Frequency Spreadsheet 56 Paralogy Analysls of SAP-containing Peptides in the Hair Proteome
oN EUR AR nuc rstt chr peptide Comment on tblastn analysis
BLMA 0562 0378 T rs1050565 FERTY 43\/ HVPEEVLAVLEQEPIVLPAWDPMGALA- Only one significant hit in the human genome reference assembly: to BLMH on chromosome 17. The indicated polymorphism s present in the transcript database, and is therefore a reliable SAP. No evidence of false polymorphism due to paralogy.
0884 0927 A rs1050565 7 a3y HVPEEVLAVLEQEPIILPAWDPMGALA- Only one significant hit in the human genome reference assembly: to BLMH on chromosome 17. The indicated polymorphism i present in the transcript database, and is therefore a reliable SAP. No evidence of false polymorphism due to paralogy.
cotans 0691 087 G rs37528 2 51403 GPpGPGCKGEPGLOGR ‘One match to COL4A4 transcript variant X5, no significant similarlty in genome search (possibly intron disruption)
0821 0581 A rs3752895 2 51403 GPSGPGCKGEPGLOGR One match to cmm transcript variant X5, no significant similarlty in genome search (possibly intron disruption)
53 0269 0642 A rs6929069 6 Ri73Q the human genome y:to DSP on The indicated not present in the transcript database but the SAP i likely to be reliable. No evidence of false polymorphism due to paralogy.
0984 0858 G rs6929069 6 R1738Q  GRSEADSDKNATILEWR Only one significant hu i the human genome toDsPon The indicated s not present in the transcript database but the SAP s likely to be reliable. No evidence of false polymorphism due to paralogy.
GSOMA 0451 064z C rs3894198 T RIsQ ‘GOLTPLDSLIDFK ‘Only one significant hit in the human genome reference assembly: to GSDMA on chromosome 17. in MRNAS but with no due to paralogy.
0812 0915 T rs38941 17 RisQ QUNPAGDLTPLDSLIDFK Only one significant hit in the human genome reference assembly: to GSDMA on chromosome 17 in MRNAS but with no due to paralogy.
GSDMA 0699 0476 A rs56030650 17 TN  GHEVLEALPK No signficant similarity detected with a tblastn search; sequence too short.
0784 0894 C rs56030650 17 TN  GHEVILEALPK No signficant similarity detected with a tblastn search; sequence too short.
GSOMA 0731 0227 G rs72129 17 VIBL ALETVOER (o signficant similarity detected with a tblastn search; sequence too short
0781 0979 T rs7212938 7 vizsl  ALETGR No signficant similarity detected with a tblastn search; sequence too short.
GSTPL 0548 0712 G rs1695 T oSV YUSLVTNYEAGKDDYVK ‘One match to GSTP1 mRNAs, including the indicated polymorphism, no significant similarlty in genome search (possibly intron disruption)
905 0826 A rs1695 1 nosv YISLYTNYEAGKDDYVK One match to GSTP1 mRNAs, including the indicated po\ymurphlsm no significant similarlty in genome search (possibly intron disruption)
HEXB 0264 0028 G rs10805890 5 107V GILVDTSR ficant with a tblastn short.
0971 1 A_rs1080589 s o GILIDTSR No signficant similarity detected with a thlastn search; sequence too o thot
HISTIRIT 0712 0899 C rs1988aa 6 Vil MSETVPAASASAGVAAMEKLPTK Histone H1t, other signficant matches had several amino acid diffrences. No evidence of false polymoprhism due to paralogy.
0792 0582 G rs198844 6 via MSETVPAASASAGIAAMEKLPTK Histone H1t, other signficant matches had several amino acid diffrences. No evidence of false polymoprhism due to paralogy.
P 0121 002 T 141283425 17 RI&2H  SAVHLINVGDDAELATRALPELTK Two matches, to JUP on chromosome 17 and CTNNB1 on chromosome 3. There are several fixed variants that confirm the peptide undoubtedly belongs to JUP. Therefore there is no evidence of false polymorphism due to paralogy.
