif

repeat_region;mononucleotide_(perfect)

misc_feature;termination_of_mammalian_rDNA_replication

repeat_region;mononucleotide_(perfect)

terminator;Sal_box_3%3B_transcription_termination_motif

terminator;Sal_box_4%3B_transcription_termination_motif

terminator;Sal_box_5%3B_transcription_termination_motif

repeat_region;mononucleotide_(perfect)

terminator;Sal_box_6%3B_transcription_termination_motif

repeat_region;mononucleotide_(perfect)

terminator;Sal_box_7%3B_transcription_termination_motif

repeat_region;mononucleotide_(perfect)

terminator;Sal_box_8%3B_transcription_termination_motif

terminator;Sal_box_9%3B_transcription_termination_motif

repeat_region;pentanucleotide_(compound)

repeat_region;TG-rich_region

repeat_region;AT-rich_region

repeat_region;dinucleotide_(imperfect)

repeat_region;AT-rich_region

repeat_region;PB1D9

repeat_region;tetranucelotide_(perfect)

repeat_region;truncated%3B_B2_Mm2

repeat_region;tetranucleotide_(compound)

repeat_region;truncated%3B_B1

repeat_region;tetranucleotide_(perfect)

repeat_region;CT-rich_region

repeat_region;TG-rich_region

repeat_region;CT-rich_region

repeat_region;tetranucleotide_(perfect)

repeat_region;hexanucleotide_(perfect)

repeat_region;TG-rich_region

repeat_region;B1

repeat_region;tetranucleotide_(compound)

repeat_region;B2_Mm1

repeat_region;truncated%3B_B2_Mm2

repeat_region;truncated

repeat_region;CT-rich_region

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(compound)

repeat_region;truncated%3B_PB1D9

repeat_region;compound

repeat_region;tetranucleotide_(compound%2C_imperfect)

repeat_region;CT-rich_region

repeat_region;trinucleotide_(perfect)

repeat_region;B2_Mm1

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;trinucleotide_(compound)

repeat_region;dinucleotide_(imperfect)

repeat_region;dinucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;T-rich_region

repeat_region;B1

repeat_region;trinucleotide_(perfect)

repeat_region;mononucleotide_(imperfect)

repeat_region;B2_Mm1

repeat_region;T-rich_region

repeat_region;mononucleotide_(perfect)

misc_feature;repeat_RI-1%3B_RI-1

repeat_region;B2_Mm2

repeat_region;G-rich_region

repeat_region;mononucleotide_(perfect)

repeat_region;B1

repeat_region;truncated%3B_B2_Mm2

repeat_region;AT-rich_region

repeat_region;AT-rich_region

repeat_region;dinucleotide_(perfect)

repeat_region;B1

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;CT-rich_region

repeat_region;tetranucleotide

repeat_region;pentanucleotide_(perfect)

repeat_region;B1

repeat_region;T-rich_region

repeat_region;B1

repeat_region;repeat_RIII-1

repeat_region;B1

repeat_region;mononucleotide_(perfect)

repeat_region;CT-rich_region

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(compound)

repeat_region;truncated%3B_B1

repeat_region;truncated%3B_B1

repeat_region;tetranucleotide_(compound)

repeat_region;dinucleotide_(perfect)

repeat_region;T-rich_region

repeat_region;truncated%3B_B1

repeat_region;dinucleotide_(perfect)

repeat_region;tetranucleotide_(compound)

repeat_region;CT-rich_region

repeat_region;truncated%3B_B1

repeat_region;AT-rich_region

repeat_region;CT-rich_region

repeat_region;tetranucleotide_(perfect)

repeat_region;CT-rich_region

repeat_region;truncated%3B_B1

repeat_region;B2_Mm1

repeat_region;mononucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;CT-rich_region

repeat_region;truncated%3B_B1

repeat_region;dinucleotide_(imperfect)

repeat_region;B1

repeat_region;CT-rich_region

repeat_region;trinucleotide_(perfect)

misc_feature;repeat_RII-1%3B_RII-1

misc_feature;similar_to_amplification_promoting_sequence_1%3B_APS1%3B_similar_to_GenBank_Accession_Number_X52413

