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ABOUT GLIMMER

Glimmer is a system for finding genes in microbial DNA, especially the genomes of bacteria, archaea, and viruses.
Glimmer (Gene Locator and Interpolated Markov ModelER) uses interpolated Markov models (IMMs) to identify the
coding regions and distinguish them from noncoding DNA. The IMM approach is described in our original Nucleic Acids
Research paper on Glimmer 1.0 and in our subsequent paper on Glimmer 2.0. The IMM is a combination of Markov
models from 1st through 8th-order, where the order used is determined by the amount of data available to train the
model. In addition, the positions used as context for the model need not immediately precede the predicted postion
but are determined by a decision procedure based on the predictive power of each position in the training data set
(which we term an Interpolated Context Model or ICM). The models for coding sequence are 3-periodic
nonhomogenous Markov models. Improvements made in version 3 of Glimmer are described in the third Glimmer
paper.

Glimmer was the primary microbial gene finder used at The Institute for Genomic Research (TIGR), where it was first

developed, and has been used to annotate the genomes of thousands of bacterial, archaeal, and viral genomes around
the world.

VERSIONS

Glimmer version 3.02b is the current version of the system.
Version 3.02 Release Notes Download Glimmer v3.02
Glimmer has been pre-compiled for the Sun SPARC and Sun 64-bit (AMD) platforms by Mithun Sridharan.

The previous, legacy version of Glimmer, v2.13, can still be downloaded by clicking here and is described on this page,
including a summary of the changes made from Glimmer2 to Glimmer3.

http://ccb.jhu.edu/software/glimmer/index.shtmi
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. EHEKorfE#E: long-orfs -n -t 1.15 genom.seq runl.longorfs

-n H XHERETT, RE8Rorf
-t EEERSEE, NTREFHERE
#m A genom.seq #ittirunl.longorfs

. IREUEFEE: extract -t genom.seq runl.longorfs > runl.train
. HERRTMAZEEL: build-icm -r runl.icm < runl.train

. B=EFM: glimmer3 -050 -g110 -t30 genom.seq runl.icm runl
o XAEEBRBRKERE, NTRERE

-g BERRFBRKEHE, XTHERE

-t orff3 N R1E, KTRERE

4 XWX runl. detailflrunl.predict

. IRIEBTNERIZEUES]: extract -t genomseq runl.predict > predict.fasta
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| Complete GCA _800635275.1_40757_D01_genomic_noplasmid.faa
N EDE o] ) .
. - d B s 4 Complete GCA_900635275.1_40757_D01_genomic_noplasmid.fasta
s | 0 tm: 0F ] Complete_GCA_903932605.1_HU-14_genomic_noplasmid.faa v
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*input_fasta: (%)

*args_max_olap: (?)

*args_threads: (%)