1 1 C 1541283425 17 R142H  SAIVHLINYQDDAELATR Two matches, to JUP on chromosome 17 and CTNNB1 on chromosome 3. There are several fixed variants that confirm the peptide undoubtedly belongs to JUP. Therefore there is no evidence of false polymorphism due to paralogy.
wp 0013 0 T 1143043662 17 V64l NEGTATYAAAILFR One match to JUP in mRNAS. larity in ibly due to z due to paralogy.
1 1 C rs103043662 17 vedsl NEGTATYARAVLFR One match to JUP in mRNAS. No sigr similarity in \ possibly due to d false due to paralogy.
KRTL 0042 0 A rsi7678985 12 Adsas NKLNDLEDALQCL‘KEDLAR Two matches to tandem copies of KRT1 and KRT2. KRT2, however, contains a variant amino acid residue within this peptide that confirms the peptide belongs to KRT1. Therefore, there is no evidence of a false polymorphism due to paralogy. All IRNA sequences contain the ancestral variant.
KRT31 0169 0065 A rs6503627 T A DNVELEN! No signficant similarity detected with a tblastn search; sequence too short.
KRT31 005 0004 A rsli2saags) 17 A2V sqvmvsmn No signficant similarity detected with a tblastn search; sequence too short.
KRT31 0 0004 T rs146247884 17 V34IM ___ QNQEYQMLLOVR No signficant similarity detected with a tblastn search
KRT32 0748 0493 T rs2071561 17 s222Y  ADLEAQVEYLK No signficant similarity detected with a tblastn search; sequence too short.
KRT32 0682 0663 A rs2071563 17 TM  LEGEINMYR No signficant similarity detected with a tblastn search; sequence too short.
0832 079 G rs2071563 17 TIM LEGEINTYR No signficant similarity detected with a tblastn search; sequence too short.
KRT32 0459 0098 T rs72830046 17  R280H  CQYEAMVEANNR One match to KRT32 with no detection in mANAS. false due to paralogy.
0939 1 C_rs7283 R280H __ CQYEAMVEANRR One match to KRT32 with no detection of in MANAS. false due to paralogy.
KRT33A 0436 0597 A 512937519 A270V___ QUVSSSEQLASYQUENIELR Multiple matches in genome search, all withing the KRT gene family on chromosome 17, with Isewhere in The mRNA search, however, revealed two mRNAS with the derived A270V variant, both from KRT33A, so the polymorphism is probably i this gene.
KRT338 [ 002 G it V279L___ TINALEIELGAGHNIR Wil matches in genome and mANA scrch t KRT gene faiy onchromosome 17, including peuogenes. None of the mRNAS contined the 2367 variant, 0 he geneto which this varan by this method. There is a possibility of a false polymophism due to paralogy.
KRT34 0575 0089 A 52239710 12387 No signficant with a tblastn too short.
KR35 0702 0451 A rs743686 5367 VSAMYSSSSCKLPSLSPVAR ‘One match to KRT35 in genomic assembly and in mRNA sequences. S36P variant not detected in any sequence. due to parak
778 0927 G rs743686 17 skp VSAMTSSSHCKLPSISPVAR One match o KRT3S ingenomic assembly and in miA sequences. s36pvariant ot detected nany sequence. due to paral
KRT35 0.708 0623 C rs2071601 17 PA43A  TNCSaRPICVPCPG One match to KRT3S in in No evidence of false due
0798 0859 G rs2071601 7 passA mcwwcvpcpcsxr One match to KRT3S in genomic assembly and in mRNA sequences. mm variant detected in mRN No evidence of false due I
KRT35 0306 0134 T 512851652 17 C441Y  TNYSPRPICVPCPGGRF One match to KRT3S in genomic assembly and in mRNA sequences. 441 variant not detected in mRN) to paralogous sequences. There is a common variant at N440T present in several of the mRNA sequences.
0958 0988 C rs12651652 17 C441Y  TNCSPRPICVPCPGGRF One match to KRT3S in genomic assembly and in mRNA sequences. C441 variant not detected in mRN) to paralogous sequences. There is a common variant at N440T present in several of the mRNA sequences.
KRT35 0 0.008 15138303882 17 RIG3W  YETEVSLWQLVESDINGLR Multiple matches in genome search, al withing the KRT gene family on chromosome 17, but with at least jaiant. Best match is KRT35. No evidence of RL63W variant in mRNA. No evidence of false polymorphism due to paralogy.
