MeV — Affymetrix Loading and File Format

[MAS 5.0 and 5.1 text file creation ]

For each array that you want to load into MeV, do the following in MAS:

a Open the corresponding .chp file.
b Select: File -> Save As (lllustration 1).
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| Cloze chin_M_at 132 A Bos tauus /REF=1102285.1 /DEF=alpha skeletal actin precurs
Print P chin_3_at 235 Bos tauus /REF=U02285.1 /DEF=alpha skeletal actin precurs J
Print Setup. wph_5_at 47 Bos tauus AAEF=D140731 ADEF=mRAMNA for cyclophilin B, col
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B F4E_3 at |32
FRE5T_5_at E&
AFPBEGST_M_at |13
AFFA-BE_GST_3 at 04
AFF<Et_Lacphor_5 s at | 83
AFF#-Bt_Lacphor M_s at |07
AFF%Ce Gapdh 6 s at |06
AFF-Ce_Gapdh M_e at |09
AFF-Ce Gapdh 3 s at |02
AFFs-Ce_dclin 5 fat |08
AFFX-Ce_Actin M_s at |50
AFF-Ce_Actin_3 s_at 17
AFFR-Ce_Ubiquitin_5_at | 2.4
AFFX-Ce_Ubiquitin_M_at | 81
AFF#-Ce_Ubiquitin_3_at | 6.3
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Bos taurus AAEF=D14073.1 /DEF=mRAMA for cyclophilin B, cot
Bos taurus AAEF=D14073.1 /DEF=mRAMA for cyclophilin B, cot
Bos tauus /REF=AF257235.1 /DEF=translation intistion facto
Bos tauus /REF=AF257235.1 /DEF=translation intistion facto
Bos tauus /REF=AF257235.1 /DEF=translation intistion facto
Bos tauus /AREF=AF243588.1 /DEF=class mu glutathione S-r.
Bos tauus /AREF=AF243588.1 /DEF=class mu glutathione S-r.
Bos tauus /REF=A4F249588.1 /DEF=class mu glutathione 5-tr.
Bos tauus /REF=D26176.1 /DEF=mRMA for 27kD1a lactophor
Bos tauus /REF=D26176.1 /DEF=mRMA for 27kD1a lactophor
Caenorhabditis elegans /AEF=x15254.1 /DEF=gpd-2 gene for
Caenorhabditis elegans /AEF=x15254.1 /DEF=gpd-2 gene for
Caenorhabditiz elegans /REF=:15254.1 /DEF=gpd-2 gene for
Caenorhabditis elegans /REF=:16736.1 /DEF=act1 gere /LE
Caenorhabditis elegans /REF=:16736.1 /DEF=act1 gere /LE
Caenorhabditiz elegans: /REF==16736.1 /DEF=act1 gere /LE
Caenorhabditiz elegans /REF=M23433.1 /DEF=polyubiquitin [
Caenarhabditis elegans /REF=h234331 /DEF=polyubiquitin (L
Caenarhabditis elegans /REF=h234331 /DEF=polyubiquitin (L

|
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Save the active file with a new name
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Illustration 1 Saving array data as a text file
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c Give the .txt file a name that describes the sample and differentiates it from other arrays

that you will be loading.

d You can check to see that the file was saved correctly by opening it in an editor such as