*args_gene_len: (%)
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>NZ_CP021252.1 Corynebacterium striatum strain KC-Na-@1 chromosome, complete genome @
CTGCCGTGGATGCTTCATCAGAAAGCACACGCATCGCATCGCCGACGGCACGGAAGGATGGGTCCGCGTTACGGGCGGCA
TCAATCGCCCTTTCGTATTCATGGCGCGCAGATTCCAGATCAGCAGCTGCCTTTTGTGCGGCCTCGCCCTGGTCATTCCA
CCAGTGCCCATCTGTGTTTTCGAGCTGGGAAATCAGCTGCTGGTACTCGGCACCACCATCGGCGATTATCTTTCCCAAGT
CATCCCATGTTTTACCCTGCTTTTCCAGGGTGTCCCCGGTCAAAGTGGCAGCATCGGCCATCGTCTCCATTTTGCCGACA
ACGGATTCGGTGCTGTAGCCAAGCAAGGAAGAGACATCGACAGCTCCTAAAGCAGCGCCACGCCAACCTTCCATTGTCTC
TGCACCCGCGCGCATAGAAGCAGTAAATCCCGCTGCTACCGTAGCGGCGTCTTCCATCTGCTCTTTACTTAGCGGAGTCG
TAGTGCCGGCAAGGGCTACATTAAGCCTTTGCTGCGCTTCAGCCGCATCATCCGTGGTGCGTCGGTAGTGCTCTTGAGCT
TGGGCAGCGCGCTGGTTGAAAGCGATAAGGTCGCCGATAACTGCAGTGGCTCCGGCAAGAGCAATGCCCCACGGACCACC
GAGCATATTCATTAGGCCACTGCCTGCGCCCTTGAGCTTGTCCATTCLTGCGGLCGGCGACGLCGCCCTGGCCACCAAGTA
CTCGCATCGCGGCGCCGGTGCGACTCATTTCTGGGTTGGCCTGACGCATATAGCCGTAGGCCTCGGTCAGAGAAGAGCCG
AATACCTTGATTCCAGCGCGAGAAGACGTAAAGGCATCCGTGAGCTTAGTGACCATTGCGGCACCACGTTCAGTCTGCAA
AGCCTTCAGCGCGAACTGGACAGTGCCAAGAGCGATCGCAGCTTCCTTCACCGGCTGCGGAAGCTGACCCCATACTTCAA
CCGACTTTCCGATTGCCTGGGTAGCTGTTCCGAAAGTAGAAGCAGTTAACCCGGCGAATGTCTCGATTGCTGGTGACGCT
TTATCAACCATCGATACCGCGGCATTACCAGTATCGACCAGCTCATCTTTCACGGCATCGAATACACCAAGTCGGACGTC
TTCCATGGTGTTCTGGAAGCGCTCCCACACACCCGGTAGGCCCTGAGTCTGCGLCGCTGCGACCTCCGLGGCCTGGLCCT
GCCGTGTGACCATTTCGCGCAGCTTCGCGAAGCCTTCTGAACCTTGCTCTGCTGCAATACCTGCCAAGCGCATTGCGTCA
GAGCCGAAAAGTGTAGCCGTTGCGGCTTGATACTGCTCGTCGGTCATTCGCT TGGAAGCGTCCTGGAGTTGTCCCATCAG
GGACTCCATGCCTACAAACTTTCCTTGCGCGTCATAAACCGTCAGGCCCAACTCTTCGATTGCCTGCTGCGCTGGCTTTC
CCTGATCCGTCAAAGCAAGCATTGCAGATTTCAGCAGCGTACCTGCGTCGCTTCCCTGGATACCAGCATTCGCCATCATC
GCCAGCGAGGTCGCCGTGTCATCAATCGAGACACCAAAGGCGTTTGCAACTGTGCCCGCCTGCTGCAGACCTTGAGAGAT
ACCGGTCATCTCCGCAGAAGACGCATTCGCTGCACCTGCCAAGATGTCAGAAACGCGGGCAGCATCGCCTGCGCCTAAGG
AAAAAGCTTGAAGTGCCTGCGACTGGATGGTTGCGGCCTCGGCAGCATCGACCTGTGCAGCAGCAGCCAGCTGCAGGGTG
CCACGTGCAGCAGTCATAGACTGCTCCACTGAGAAACCACCCTTGGCAAGCTCTGTCATAGCGGCAGCAGCATCAGCGGC
AGACGTTCCCGTCAGCTGGGTATCCGTGCCCAAATCACGAGCTTTAGCACGGACAGCGTCGAGCTGCGCGCCTGTGGCTT
GAGAAACTGCCGCCATGGAGT TAATTTGAGACTCAAACTCCATGCCGATCTGTCCAACTGCGCGCGCCATCTCTGCUGCCA
CCGAGTGCAAGGCCGAGCGAAGCGLCAAGCT TGGACGCAACGCCCATTGCCGGGECCCAACCCAGACTCAAGTTTGGAACT
APAGTTCTTGACGTCTGGCTCGACGAGAATATCAATCTTGCCGCCTGCCATTTTGCCTCCTTATTCGCCGCGCGCAGCCA
AGAGCTGGCGAATAGTGCCTTTCTTACGCTGGCTCTTATCCGCTCCTGACGACATCGGTGTATCTCGTGGTTTTTCTTTC
TCGGGATGGAAGGAAATAAATTCCTGGTGGGCGTCGAGCAGCAGCTCCATATGGATTCGTTCAGGCCTTTTCGCCACAGG
GAACACAATCGGATGCGGCGGAGCCTTATACCCGGCGCGLTTTCGCTCTGCGCGGGCGCGCTTTATCTCGGGGTCTTCCG
GGTCTGTGGTCCATTGGGTGTATTCGGTGCCTAGCCAGTAGTCCAGGLGGTCGAGTATGCGGGCTACGTTTTCTTCTAGG
TCTGTCCATTCGTCGAGTTTTTGGACGAGGATGGCTAGGTCTAGGTGGCACATAGTCTCGCAGGCTTGCCGCCAGTCCAG
GCTGTATTGGCGTCGGAATCCTGTGAGGGCTTTGGCGTAGCCCTCGTGGGTGGTTAGCGCTGCTGTCCAGCTAAAAAATT
TCCGTCGTTATCGCGGAGTCCTGCTACCTTGCCCAGTTCGATGCATACTTTCGATGCGACCTTGATGTCGGCGGCTAGGA
GCCATTCGACGAGGTTCTTGGTGTCTTCCTTCGAAAGGTCGGTGAGGAAGTCGAGTTGGCGCTTGATTTGTTCCTCTGGG
GACGGCACGGTGTCGGGETGTCCACTTGGAGGTGTTGAAGAACTCGATGTAGT TEGGCGACTTCTGCGCCGGTGAAGTTGCG
GCGGATGTTGAAGTCGATGCCGTTTAGCGTTGCTGGTTGTGGTTCTCCGCCGTTGGTTGCAAATGCGTTTTCGAAGATGT
CAATTCGGTTGGTTTCGGCAGTTTTCTTCGAGTTCTTTTGGTTAGCCATGGTTATTTCCTTTTCCGTCTCGGTCGGTTGG
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*input_fasta: (7) iwand/zhugh/pipe-param/Complete_GCA_0029540! [5] Complete_GCA_002954055.1_ASM2EBHDSVID A0