1 1 rs138303882 17 RI63W  YETEVSLRQLVESDINGLR Multiple matches in genome search, all withing the KRT gene family on chromosome 17, including but with at Best match is KRT35. No evidence of R163W variant in mRNA. No evidence of false polymorphism due to paralogy.
KRT37 0475 0297 A 159910208 7 GIC TSFYSTSSCPLCCTMAPGAR ‘One match to KRT37 in both genomic and mRNA databases. GI3C variant in mRNAS. due to paralogy.
0934 0963 C rs9910208 17 e3¢ TSFYSTSSCPLGCTMAPGAR One match to KRT37 in both genomic and mRNA databases. ‘GI3C variant in mRNAS. No evidence of due to paralogy.
KRT39 0 002 T ria21s4718 17 S8oN FSLDDCIWYGEGINSNEK ‘One match to KRT39 in both genomic and mRNA databases. No evidence of S86N variant in mRNAs. No evidence of false polymorphism due to paralogy.
1 1 C rsia2154718 17 ssen FSLDDCSWYGEGINSNEK One match to KRT39 in both genomic and mRNA databases. No evidence of S86N variant in mRNAs. No evidence of false polymorphism due to paralogy.
KRT40 0433 OIT G I 17 Gl TASAEEIOAOUSUIESLECVAETEAGISOQAILOWLENGLAER — One match to KRT40 in both genomic and mRNA databases. C349R variant detected in mRNAS. No evidence of false polymorphism due to paralogy.
0931 0992 A 5150812783 17 C349R (QCLIDNLENQUAEIR  One match to KRT4O in both genomic and mRNA databases. C349R variant detected in mRNAS. No evidence of false polymorphism due to paralogy.
KRT40 0647 0925 C rs2010027 17 R23SH NHEEEVNLLREQLGDR One match to KRT40 in both genomic and mRNA databases, albeit with two variants in the genomic database. The protein database, however, shows a complete 100% match. No evidence of false polymorphism due to paralogy.
0816 0474 T rs2010027 17 Ra3sH__ NHEEEVNLLAEQLGDR One match to KRT40 in both genomic and mRNA databases, albeit with two variants in the genomic database. The protein database, however, shows a complete 100% match. No evidence of false polymorphism due to paralogy.
KRT81 0282 0085 A rs6580873 17 Raast TYEEEILILQSHISDTSVWVK ‘One match to KRT81 in both genomic and mRNA databases, albeit with several variants in the genomic database. The protein and mRNA databases, however, show 100% identity across the entire sequence. No evidence of false polymorphism due to paralogy.
056 0122 C rs2071 2GR GLTGGFGSHSVCr 100% match to MRNA incorrectly identified as KRT86; according to my own analysis,it's a better match to KRT81, including the G52R variant in the mRNA database (emb|Y19206.1). No evidence of false polymorphism due to paralogy.
KRT81 0.008 0419 G rs79897879 12 SI3R FCISACGPRPGR One match to KRT81 in both genomic and mRNA databases. All mRNA have the ancestral sequence. No evidence of false polymorphism due to false paralogy.
1 0943 T rs79897879 12 SIR FSCISACGPRPGR One match to KRT81 in both genomic and mRNA databases. All mRNAS have the ancestral sequence. No evidence of false polymorphism due to false paralogy.
WRTE2 0734 0569 G rs26586 T T4sBM  GAFLYERC ‘One match to KRT82 in both genomic and mRN I mRNAs have the to paralogy.
0797 0878 A rs2658658 12 TASBM_ GAFLYEPCGVSMPVLSTGVLR One match to KRTS2 in both genomic and mRNA databases. All mRNAS have the ancestral sequence. No evidence of false polymorphism due to paralogy.
KRT83 0863 0768 C rs2852868 1 279 DINMDCVAEK No signficant similrity detected with a tblastn search
062 0728 G rs2852468 12 1279M  DINMODCVAEK No signficant similarity detected with a tbiastn search.