repeat_region;AT-rich_region

repeat_region;B2_Mm1

misc_feature;similar_to_amplification_promoting_sequence_1%3B_APS1%3B_similar_to_GenBank_Accession_Number_X52413

repeat_region;truncated

repeat_region;truncated%3B_B2_Mm2

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(compound)

repeat_region;T-rich_region

repeat_region;truncated%3B_B1

repeat_region;dinucleotide_(imperfect)

repeat_region;pentanucleotide_(perfect)

repeat_region;B1

repeat_region;AT-rich_region

repeat_region;B1

misc_feature;Block_1

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;pentanucleotide_(perfect)

repeat_region;truncated%3B_B1

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;trinucleotide_(perfect)

repeat_region;B2_Mm1

misc_feature;repeat_RI-2%3B_RI-2

repeat_region;G-rich_region

repeat_region;mononucleotide_(perfect)

repeat_region;truncated%3B_B1

repeat_region;dinucleotide_(perfect)

repeat_region;pentanucleotide_(perfect)

repeat_region;B1

repeat_region;AT-rich_region

repeat_region;tetranucleotide_(perfect)

repeat_region;B1

repeat_region;repeat_RIII-2

repeat_region;AT-rich_region

repeat_region;truncated%3B_B1

repeat_region;truncated%3B_B4

repeat_region;mononucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;T-rich_region

repeat_region;truncated%3B_B1

repeat_region;truncated%3B_B1

repeat_region;mononucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;dinucleotide_(perfect)

repeat_region;truncated%3B_B1

repeat_region;truncated%3B_B1

repeat_region;truncated%3B_B4

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;T-rich_region

repeat_region;tetranucleotide_(compound%2C_imperfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;truncated%3B_B1

repeat_region;CT-rich_region

repeat_region;trinucleotide_(perfect)

misc_feature;repeat_RII-2%3B_RII-2

misc_feature;similar_to_amplification_promoting_sequence_1%3B_APS1%3B_similar_to_GenBank_Accession_Number_X52413

repeat_region;AT-rich_region

repeat_region;truncated

repeat_region;truncated%3B_B3

repeat_region;tetranucleotide_(compound)

repeat_region;mononucleotide_(perfect)

repeat_region;truncated%3B_B1

repeat_region;truncated

repeat_region;truncated%3B_B2_Mm2

repeat_region;tetranucleotide_(perfect)

repeat_region;CT-rich_region

repeat_region;tetranucleotide_(perfect)

repeat_region;truncated%3B_B1

misc_feature;similar_to_amplification_promoting_sequence_2%3B_APS2%3B_similar_to_GenBank_Accession_Number_X52412

repeat_region;dinucleotide_(perfect)

repeat_region;AT-rich_region

repeat_region;pentanucleotide_(perfect)

repeat_region;B1

protein_bind;

repeat_region;AT-rich_region

repeat_region;B1

repeat_region;mononucleotide_(perfect)

repeat_region;CT-rich_region

repeat_region;tetranucleotide_(perfect)

repeat_region;mononucleotide_(perfect)

misc_feature;Block_2

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;pentanucleotide_(perfect)

repeat_region;truncated%3B_B1

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;trinucleotide_(perfect)

repeat_region;B2_Mm1

misc_feature;repeat_RI-3%3B_RI-3

repeat_region;mononucleotide_(perfect)

repeat_region;truncated%3B_B1

repeat_region;dinucleotide_(perfect)

repeat_region;pentanucleotide_(perfect)

repeat_region;B1

repeat_region;AT-rich_region

repeat_region;tetranucleotide_(perfect)

repeat_region;B1

repeat_region;repeat_RIII-3

repeat_region;AT-rich_region

repeat_region;truncated%3B_B1

repeat_region;mononucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;T-rich_region

repeat_region;truncated%3B_B1

repeat_region;truncated%3B_B1

repeat_region;mononucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;dinucleotide_(perfect)

repeat_region;truncated%3B_B1

repeat_region;truncated%3B_B1

repeat_region;truncated%3B_B4

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

repeat_region;T-rich_region

repeat_region;tetranucleotide_(compound)

repeat_region;tetranucleotide_(perfect)