*args_max_olap: (?)|| 50

*args_threads: ()| 30

*args_gene_len: (?)] 110
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I RIZE >CPO14132.1 Staphylococcus epidermidis strain FDAARGOS_161 chromosome, complete genome X

orfoeeel 2484288 1231 +2 9.41
orfeeee2 1363 1569 +1 7.22
. orfeeea3 2621 1623 -3 7.16
O RELE—% | /mnt/alam 5 orfeeee4 3794 2634 -3 8.12
orfeeees 4894 4121 -2 9.1
— orfeeea7 7301 5493 -3 5.37
"i‘ #hi—h_ﬁ orfeeees 8513 7806 -3 11.49
orfeeee9 18593 9169 -1 7.28
“ZFn orfeeele 11752 18694 -2 7.33
o orfeeell 13433 12854 -3 6.81
. . orfeeel2 14497 13648 -2 7.68
run1.detail orfeeel3 14721 15785 +3 6.84
orfeeels 15852 16148 +3 5.6
run’l.icm orfeeels 16535 17608 +2 28.44
orfeeele 17994 17839 -1 6.85
|’u|'|']l|0ngorf5 orfeeel7 18993 18277 -1 8.73
orfeeels 208893 19199 -2 9.77
run’.predict orfeeels 22509 21178 -1 16.3ﬂ
) orfeeeze 23523 22513 -1 6.96
. orfeee22 24318 23947 -1 8.85
runi.train orfeee23 25186 24326 -2 6.98
orfeee24 25997 25179 -3 11.27
orfeee2s 260840 26942 +3 6.46

orfeee26 280845 27341 -2 11.89 @ s
orfeee27 29821 28157 -2 18.98
orfeeez2s 38852 29884 -1 18.77
orfeee29 32549 31668 -3 8.21
orfeee3e 33115 34545 +1 9.23
orfeee3l 3601e 34673 -2 7.87
orfeee3s 36354 36707 +3 1.74
orfeee34 37740 36811 -1 7.92
orfeee3s 38012 38602 +2 8.44
orfeee3e 38737 38585 -2 3.45
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