Notepad. It should appear roughly as in figure 2.
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E145T-conTest_Signal E145T-conTest_Detection E145T-conTest_Signal Log Ratio E145T-conTest_Change Descriptions =
Pae_165rRNA_s_at 1.8 n Pseudomonas aeruginosa /REF=Genome /DEF=165 ribosomal RNA /LEM=1536 (_
Pae_23SrRHA_s_at 8.2 n Pseudomonas aeruginosa /REF=Genome /DEF=23% ribosomal RHA /LEN=2889 (_
PA1178_oprH_at 0.4 n Pseudomonas aeruginosa /REF=PA1178 /GENE=oprH /DEF=outer membrane protein H1 [
PA1816_dnaQ_at o.4 n Pseudononas aeruginosa /REF=PA1816 /GENE=dnaQ /DEF=DNA polymerase III, epsilor
PA3183_zwf_at 8.3 n Pseudononas aeruginosa /REF=PA3183 /GENE=zwf /DEF=glucose-é-phosphate 1-dehydr
PA3640 dnaE_at 0.2 n Pseudomonas aeruginosa /REF=PA3648 /GENE=dnaE /DEF=DNA polymerase III, alpha «
PA44O7_ftsZ_at 8.3 n Pseudomonas aeruginosa /REF=PA4487 /GENE=ftsZ /DEF=cell division protein Ftsz
Pae_16SrRHA_s_st 8.4 n Pseudomonas aeruginosa /REF=Genome /DEF=1635 ribosomal RHA /LEM=1536 (_
Pae 23SrRNA_s_ st 2.4 n Pseudomonas aeruginosa /REF=Genome /DEF=23S ribosomal RHA /LEN=2889 (_
PA1178_oprH_st 3.2 ] Pseudononas aeruginosa /REF=PA1178 /GENE=oprH /DEF=outer membrane protein H1 [
PA1816_dnaQ_st 3.8 n Pseudomonas aeruginosa /REF=PA1816 /GENE=dnaQ /DEF=DNA polymerase III, epsilor
PA3183_zuf st 0.4 n Pseudomonas aeruginosa /REF=PA3183 /GENE=zuwf /DEF=qlucose-é-phosphate 1-dehydr
PA364@ dnaE_st 2.5 ] Pseudononas aeruginosa /REF=PA3648 /GENE=dnaE /DEF=DNA polymerase 1II, alpha ¢
PALLB7 ftsZ_st 1.2 A Pseudononas aeruginosa /REF=PA4487 /GENE=ftsZ /DEF=cell division protein Ftsz
AFFX-Athal-Actin_5 r_at 4.9 P Arabidopsis thaliana FREF=U37281.1 /DEF=actin-2 nRHA, complete cds /LE
AFFX-Athal-Actin_M_at a9.2 ] Arabidopsis thaliana /REF=U37281.1 /DEF=actin-2 mRMA, complete cds /LE
AFFX-Athal-25SrRHA_s_at 7.8 P ¥52320 Arabidopsis thaliana 255 rRHA
AFFX-Athal-5SrRHA_at 8.3 n H65137 Arabidopsis thaliana 5% ribosomal RHA gene, complete cds
AFFX-Athal-Actin_3_f_at 1.6 ] U37281 Arabidopsis thaliana actin-2 mRNA, complete cds { _3 represents
AFFX-Athal-GAPDH_3_s_at 8.5 n H64116 Arabidopsis thaliana glyceraldehyde 3-phosphate dehydrogenase [
AFFX-Athal-GAPDH_5_s_at 8.2 n H64116 Arabidopsis thaliana glyceraldehyde 3-phosphate dehydrogenase [
AFFX-Athal-GAPDH_M_s_at u.1 [ H64116 Arabidopsis thaliana glyceraldehyde 3-phosphate dehydrogenase [
AFFX-Athal-Ubq_3_f at 9.8 P U84969 Arabidopsis thaliana wbiquitin (UBQ11) gene, complete cds (_5,
AFFX-Athal-Ubg 5 f at 1.6 A U84969 Arabidopsis thaliana uwbiquitin (UBQ11) gene, complete cds (_5,
AFFX-Athal-Ubq_M_f_at 4.8 P U84969 Arabidopsis thaliana wbiquitin (UBQ11) gene, complete cds (_5,
AFFX-Bt_185rRHA_at 8.7 n Bos taurus /REF=AF176811.1 /DEF=18S ribosomal RNA gene, partial sequer
AFFX-Bt_actin_5_at 108.3 n Bos taurus /REF=U82285.1 /DEF=alpha skeletal actin precursor gene, corn
AFFX-Bt_Actin_M_at 13.2 ] Bos taurus /REF=U82285.1 fDEF=alpha skeletal actin precursor gene, con
AFFX-Bt_Actin_3_at 23.5 n Bos taurus /REF=U82285.1 /fDEF=alpha skeletal actin precursor gene, cop
AFFX-Bt_Cyph_5_at 4.7 H Bos taurus /REF=D14673.1 /DEF=nRNA for cyclophilin B, complete cds /LE
AFFX-Bt_Cyph_H_. 4.1 ] Bos taurus /REF=D14673.1 SDEF=mRNA for cyclophilin B, complete cds /LE
NFFX-Bt_Cyph_3_ 16.5 P Bos taurus /REF=D14073.1 /DEF=mRNA for cyclophilin B, complete cds /LE
AFFX-Bt_eIF-4E_5_at 2.3 A Bos taurus /REF=AF257235.1 /DEF=translation initiation factor eIF-4E
AFFX-Bt_eIF-4E_HM_at 1.4 ] Bos taurus /REF=AF257235.1 /DEF=translation initiation factor eIF-4E
AFFX-Bt_eIF-4E_3_at 3.2 n Bos taurus /REF=AF257235.1 /DEF=translation initiation factor eIF-4E
AFFX-BE_G3T_5_at 6.8 n Bos taurus /REF=AF249588.1 /DEF=class mu glutathione S-transferase (G%
AFFX-Bt_GST_H_at 1.9 n Bos taurus /REF=AF249588_1 /DEF=class mu glutathione S-transferase (BG%
AFFX-Bt_G3T_3_at 0.4 n Bos taurus /REF=AF249588.1 /DEF=class mu glutathione S-transferase (G
AFFX-Bt_Lacphor_5_s_at 8.3 P Bos taurus /REF=D26176.1 /DEF=mRNA for 27kDPa lactophorin, complete cd:
AFFX-Bt_Lacphor M s _at 8.7 n Bos taurus /REF=D26176.1 /DEF=mRHA for 27kDa lactophorin, complete cd:
AFFX-Ce_Gapdh_5_s_at 0.6 [ Caenorhabditis elegans /REF=X15254.1 /DEF=gpd-2 gene for glyceraldehyc
AFFX-Ce_Gapdh_H_s_at 8.9 n Caenorhabditis elegans /REF=X15254.1 /DEF=gpd-2 gene for glyceraldehyc
AFFX-Ce_Gapdh_3_s_at 8.2 n Caenorhabditis elegans /REF=X15254.1 /DEF=gpd-2 gene for glyceraldehyc
AFFX-Ce_Actin_5_fF_at 8.8 ] Caenorhabditis elegans /REF=X16796.1 /DEF=act1 gene /JLEN=1131 (_5, _M,
X of?
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[llustration 2 Resulting text file that will be loaded into MeV
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File Format:
Tab delimited file text file.
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