repeat_region;truncated%3B_B1

repeat_region;CT-rich_region

repeat_region;trinucleotide_(perfect)

misc_feature;repeat_RII-3%3B_RII-3

misc_feature;similar_to_amplification_promoting_sequence_1%3B_APS1%3B_similar_to_GenBank_Accession_Number_X52413

repeat_region;AT-rich_region

repeat_region;truncated

repeat_region;truncated%3B_B3

repeat_region;tetranucleotide_(compound)

repeat_region;GT-rich_region

repeat_region;truncated%3B_B1

misc_feature;Block_2_insertion/deletion

repeat_region;dinucleotide_(perfect)

repeat_region;pentanucleotide_(perfect)

repeat_region;B1

repeat_region;repeat_RIII-4

repeat_region;AT-rich_region

repeat_region;B1

repeat_region;tetranucleotide_(perfect)

repeat_region;truncated%3B_B1

repeat_region;dinucleotide_(perfect)

repeat_region;dinucleotide_(perfect)

repeat_region;truncated%3B_B1

repeat_region;B2_Mm1

repeat_region;trinucleotide_(imperfect)

misc_feature;repeat_RII-4%3B_RII-4

misc_feature;similar_to_amplification_promoting_sequence_1%3B_APS1%3B_similar_to_GenBank_Accession_Number_X52413

repeat_region;truncated

repeat_region;truncated%3B_B2_Mm2

repeat_region;tetranucleotide_(perfect)

repeat_region;CT-rich_region

repeat_region;tetranucleotide_(perfect)

repeat_region;truncated%3B_B1

misc_feature;similar_to_amplification_promoting_sequence_2%3B_APS2%3B_similar_to_GenBank_Accession_Number_X52412

repeat_region;dinucleotide_(perfect)

repeat_region;AT-rich_region

repeat_region;pentanucleotide_(perfect)

repeat_region;B1

protein_bind;

repeat_region;AT-rich_region

repeat_region;B1

repeat_region;mononucleotide_(perfect)

repeat_region;CT-rich_region

repeat_region;tetranucleotide_(perfect)

repeat_region;mononucleotide_(perfect)

rep_origin;origin_of_bidirectional_replication%3B_OBR

repeat_region;truncated%3B_similar_to_GenBank_Accession_Number_X06910%3B_B1

repeat_region;truncated%3B_similar_to_GenBank_Accession_Number_X06910%3B_B1

repeat_region;dinucleotide_(perfect)

repeat_region;tetranucleotide_(perfect)

promoter;spacer_promoter%3B_similar_to_GenBank_Accession_Number_X06186

enhancer;enhancer_of_gene_transcription%3B_similar_to_GenBank_Accession_Number_V00847%3B_variable_enhancer

repeat_region;mononucleotide_(perfect)

repeat_region;enhancer_repeat

repeat_region;mononucleotide_(perfect)

repeat_region;enhancer_repeat

repeat_region;mononucleotide_(perfect)

repeat_region;enhancer_repeat

repeat_region;mononucleotide_(perfect)

repeat_region;enhancer_repeat

repeat_region;mononucleotide_(perfect)

repeat_region;enhancer_repeat

repeat_region;mononucleotide_(perfect)

repeat_region;enhancer_repeat

repeat_region;mononucleotide_(perfect)

repeat_region;enhancer_repeat

repeat_region;mononucleotide_(perfect)

repeat_region;enhancer_repeat

repeat_region;mononucleotide_(perfect)

repeat_region;enhancer_repeat

repeat_region;mononucleotide_(perfect)

repeat_region;enhancer_repeat

repeat_region;mononucleotide_(imperfect)

repeat_region;enhancer_repeat

repeat_region;mononucleotide_(perfect)

repeat_region;truncated_enhancer_repeat

terminator;Sal_box_0%3B_proximal_terminator

promoter;promoter_of_gene_transcription%3B_similar_to_GenBank_Accession_Numbers_M18062-M18066%3B_M20154%3B_V00849%3B_K01448%3B_V00850

promoter;upstream_promoter_element%3B_UPE

promoter;core_element_of_rRNA_gene_promoter

het_f_1
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0 _
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147.24 _
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147.24 _
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homo_m_3
147.24 _
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0 _
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