KRTS3 o 0077 T rs140635030 12 G3625  LEAAVAQSEQQSEAALSDAR Multiple matches in genome and mRNA search to KRT gene family on chromosome 12, including pseudogenes. None of the mRNAs contained the G3625 variant, so the gene to which this variant belongs cannot be conclusively identified by this method. There is a possibility of a false polymorphism due to paralogy.
KRT84 048 0167 A rs951773 1 CaMoR  CEYQELMNAKLGLDIEATYR ‘One match to KRT84. No evidence of false polymorphism due to paralogy.
0942 099 G rs951773 12 Ca46R___ rEYQELMNAKLGLDIEIATYR One match to KRT84. No evidence of false polymorphism due to paralogy.
KRT85 0092 0041 A rs61630004 12 RIEH TAVGGFRAGSCGHSFGYR One match to KRTS, R78H polymorphism not detected. No evidence of false polymorphism due to paralogy.
1 1 G rs61630004 12 R78H IAVGGFRAGSCGR One match to KRTS, R78H polymorphism not detected. No evidence of false polymorphism due to paralogy.
KR [ 0065 T 5139895698 12 R327C___ TKEEINELNCMIOR Best match is KRT81 and some KRT pseudogenes. Uncertain. Possible false polymorphism.
KRTAPIO8 0095 0085 A rsé112 21 H26R TYVIAASTMSVCSSDVGHVSR ‘One match to KRTAP10-8. H26R variant is present in the mRNA database. No evidence of false polymorphism due to paralogy.
0997 1 G _rsa11254 21 HR TYVIAASTMSVCSSDVGr One match to KRTAPL0-8. H26R variant is present in the mRNA database. No evidence of false polymorphism due to paralogy.
RRC15 0395 0152 A 513070515 3 P2seL ELSIGIFGPMPNLR ‘One match to LRRC1S. P2861 polymorphism is in the mRNA database. No evidence of false polymorphism.
0944 0984 G rs13070515 3 P2sel ELSPGIFGPMPNLR One match to LRRC1S. P286I polymorphism is in the mRNA database. No evidence of false polymorphis
LRRC15 0423 0374 T 513060627 3 V270L  LYLSNNHISQLPPSIFMQLPQLNR One match to LRRC1S. V270L polymorphism not detected in the mRNA database. No evidence of false polymorphism.
0937 0955 C rs13060627 3 V270L  LYLSNNHISQLPPSVFMQLPQLNR One match to LRRC1S. V270L polymorphism not detected in the mRNA database. No evidence of false polymorphism.
NEUZ 0755 0973 € 2233391 2 HleeN Latro ‘One match to NEU2. H168N polymorphism is present in the mRNA database. No evidence of false polymorphisr.
0778 0285 A rs2233391 2 HIGBN  EWSTFAVGPGHCLOLIDR One match to NEU2. H168N polymorphism is present in the mRNA database. No evidence of false polymorphism
PRPL 0021 3 T 161818256 1 RGBAW  AAEAAWLLLSDMWSSK One match to PKPL. R684W is not detected in the MRNA No evidence of false polymorphism.
1 1 C rs61818256 1 RGBAW  AAEAARLLLSDMWSSK One match to PKP1. R684W polymorphism is not detected in the mRNA database. No evidence of false polymorphism.
10043 0085 0589 T 022742 1 R3K ‘AKPLEGAVAAIVCTFQEYAGR ‘One match to $100A3. R3K polymorphism is not detected in the MRNA database. No evidence of false polymorphism.
.998 0858 C rs36022742 1 R3K ARPLEQAVAAIVCTFQEYAGR One match to $100A3. R3K polymorphism is not detected in the MRNA database. No evidence of false polymorphism.
SERPINGS 052 074 C rs1455555 8 BV "GUALSNVVHK No signficant similarity detected with a tblastn search
0731 0297 T rs14sssss 18 319V GVALSNVIHK No signficant similarity detected with a tblastn search
Tem3 0317 069% G rs214803 20 7K "AALGVQSINWATAFNR ‘One match to TGM3.T13K polymorphism is present in the mRNA database. No evidence of false polymorphism.
0982 0838 T rs214803 20 T AALGVQSINWQKAFNR One match to T6M3.T13K polymorphism is present in the mRNA database. No evidence of false polymorphism.




